
Additional Table 1 Differentially expressed genes identified in this study (CSCI_4w vs. sham)

Gene CSCI_4w_1_count CSCI_4w_2_count CSCI_4w_3_count CSCI_4w_4_count baseMean sham_1_count sham_2_count sham_3_count sham_4_count Log2FoldChange pval padj Up/Down Significant GeneName Biotype Position NR:Seq-id NR:Score NR:Evalue NR:Description NT:Seq-id NT:Score NT:Evalue NT:Description Uniprot:UniProtKB-
AC Uniprot:Score Uniprot:Evalue Uniprot:Description COG:gene COG:Score COG:Eval COG:num Pfam:pfam_ID Pfam:pfam_Name Pfam:pfam_Descrip

tion
GO:biological_proc
ess

GO:cellular_compo
nent

GO:molecular_func
tion KEGG:KO KEGG:Description

ENSG00000001167 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no NFYA protein_coding chr6:41072945-
41099976:+

gi|426353066|ref|XP
_004044020.1| 749 4.00E-87

PREDICTED:
probable C-
>gi|426353072|ref|X
P_004044023.1|
PREDICTED:
nuclear
transcription factor
Y subunit alpha
[Gorilla gorilla
gorilla]

gi|197099797|ref|N
M_002505.4| 3788 0

Homo sapiens
nuclear
transcription factor
Y, alpha (NFYA),
transcript variant 1,
mRNA

P23511 294 8.00E-93
Nuclear
transcription factor
Y subunit alpha

YGL237c 98.6 3.00E-21 COG5224 pfam02045 CBFB_NFYA

CCAAT-binding
transcription factor
(CBF-B/NF-YA)
subunit B.

GO:2000648|positiv
e regulation of stem
cell
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:20000
36|regulation of
stem cell population
maintenance;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00485
11|rhythmic
process;

GO:0016602|CCAA
T-binding factor
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0032993|protein-
DNA complex;

GO:0001046|core
promoter sequence-
specific DNA
binding;GO:000367
7|DNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K08064
NFYA; nuclear
transcription factor
Y, alpha

ENSG00000001629 8 12 13 3 7.023167296 1 2 4 6 2.119835796 0.005556599 0.023470209 up yes ANKIB1 protein_coding chr7:92246234-
92401384:+

gi|7243153|dbj|BAA
92624.1| 5962 0 KIAA1386 protein

[Homo sapiens]
gi|148596952|ref|N
M_019004.1| 6081 0

Homo sapiens
ankyrin repeat and
IBR domain
containing 1
(ANKIB1), mRNA

Q6ZPS6 402 0
Ankyrin repeat and
IBR domain-
containing protein 1

. . . . pfam01485 IBR

IBR domain. The
IBR (In Between
Ring fingers)
domain is often
found to occur
between pairs of
ring fingers
(pfam00097). This
domain has also
been called the
C6HC domain and
DRIL (for double
RING finger linked)
domain. Proteins
that contain two
Ring fingers and an
IBR domain (these
proteins are also
termed RBR family
proteins) are
thought to exist in
all eukaryotic
organisms. RBR
family members
play roles in protein
quality control and
can indirectly
regulate
transcription.
Evidence suggests
that RBR proteins
are often parts of
cullin-containing
ubiquitin ligase
complexes The

GO:0032436|positiv
e regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000020
9|protein
polyubiquitination;
GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0000151|ubi
quitin ligase
complex;

GO:0031624|ubiquit
in conjugating
enzyme
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0008270
|zinc ion binding;

K11967

ANKIB1; ankyrin
repeat and IBR
domain-containing
protein 1

ENSG00000001631 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no KRIT1 protein_coding chr7:92198969-
92246166:-

gi|31581522|ref|NP_
004903.2| 3831 0

krev interaction
trapped protein 1
isoform 1 [Homo
sapiens]

gi|37221183|ref|NM
_194456.1| 4762 0

Homo sapiens
KRIT1, ankyrin
repeat containing
(KRIT1), transcript
variant 1, mRNA

O00522 220 2.00E-58 Krev interaction
trapped protein 1 RSc0257 56.2 7.00E-07 COG0666 pfam00373 FERM_M

FERM central
domain. This
domain is the
central structural
domain of the
FERM domain.

GO:0001525|angiog
enesis;GO:0045454|
cell redox
homeostasis;GO:001
6525|negative
regulation of
angiogenesis;GO:20
00352|negative
regulation of
endothelial cell
apoptotic
process;GO:001059
6|negative
regulation of
endothelial cell
migration;GO:00019
37|negative
regulation of
endothelial cell
proliferation;GO:00
32092|positive
regulation of
protein
binding;GO:200011
4|regulation of
establishment of cell

GO:0005911|cell-
cell
junction;GO:000573
7|cytoplasm;GO:000
5615|extracellular
space;GO:0005874|
microtubule;GO:000
5886|plasma
membrane;GO:0043
234|protein
complex;

GO:0030695|GTPas
e regulator
activity;GO:0008017
|microtubule
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;GO:003240
3|protein complex
binding;

K17705
KRIT1; Krev
interaction trapped
protein 1

ENSG00000003096 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no KLHL13 protein_coding chrX:117897813-
118117340:-

gi|584079663|ref|XP
_006759932.1| 3326 0

PREDICTED:
kelch-like protein
13 isoform X1
[Myotis davidii]

gi|7242972|dbj|AB0
37730.1| 5331 0

Homo sapiens
mRNA for
KIAA1309 protein,
partial cds

Q9P2N7 83.6 3.00E-18 Kelch-like protein
13 . . . . pfam07707 BACK

BTB And C-
terminal Kelch. This
domain is found
associated with
pfam00651 and
pfam01344. The
BACK domain is
found juxtaposed to
the BTB domain;
they are separated
by as little as two
residues. This
family appears to be
closely related to the
BTB domain (Finn
RD, personal
observation).

GO:0000910|cytokin
esis;GO:0007067|mit
otic nuclear
division;GO:001656
7|protein
ubiquitination;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:003049
6|midbody;

. K10447 KLHL9_13; kelch-
like protein 9/13

ENSG00000003137 0 2 0 0 0.253141755 0 0 0 0 1.987228015 0.572276931 NA up no CYP26B1 protein_coding chr2:72129238-
72148038:-

gi|9845285|ref|NP_0
63938.1| 2657 0

cytochrome P450
26B1 isoform 1
[Homo sapiens]

gi|480540321|ref|N
M_019885.3| 4556 0

Homo sapiens
cytochrome P450,
family 26,
subfamily B,
polypeptide 1
(CYP26B1),
transcript variant 1,
mRNA

Q9NR63 731 0 Cytochrome P450
26B1 slr0574 264 7.00E-76 COG2124 pfam00067 p450

Cytochrome P450.
Cytochrome P450s
are haem-thiolate
proteins involved in
the oxidative
degradation of
various compounds.
They are
particularly well
known for their role
in the degradation
of environmental
toxins and
mutagens. They can
be divided into 4
classes, according to
the method by
which electrons
from NAD(P)H are
delivered to the
catalytic site.
Sequence
conservation is
relatively low
within the family -
there are only 3
absolutely
conserved residues
- but their general
topography and
structural fold are
highly conserved.
The conserved core
is composed of a
coil termed the

GO:0060349|bone
morphogenesis;GO:
0001709|cell fate
determination;GO:0
071300|cellular
response to retinoic
acid;GO:0070268|co
rnification;GO:0030
326|embryonic limb
morphogenesis;GO:
0061436|establishme
nt of skin
barrier;GO:0001768|
establishment of T
cell
polarity;GO:000695
4|inflammatory
response;GO:00071
40|male
meiosis;GO:004838
7|negative
regulation of
retinoic acid
receptor signaling
pathway;GO:005511
4|oxidation-
reduction
process;GO:001062
8|positive regulation
of gene
expression;GO:2001
037|positive
regulation of tongue
muscle cell
differentiation;GO:0

GO:0005737|cytopla
sm;GO:0005789|end
oplasmic reticulum
membrane;GO:0031
090|organelle
membrane;

GO:0020037|heme
binding;GO:000550
6|iron ion
binding;GO:001670
9|oxidoreductase
activity, acting on
paired donors, with
incorporation or
reduction of
molecular oxygen,
NAD(P)H as one
donor, and
incorporation of
one atom of
oxygen;GO:0008401
|retinoic acid 4-
hydroxylase
activity;GO:0001972
|retinoic acid
binding;

K12664

CYP26B;
cytochrome P450,
family 26,
subfamily B

ENSG00000003402 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CFLAR protein_coding chr2:201116104-
201176687:+

gi|187608571|ref|NP
_003870.4| 2553 0

CASP8 and FADD-
like apoptosis
regulator isoform 1
[Homo sapiens]

gi|5931446|gb|AC00
7283.3| 12855 0

Homo sapiens BAC
clone RP11-536I18
from 2, complete
sequence

O15519 233 4.00E-72
CASP8 and FADD-
like apoptosis
regulator

. . . . pfam00478 IMPDH

IMP dehydrogenase
/ GMP reductase
domain. This family
is involved in
biosynthesis of
guanosine
nucleotide.
Members of this
family contain a
TIM barrel
structure. In the
inosine
monophosphate
dehydrogenases 2
CBS domains
pfam00571 are
inserted in the TIM
barrel. This family
is a member of the
common phosphate
binding site TIM
barrel family.

GO:0006915|apopto
tic
process;GO:004298
1|regulation of
apoptotic process;

.

GO:0004197|cystein
e-type
endopeptidase
activity;

K00088
guaB; IMP
dehydrogenase
[EC:1.1.1.205]

ENSG00000003756 0 2 0 10 7.167267422 14 14 9 22 -1.951959619 0.017578234 0.053725024 down no RBM5 protein_coding chr3:50088908-
50119021:+

gi|5032031|ref|NP_0
05769.1| 3000 0

RNA-binding
protein 5 [Homo
sapiens]

gi|62087205|dbj|AB
208813.1| 5583 0

Homo sapiens
mRNA for RNA
binding motif
protein 5 variant
protein

B2GV05 149 5.00E-40 RNA-binding
protein 5 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006915|apopto
tic
process;GO:000039
8|mRNA splicing,
via
spliceosome;GO:00
08285|negative
regulation of cell
proliferation;GO:00
43065|positive
regulation of
apoptotic
process;GO:000038
1|regulation of
alternative mRNA
splicing, via
spliceosome;GO:00
06396|RNA
processing;GO:0000
245|spliceosomal
complex assembly;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:000568
1|spliceosomal
complex;

GO:0003677|DNA
binding;GO:000372
9|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000827
0|zinc ion binding;

K13094 RBM5_10; RNA-
binding protein 5/10



ENSG00000003987 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MTMR7 protein_coding chr8:17298030-
17413528:-

gi|225543474|ref|NP
_004677.3| 3482 0

myotubularin-
related protein 7
[Homo sapiens]

gi|225543473|ref|N
M_004686.4| 3850 0

Homo sapiens
myotubularin
related protein 7
(MTMR7), mRNA

Q5R6F6 188 1.00E-53 Myotubularin-
related protein 7 . . . . pfam06602 Myotub-related

Myotubularin-like
phosphatase
domain. This family
represents the
phosphatase domain
within eukaryotic
myotubularin-
related proteins.
Myotubularin is a
dual-specific lipid
phosphatase that
dephosphorylates
phosphatidylinositol
3-phosphate and
phosphatidylinositol
(3,5)-bi-phosphate.
Mutations in gene
encoding
myotubularin-
related proteins
have been
associated with
disease.

GO:0046856|phosph
atidylinositol
dephosphorylation;

GO:0005737|cytopla
sm;

GO:0052866|phosph
atidylinositol
phosphate
phosphatase
activity;GO:0004725
|protein tyrosine
phosphatase
activity;

K18083

MTMR6_7_8;
myotubularin-
related protein 6/7/8
[EC:3.1.3.64
3.1.3.95]

ENSG00000003989 0 0 0 0 0.502104229 4 0 0 1 -2.204278156 0.408788226 NA down no SLC7A2 protein_coding chr8:17497088-
17570573:+

gi|258614003|ref|NP
_001158243.1| 3447 0

cationic amino acid
transporter 2
isoform 3 [Homo
sapiens]

gi|258645168|ref|N
M_003046.5| 7561 0

Homo sapiens
solute carrier family
7 (cationic amino
acid transporter, y+
system), member 2
(SLC7A2),
transcript variant 1,
mRNA

P52569 1246 0 Cationic amino acid
transporter 2 XF2207 248 2.00E-69 COG0531 pfam13520 AA_permease_2 Amino acid

permease.

GO:0006865|amino
acid
transport;GO:00158
09|arginine
transport;GO:00065
20|cellular amino
acid metabolic
process;GO:009763
8|L-arginine import
across plasma
membrane;GO:0097
639|L-lysine import
across plasma
membrane;GO:0097
640|L-ornithine
import across
plasma
membrane;GO:0042
116|macrophage
activation;GO:00068
09|nitric oxide
biosynthetic
process;GO:000253
7|nitric oxide
production involved
in inflammatory
response;GO:00507
27|regulation of
inflammatory
response;GO:00430
30|regulation of
macrophage
activation;GO:00068
10|transport;

GO:0005887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0015171|amino
acid transmembrane
transporter
activity;GO:0015297
|antiporter
activity;GO:0015174
|basic amino acid
transmembrane
transporter
activity;GO:0005289
|high-affinity
arginine
transmembrane
transporter
activity;GO:0097627
|high-affinity L-
ornithine
transmembrane
transporter
activity;GO:0005292
|high-affinity lysine
transmembrane
transporter
activity;GO:0015179
|L-amino acid
transmembrane
transporter
activity;GO:0097626
|low-affinity L-
arginine
transmembrane
transporter activity;

K13864

SLC7A2, ATRC2;
solute carrier family
7 (cationic amino
acid transporter),
member 2

ENSG00000004059 5 1 5 1 2.905292502 1 1 2 4 1.320272272 0.19716285 0.313725672 up no ARF5 protein_coding chr7:127588345-
127591705:+

gi|545214714|ref|XP
_001502599.2| 1063 6.00E-141

PREDICTED: LOW
QUALITY
PROTEIN: ADP-
ribosylation factor 5
[Equus caballus]

gi|313760590|ref|N
M_001662.3| 1096 0

Homo sapiens ADP-
ribosylation factor 5
(ARF5), mRNA

P49702 120 2.00E-32 ADP-ribosylation
factor 5 . . . . pfam00025 Arf

ADP-ribosylation
factor family. Pfam
combines a number
of different Prosite
families together

GO:0015031|protein
transport;GO:00072
64|small GTPase
mediated signal
transduction;GO:00
16192|vesicle-
mediated transport;

GO:0005737|cytopla
sm;GO:0005794|Gol
gi
apparatus;GO:00058
86|plasma
membrane;

GO:0005525|GTP
binding; K07939 ARF4; ADP-

ribosylation factor 4

ENSG00000004142 39 66 62 86 96.77150034 127 161 151 168 -0.73457307 0.0010472 0.006758141 down no POLDIP2 protein_coding chr17:28347177-
28357522:-

gi|635088682|ref|XP
_008008966.1| 1794 0

PREDICTED:
polymerase delta-
interacting protein 2
[Chlorocebus
sabaeus]

gi|588480523|ref|N
M_015584.4| 2121 0

Homo sapiens
polymerase (DNA-
directed), delta
interacting protein 2
(POLDIP2),
transcript variant 1,
mRNA

Q9Y2S7 686 0 Polymerase delta-
interacting protein 2 BMEI1618 78.6 8.00E-16 COG2967 pfam04379 DUF525

Protein of unknown
function (DUF525).
Members of this
family include the
bacterial protein
ApaG and the C
termini of some F-
box proteins
(pfam00646). F-box
proteins contain a
carboxyl-terminal
domain that
interacts with
protein substrates,
so this family may
be involved in
protein-protein
interaction. The
function of ApaG
proteins is
unknown, but
mutations in the
Salmonella
typhimurium ApaG
homologue corD
gives a phenotype
of low-level cobalt
resistance and
decreased
magnesium efflux
by effects on the
CorA magnesium
transport system.

GO:0070584|mitoch
ondrion
morphogenesis;GO:
0016242|negative
regulation of
macroautophagy;G
O:0045931|positive
regulation of mitotic
cell cycle;

GO:0042645|mitoch
ondrial
nucleoid;GO:000573
9|mitochondrion;G
O:0005634|nucleus;

GO:0003677|DNA
binding; K17809

POLDIP2;
polymerase delta-
interacting protein 2

ENSG00000004478 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no FKBP4 protein_coding chr12:2794953-
2805423:+

gi|4503729|ref|NP_0
02005.1| 2321 0

peptidyl-prolyl cis-
trans isomerase
FKBP4 [Homo
sapiens]

gi|206725538|ref|N
M_002014.3| 3732 0

Homo sapiens
FK506 binding
protein 4, 59kDa
(FKBP4), mRNA

Q02790 898 0
Peptidyl-prolyl cis-
trans isomerase
FKBP4

YNL135c 104 2.00E-24 COG0545 pfam00254 FKBP_C
FKBP-type
peptidyl-prolyl cis-
trans isomerase.

GO:0030521|androg
en receptor
signaling
pathway;GO:006107
7|chaperone-
mediated protein
folding;GO:0006825
|copper ion
transport;GO:00075
66|embryo
implantation;GO:00
46661|male sex
differentiation;GO:0
031115|negative
regulation of
microtubule
polymerization;GO:
0031111|negative
regulation of
microtubule
polymerization or
depolymerization;G
O:0010977|negative
regulation of
neuron projection
development;GO:00
30850|prostate gland
development;GO:00
31503|protein
complex
localization;GO:000
6457|protein
folding;GO:1900034
|regulation of
cellular response to

GO:0044295|axonal
growth
cone;GO:0005737|c
ytoplasm;GO:00058
29|cytosol;GO:0005
789|endoplasmic
reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00058
74|microtubule;GO:
0005739|mitochondr
ion;GO:0043025|neu
ronal cell
body;GO:0005654|n
ucleoplasm;GO:004
8471|perinuclear
region of
cytoplasm;GO:0043
234|protein
complex;

GO:0005524|ATP
binding;GO:000552
8|FK506
binding;GO:000552
5|GTP
binding;GO:003107
2|heat shock protein
binding;GO:000375
5|peptidyl-prolyl
cis-trans isomerase
activity;GO:0044822
|poly(A) RNA
binding;GO:003067
4|protein binding,
bridging;

K09571
FKBP4_5; FK506-
binding protein 4/5
[EC:5.2.1.8]

ENSG00000004487 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no KDM1A protein_coding chr1:23019448-
23083689:+

gi|3043726|dbj|BAA
25527.1| 4060 0 KIAA0601 protein

[Homo sapiens]
gi|226437585|ref|N
M_001009999.2| 3059 0

Homo sapiens
lysine (K)-specific
demethylase 1A
(KDM1A),
transcript variant 1,
mRNA

O60341 79 1.00E-13
Lysine-specific
histone demethylase
1A

. . . . pfam01593 Amino_oxidase

Flavin containing
amine
oxidoreductase.
This family consists
of various amine
oxidases, including
maze polyamine
oxidase (PAO) and
various flavin
containing
monoamine
oxidases (MAO).
The aligned region
includes the flavin
binding site of these
enzymes. The
family also contains
phytoene
dehydrogenases and
related enzymes. In
vertebrates MAO
plays an important
role regulating the
intracellular levels
of amines via there
oxidation; these
include various
neurotransmitters,
neurotoxins and
trace amines. In
lower eukaryotes
such as aspergillus
and in bacteria the
main role of amine
oxidases is to

GO:0000380|alternat
ive mRNA splicing,
via
spliceosome;GO:00
07596|blood
coagulation;GO:000
8283|cell
proliferation;GO:00
71320|cellular
response to
cAMP;GO:0071480|
cellular response to
gamma
radiation;GO:00346
44|cellular response
to
UV;GO:0021987|cer
ebral cortex
development;GO:00
30851|granulocyte
differentiation;GO:0
046098|guanine
metabolic
process;GO:003472
0|histone H3-K4
demethylation;GO:0
033169|histone H3-
K9
demethylation;GO:0
001701|in utero
embryonic
development;GO:00
55001|muscle cell
development;GO:00
43392|negative

GO:1990391|DNA
repair
complex;GO:000079
0|nuclear
chromatin;GO:0000
784|nuclear
chromosome,
telomeric
region;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
043234|protein
complex;GO:000566
7|transcription
factor complex;

GO:0050681|androg
en receptor
binding;GO:000368
2|chromatin
binding;GO:003245
1|demethylase
activity;GO:0019899
|enzyme
binding;GO:005066
0|flavin adenine
dinucleotide
binding;GO:000440
7|histone
deacetylase
activity;GO:0032452
|histone
demethylase
activity;GO:0034648
|histone
demethylase activity
(H3-dimethyl-K4
specific);GO:003245
3|histone
demethylase activity
(H3-K4
specific);GO:003245
4|histone
demethylase activity
(H3-K9
specific);GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0043426

K11450

KDM1A, AOF2,
LSD1; lysine-
specific histone
demethylase 1A
[EC:1.-.-.-]

ENSG00000004534 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no RBM6 protein_coding chr3:49940007-
50100045:+

gi|5032033|ref|NP_0
05768.1| 5404 0

RNA-binding
protein 6 isoform 1
[Homo sapiens]

gi|34367697|emb|BX
648535.1| 4293 0

Homo sapiens
mRNA; cDNA
DKFZp779N0931
(from clone
DKFZp779N0931)

P78332 2062 0 RNA-binding
protein 6 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000380|alternat
ive mRNA splicing,
via
spliceosome;GO:00
08283|cell
proliferation;GO:00
71320|cellular
response to
cAMP;GO:0071480|
cellular response to
gamma
radiation;GO:00346
44|cellular response
to
UV;GO:0021987|cer
ebral cortex
development;GO:00
30851|granulocyte
differentiation;GO:0
046098|guanine
metabolic
process;GO:003472
0|histone H3-K4
demethylation;GO:0
033169|histone H3-
K9
demethylation;GO:0
001701|in utero
embryonic
development;GO:00
55001|muscle cell
development;GO:00
43518|negative
regulation of DNA
damage response

GO:1990391|DNA
repair
complex;GO:000079
0|nuclear
chromatin;GO:0000
784|nuclear
chromosome,
telomeric
region;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
043234|protein
complex;GO:000566
7|transcription
factor complex;

GO:0050681|androg
en receptor
binding;GO:000368
2|chromatin
binding;GO:003245
1|demethylase
activity;GO:0019899
|enzyme
binding;GO:005066
0|flavin adenine
dinucleotide
binding;GO:003245
2|histone
demethylase
activity;GO:0034648
|histone
demethylase activity
(H3-dimethyl-K4
specific);GO:003245
3|histone
demethylase activity
(H3-K4
specific);GO:003245
4|histone
demethylase activity
(H3-K9
specific);GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0043426
|MRF
binding;GO:001649
1|oxidoreductase

. .



ENSG00000004779 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no NDUFAB1 protein_coding chr16:23581002-
23596356:-

gi|2576345|gb|AAC0
5814.1| 841 9.00E-112

Acyl carrier protein,
Mitochondrial
(ACP) (5'partial)
[Homo sapiens]

gi|39753951|ref|NM
_005003.2| 667 0

Homo sapiens
NADH
dehydrogenase
(ubiquinone) 1,
alpha/beta
subcomplex, 1,
8kDa (NDUFAB1),
mRNA

Q0MQC3 317 1.00E-108 Acyl carrier protein,
mitochondrial YKL192c 71.6 5.00E-15 COG0236 pfam00550 PP-binding

Phosphopantetheine
attachment site. A
4'-
phosphopantetheine
prosthetic group is
attached through a
serine. This
prosthetic group
acts as a a 'swinging
arm' for the
attachment of
activated fatty acid
and amino-acid
groups. This
domain forms a
four helix bundle.
This family includes
members not
included in Prosite.
The inclusion of
these members is
supported by
sequence analysis
and functional
evidence. The
related domain of
Vibrio anguillarum
angR has the
attachment serine
replaced by an
alanine.

GO:0006633|fatty
acid biosynthetic
process;GO:005511
4|oxidation-
reduction
process;GO:000924
9|protein
lipoylation;

GO:0005747|mitoch
ondrial respiratory
chain complex I;

. K03955

NDUFAB1; NADH
dehydrogenase
(ubiquinone) 1
alpha/beta
subcomplex 1

ENSG00000004799 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no PDK4 protein_coding chr7:95583499-
95596491:-

gi|4505693|ref|NP_0
02603.1| 2217 0

pyruvate
dehydrogenase
kinase, isozyme 4
[Homo sapiens]

gi|94421466|ref|NM
_002612.3| 3576 0

Homo sapiens
pyruvate
dehydrogenase
kinase, isozyme 4
(PDK4), mRNA

Q16654 858 0

[Pyruvate
dehydrogenase
(acetyl-
transferring)] kinase
isozyme 4,
mitochondrial

SPAC644.11c 199 4.00E-54 COG0642 pfam10436 BCDHK_Adom3

Mitochondrial
branched-chain
alpha-ketoacid
dehydrogenase
kinase. Catabolism
and synthesis of
leucine, isoleucine
and valine are finely
balanced, allowing
the body to make
the most of dietary
input but removing
excesses to prevent
toxic build-up of
their corresponding
keto-acids. This is
the butyryl-CoA
dehydrogenase,
subunit A domain 3,
a largely alpha-
helical bundle of the
enzyme BCDHK.
This enzyme is the
regulator of the
dehydrogenase
complex that breaks
branched-chain
amino-acids down,
by phosphorylating
and thereby
inactivating it when
synthesis is
required. The
domain is
associated with

GO:0071398|cellular
response to fatty
acid;GO:0009267|cel
lular response to
starvation;GO:00425
93|glucose
homeostasis;GO:000
6006|glucose
metabolic
process;GO:000828
6|insulin receptor
signaling
pathway;GO:200081
1|negative
regulation of
anoikis;GO:0072593
|reactive oxygen
species metabolic
process;GO:001051
0|regulation of
acetyl-CoA
biosynthetic process
from
pyruvate;GO:00451
24|regulation of
bone
resorption;GO:0010
565|regulation of
cellular ketone
metabolic
process;GO:004230
4|regulation of fatty
acid biosynthetic
process;GO:004632
0|regulation of fatty

GO:0005743|mitoch
ondrial inner
membrane;GO:0005
759|mitochondrial
matrix;GO:0005739|
mitochondrion;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;GO:0004740
|pyruvate
dehydrogenase
(acetyl-transferring)
kinase activity;

K00898

PDK2_3_4;
pyruvate
dehydrogenase
kinase 2/3/4
[EC:2.7.11.2]

ENSG00000004848 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ARX protein_coding chrX:25003694-
25016420:-

gi|426395443|ref|XP
_004063982.1| 1110 4.00E-137

PREDICTED:
homeobox protein
ARX [Gorilla gorilla
gorilla]

gi|169790795|ref|N
M_139058.2| 2876 0

Homo sapiens
aristaless related
homeobox (ARX),
mRNA

O35085 46.6 3.00E-06 Homeobox protein
ARX . . . . pfam00046 Homeobox Homeobox domain.

GO:0007411|axon
guidance;GO:00218
46|cell proliferation
in
forebrain;GO:00218
53|cerebral cortex
GABAergic
interneuron
migration;GO:00218
00|cerebral cortex
tangential
migration;GO:00218
31|embryonic
olfactory bulb
interneuron
precursor
migration;GO:00721
48|epithelial cell fate
commitment;GO:00
21759|globus
pallidus
development;GO:00
44241|lipid
digestion;GO:00106
28|positive
regulation of gene
expression;GO:0046
622|positive
regulation of organ
growth;GO:0042127
|regulation of cell
proliferation;GO:00
06351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003682|chrom
atin
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000120
6|transcriptional
repressor activity,
RNA polymerase II
distal enhancer
sequence-specific
binding;

K09452
ARX; homeobox
protein aristaless-
related

ENSG00000004866 0 0 0 0 0.302884172 1 1 1 0 -1.472069201 0.551973632 NA down no ST7 protein_coding chr7:116953238-
117230103:+

gi|11761626|ref|NP_
068708.1| 2904 0

suppressor of
tumorigenicity 7
protein isoform b
[Homo sapiens]

gi|54112122|ref|NM
_021908.2| 2899 0

Homo sapiens
suppression of
tumorigenicity 7
(ST7), transcript
variant b, mRNA

A0M8U1 956 0
Suppressor of
tumorigenicity 7
protein homolog

. . . . pfam04184 ST7

ST7 protein. The
ST7 (for
suppression of
tumorigenicity 7)
protein is thought to
be a tumor
suppressor gene.
The molecular
function of this
protein is uncertain.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000004897 0 0 0 1 1.204831601 5 3 1 2 -2.612043813 0.075682724 0.152773499 down no CDC27 protein_coding chr17:47117703-
47189422:-

gi|167466177|ref|NP
_001107563.1| 4393 0

cell division cycle
protein 27 homolog
isoform 1 [Homo
sapiens]

gi|641386943|ref|N
M_001256.4| 5801 0

Homo sapiens cell
division cycle 27
(CDC27), transcript
variant 2, mRNA

A2A6Q5 120 3.00E-108 Cell division cycle
protein 27 homolog SPAC17C9.01c 238 1.00E-65 COG0457 pfam12895 Apc3

Anaphase-
promoting complex,
cyclosome, subunit
3. Apc3, otherwise
known as Cdc27, is
one of the subunits
of the anaphase-
promoting complex
or cyclosome. The
anaphase-promoting
complex is a
multiprotein subunit
E3 ubiquitin ligase
complex that
controls segregation
of chromosomes
and exit from
mitosis in
eukaryotes. The
protein members of
this family contain
TPR repeats just as
those of Apc7 do,
and it appears that
these TPR units
bind the C-termini
of the APC co-
activators CDH1
and CDC20.

GO:0007091|metaph
ase/anaphase
transition of mitotic
cell
cycle;GO:0070979|p
rotein K11-linked
ubiquitination;

GO:0005680|anapha
se-promoting
complex;GO:000581
3|centrosome;GO:00
05737|cytoplasm;G
O:0005654|nucleopl
asm;GO:0005634|nu
cleus;GO:0005876|s
pindle microtubule;

GO:0019903|protein
phosphatase
binding;

K03350
APC3, CDC27;
anaphase-promoting
complex subunit 3

ENSG00000005020 3 0 0 2 0.811795521 0 0 0 0 3.432763221 0.137192297 NA up no SKAP2 protein_coding chr7:26667062-
26995239:-

gi|16753212|ref|NP_
003921.2| 1723 0

src kinase-
associated
phosphoprotein 2
isoform 1 [Homo
sapiens]

gi|23273920|gb|BC0
36044.1| 3831 0

Homo sapiens src
kinase associated
phosphoprotein 2,
mRNA (cDNA
clone MGC:33304
IMAGE:5272981),
complete cds

O75563 209 7.00E-65
Src kinase-
associated
phosphoprotein 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0042113|B cell
activation;GO:00027
57|immune
response-activating
signal
transduction;GO:00
08285|negative
regulation of cell
proliferation;GO:00
06461|protein
complex
assembly;GO:00071
65|signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005654|nu
cleoplasm;GO:0005
886|plasma
membrane;

GO:0005070|SH3/S
H2 adaptor activity; . .

ENSG00000005022 1 3 6 5 3.05883895 0 4 1 4 1.290293412 0.175648932 0.289578865 up no SLC25A5 protein_coding chrX:119468400-
119471319:+

gi|45829841|gb|AAH
68199.1| 1626 0

SLC25A5 protein,
partial [Homo
sapiens]

gi|258547133|ref|N
M_001152.4| 1274 0

Homo sapiens
solute carrier family
25 (mitochondrial
carrier; adenine
nucleotide
translocator),
member 5
(SLC25A5), mRNA

P05141 584 0 ADP/ATP
translocase 2 . . . . pfam00153 Mito_carr Mitochondrial

carrier protein.

GO:0007059|chrom
osome
segregation;GO:190
1029|negative
regulation of
mitochondrial outer
membrane
permeabilization
involved in
apoptotic signaling
pathway;GO:000828
4|positive regulation
of cell
proliferation;GO:00
50796|regulation of
insulin
secretion;GO:00064
12|translation;GO:00
06810|transport;GO:
0016032|viral
process;

GO:0070062|extrace
llular
exosome;GO:00310
12|extracellular
matrix;GO:0005887|
integral component
of plasma
membrane;GO:0016
020|membrane;GO:
0005743|mitochondr
ial inner
membrane;GO:0042
645|mitochondrial
nucleoid;GO:000573
9|mitochondrion;G
O:0071817|MMXD
complex;GO:004320
9|myelin
sheath;GO:0005634|
nucleus;

GO:0015207|adenin
e transmembrane
transporter
activity;GO:0044822
|poly(A) RNA
binding;GO:000373
5|structural
constituent of
ribosome;GO:00316
25|ubiquitin protein
ligase binding;

K05863

SLC25A4S, ANT;
solute carrier family
25 (mitochondrial
adenine nucleotide
translocator),
member 4/5/6/31



ENSG00000005075 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no POLR2J protein_coding chr7:102473118-
102478907:-

gi|19401711|gb|AAL
87672.1|AF468111_
1

824 7.00E-109

DNA-directed RNA
polymerase II
subunit 11 [Homo
sapiens]

gi|62422568|ref|NM
_006234.4| 932 0

Homo sapiens
polymerase (RNA)
II (DNA directed)
polypeptide J,
13.3kDa (POLR2J),
mRNA

P52435 230 3.00E-74
DNA-directed RNA
polymerase II
subunit RPB11-a

YOL005c 115 1.00E-30 COG1761 pfam13656 RNA_pol_L_2

RNA polymerase
Rpb3/Rpb11
dimerization
domain. The two
eukaryotic subunits
Rpb3 and Rpb11
dimerise to from a
platform onto
which the other
subunits of the
RNA polymerase
assemble (D/L in
archaea). The
prokaryotic
equivalent of the
Rpb3/Rpb11
platform is the
alpha-alpha dimer.
The dimerization
domain of the alpha
subunit/Rpb3 is
interrupted by an
insert domain
(pfam01000). Some
of the alpha
subunits also
contain iron-
sulphur binding
domains
(pfam00037).
Rpb11 is found as a
continuous domain.
Members of this
family include:
alpha subunit from

GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000389
9|DNA-directed
RNA polymerase
activity;

K03008

RPB11, POLR2J;
DNA-directed RNA
polymerase II
subunit RPB11

ENSG00000005238 11 34 11 59 33.7176279 50 49 43 48 -0.320090052 0.42975884 0.559685931 down no FAM214B protein_coding chr9:35104112-
35116341:-

gi|7959345|dbj|BAA
96063.1| 2010 0 KIAA1539 protein

[Homo sapiens]
gi|7959344|dbj|AB0
40972.1| 5759 0

Homo sapiens
mRNA for
KIAA1539 protein,
partial cds

Q7L5A3 428 4.00E-138 Protein FAM214B . . . . pfam13915 DUF4210

Domain of
unknown function
(DUF4210). This
short domain is
found in fungi,
plants and animals,
and the proteins
appear to be
necessary for
chromosome
segregation during
meiosis.

. GO:0005634|nucleu
s; . . .

ENSG00000005249 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PRKAR2B protein_coding chr7:107044649-
107161811:+

gi|47132585|ref|NP_
002727.2| 2147 0

cAMP-dependent
protein kinase type
II-beta regulatory
subunit [Homo
sapiens]

gi|49904153|gb|BC0
75800.1| 3691 0

Homo sapiens
protein kinase,
cAMP-dependent,
regulatory, type II,
beta, mRNA (cDNA
clone MGC:87711
IMAGE:30331962),
complete cds

P31323 283 1.00E-92

cAMP-dependent
protein kinase type
II-beta regulatory
subunit

YIL033c 210 5.00E-58 COG0664 pfam00027 cNMP_binding Cyclic nucleotide-
binding domain.

GO:0034199|activati
on of protein kinase
A
activity;GO:0007596
|blood
coagulation;GO:007
1377|cellular
response to
glucagon
stimulus;GO:000663
1|fatty acid
metabolic
process;GO:000008
6|G2/M transition of
mitotic cell
cycle;GO:0035556|i
ntracellular signal
transduction;GO:00
07612|learning;GO:2
000480|negative
regulation of
cAMP-dependent
protein kinase
activity;GO:0003091
|renal water
homeostasis;GO:009
7332|response to
antipsychotic
drug;GO:0097338|re
sponse to clozapine;

GO:0005952|cAMP-
dependent protein
kinase
complex;GO:000581
3|centrosome;GO:00
97546|ciliary
base;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00431
98|dendritic
shaft;GO:0043197|d
endritic
spine;GO:0070062|e
xtracellular
exosome;GO:00451
21|membrane
raft;GO:0005743|mit
ochondrial inner
membrane;GO:0043
025|neuronal cell
body;GO:0048471|p
erinuclear region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0030552|cAMP
binding;GO:000486
2|cAMP-dependent
protein kinase
inhibitor
activity;GO:0008603
|cAMP-dependent
protein kinase
regulator
activity;GO:0034236
|protein kinase A
catalytic subunit
binding;GO:003162
5|ubiquitin protein
ligase binding;

K04739
PRKAR; cAMP-
dependent protein
kinase regulator

ENSG00000005339 8 10 4 9 5.827663266 5 2 2 4 1.794844089 0.006285092 0.025804708 up yes CREBBP protein_coding chr16:3725054-
3880726:-

gi|119943102|ref|NP
_001073315.1| 5657 0

CREB-binding
protein isoform b
[Homo sapiens]

gi|119943103|ref|N
M_004380.2| 10197 0

Homo sapiens
CREB binding
protein (CREBBP),
transcript variant 1,
mRNA

B2RWS6 54.7 4.00E-09
Histone
acetyltransferase
p300

SPAC631.02 81.6 3.00E-14 COG5076 pfam08214 KAT11

Histone acetylation
protein. Histone
acetylation is
required in many
cellular processes
including
transcription, DNA
repair, and
chromatin
assembly. This
family contains the
fungal KAT11
protein (previously
known as RTT109)
which is required
for H3K56
acetylation. Loss of
KAT11 results in
the loss of H3K56
acetylation, both on
bulk histone and on
chromatin. KAT11
and H3K56
acetylation appear
to correlate with
actively transcribed
genes and associate
with the elongating
form of Pol II in
yeast. This family
also incorporates
the p300/CBP
histone
acetyltransferase
domain which has

GO:0035729|cellular
response to
hepatocyte growth
factor
stimulus;GO:003464
4|cellular response
to
UV;GO:0030718|ger
m-line stem cell
population
maintenance;GO:00
16573|histone
acetylation;GO:0018
076|N-terminal
peptidyl-lysine
acetylation;GO:0000
122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00327
93|positive
regulation of CREB
transcription factor
activity;GO:0010628
|positive regulation
of gene
expression;GO:0051
091|positive
regulation of
sequence-specific
DNA binding
transcription factor
activity;GO:0045944
|positive regulation

GO:0000940|conden
sed chromosome
outer
kinetochore;GO:000
5737|cytoplasm;GO:
0000123|histone
acetyltransferase
complex;GO:001660
4|nuclear
body;GO:0000790|n
uclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0016605|PML
body;GO:0090575|R
NA polymerase II
transcription factor
complex;GO:000566
7|transcription
factor complex;

GO:0016407|acetyltr
ansferase
activity;GO:0003682
|chromatin
binding;GO:000098
7|core promoter
proximal region
sequence-specific
DNA
binding;GO:000368
4|damaged DNA
binding;GO:000367
7|DNA
binding;GO:000440
2|histone
acetyltransferase
activity;GO:0043426
|MRF
binding;GO:000203
9|p53
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0001085
|RNA polymerase II
transcription factor
binding;GO:000109
3|TFIIB-class
transcription factor

K04498

EP300, CREBBP,
KAT3; E1A/CREB-
binding protein
[EC:2.3.1.48]

ENSG00000005483 0 2 0 1 2.64977307 11 6 1 5 -2.477762405 0.040859362 0.09865348 down no KMT2E protein_coding chr7:105014179-
105114361:+

gi|33636768|ref|NP_
891847.1| 8500 0

histone-lysine N-
methyltransferase
2E [Homo sapiens]

gi|91199541|ref|NM
_182931.2| 6863 0

Homo sapiens
lysine (K)-specific
methyltransferase
2E (KMT2E),
transcript variant 1,
mRNA

Q6UX73 60.1 2.00E-09 UPF0764 protein
C16orf89 SPAC22E12.11c 105 7.00E-22 COG2940 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007050|cell
cycle
arrest;GO:0071300|c
ellular response to
retinoic
acid;GO:0006306|D
NA
methylation;GO:003
0218|erythrocyte
differentiation;GO:0
051568|histone H3-
K4
methylation;GO:004
2119|neutrophil
activation;GO:00024
46|neutrophil
mediated
immunity;GO:00308
54|positive
regulation of
granulocyte
differentiation;GO:0
045893|positive
regulation of
transcription, DNA-
templated;GO:00483
84|retinoic acid
receptor signaling
pathway;GO:000635
1|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0045171|inte
rcellular
bridge;GO:0043231|
intracellular
membrane-bounded
organelle;GO:00706
88|MLL5-L
complex;GO:001660
7|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05886|plasma
membrane;

GO:0019899|enzym
e
binding;GO:004280
0|histone
methyltransferase
activity (H3-K4
specific);GO:001802
4|histone-lysine N-
methyltransferase
activity;GO:0003713
|transcription
coactivator
activity;GO:0008270
|zinc ion binding;

K09189

MLL5; histone-
lysine N-
methyltransferase
MLL5 [EC:2.1.1.43]

ENSG00000005810 0 1 1 1 0.817243499 1 1 2 0 0.073673323 0.961222206 NA up no MYCBP2 protein_coding chr13:77044655-
77327050:-

gi|291190787|ref|NP
_055872.4| 23277 0

E3 ubiquitin-protein
ligase MYCBP2
[Homo sapiens]

gi|3319325|gb|AF07
5587.1|AF075587 14669 0

Homo sapiens
protein associated
with Myc mRNA,
complete cds

O75592 8923 0 E3 ubiquitin-protein
ligase MYCBP2 . . . . pfam08005 PHR

PHR domain. This
domain is called
PHR as it was
original found in
the proteins PAM,
highwire and RPM.
This domain can be
duplicated in the
highwire, PFAM
and PRM sequence.
The C-terminal
region of the
protein BTBD1
includes the PHR
domain and is
known to interact
with Topoisomerase
I, an enzyme which
relaxes DNA
supercoils.

GO:0016567|protein
ubiquitination;GO:0
006355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0016020|membr
ane;GO:0005634|nu
cleus;

GO:0016874|ligase
activity;GO:0008270
|zinc ion binding;

K10693

MYCBP2, PAM; E3
ubiquitin-protein
ligase MYCBP2
[EC:2.3.2.27]

ENSG00000005889 0 0 3 0 0.736042618 1 0 1 0 1.326235402 0.54692492 NA up no ZFX protein_coding chrX:24149173-
24216255:+

gi|578837952|ref|XP
_006724576.1| 4149 0

PREDICTED: zinc
finger X-
chromosomal
protein isoform X2
[Homo sapiens]

gi|296010879|ref|N
M_001178085.1| 7558 0

Homo sapiens zinc
finger protein, X-
linked (ZFX),
transcript variant 3,
mRNA

P17010 204 1.00E-59
Zinc finger X-
chromosomal
protein

SPAC144.09c 87.8 4.00E-17 COG5048 pfam04704 Zfx_Zfy_act

Zfx / Zfy
transcription
activation region.
Zfx and Zfy are
transcription factors
implicated in
mammalian sex
determination. This
region is found N
terminal to multiple
copies of a C2H2
Zinc finger
(pfam00096). This
region has been
shown to activate
transcription when
fused to a GAL4
DNA binding
domain.

GO:0007275|multice
llular organismal
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

. .

ENSG00000006116 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CACNG3 protein_coding chr16:24255553-
24362801:+

gi|5729756|ref|NP_0
06530.1| 1521 0

voltage-dependent
calcium channel
gamma-3 subunit
[Homo sapiens]

gi|426381577|ref|X
M_004057366.1| 2980 0

PREDICTED:
Gorilla gorilla
gorilla calcium
channel, voltage-
dependent, gamma
subunit 3
(CACNG3), mRNA

Q5R5X2 590 0
Voltage-dependent
calcium channel
gamma-3 subunit

. . . . pfam00822 PMP22_Claudin
PMP-
22/EMP/MP20/Clau
din family.

GO:2000311|regulati
on of alpha-amino-
3-hydroxy-5-
methyl-4-isoxazole
propionate selective
glutamate receptor
activity;

GO:0032281|AMPA
glutamate receptor
complex;

GO:0005262|calciu
m channel
activity;GO:0005244
|voltage-gated ion
channel activity;

K04868
CACNG3; voltage-
dependent calcium
channel gamma-3



ENSG00000006118 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no TMEM132A protein_coding chr11:60924463-
60937159:+

gi|30089937|ref|NP_
821174.1| 4356 0

transmembrane
protein 132A
isoform b precursor
[Homo sapiens]

gi|10047240|dbj|AB
046803.1| 3981 0

Homo sapiens
mRNA for
KIAA1583 protein,
partial cds

Q24JP5 1682 0 Transmembrane
protein 132A . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;

. K17599
TMEM132;
transmembrane
protein 132

ENSG00000006125 0 0 0 1 0.408357099 1 0 1 1 -0.742489825 0.718303695 NA down no AP2B1 protein_coding chr17:35578046-
35726409:+

gi|18034787|ref|NP_
542150.1| 4695 0

AP-2 complex
subunit beta [Rattus
norvegicus]

gi|71773037|ref|NM
_001282.2| 5702 0

Homo sapiens
adaptor-related
protein complex 2,
beta 1 subunit
(AP2B1), transcript
variant 2, mRNA

P62944 914 0 AP-2 complex
subunit beta SPBC947.02 171 1.00E-48 COG5096 pfam01602 Adaptin_N

Adaptin N terminal
region. This family
consists of the N
terminal region of
various alpha, beta
and gamma
subunits of the AP-
1, AP-2 and AP-3
adaptor protein
complexes. The
adaptor protein
(AP) complexes are
involved in the
formation of
clathrin-coated pits
and vesicles. The N-
terminal region of
the various adaptor
proteins (APs) is
constant by
comparison to the
C-terminal which is
variable within
members of the AP-
2 family; and it has
been proposed that
this constant region
interacts with
another uniform
component of the
coated vesicles.

GO:0035904|aorta
development;GO:00
48268|clathrin coat
assembly;GO:00609
76|coronary
vasculature
development;GO:00
06897|endocytosis;G
O:0006886|intracell
ular protein
transport;GO:00032
81|ventricular
septum
development;

GO:0030119|AP-
type membrane coat
adaptor
complex;GO:003013
1|clathrin adaptor
complex;GO:003011
8|clathrin
coat;GO:0005905|co
ated
pit;GO:0005886|plas
ma
membrane;GO:0005
802|trans-Golgi
network;

GO:0030276|clathri
n
binding;GO:003240
3|protein complex
binding;GO:000856
5|protein transporter
activity;

K11825
AP2B1; AP-2
complex subunit
beta-1

ENSG00000006128 5 0 7 9 5.09362438 2 6 6 5 0.728550946 0.3703238 0.50146811 up no TAC1 protein_coding chr7:97731908-
97740472:+

gi|724864921|ref|XP
_010369824.1| 873 2.00E-113

PREDICTED:
protachykinin-1
isoform X1
[Rhinopithecus
roxellana]

gi|397476713|ref|X
M_003809689.1| 1223 0

PREDICTED: Pan
paniscus tachykinin,
precursor 1 (TAC1),
transcript variant
X1, mRNA

P06767 117 9.00E-32 Protachykinin-1 . . . . pfam02202 Tachykinin Tachykinin family.

GO:0019731|antibac
terial humoral
response;GO:00197
32|antifungal
humoral
response;GO:00083
06|associative
learning;GO:000726
7|cell-cell
signaling;GO:19900
90|cellular response
to nerve growth
factor
stimulus;GO:000726
8|synaptic
transmission;GO:00
50829|defense
response to Gram-
negative
bacterium;GO:0050
830|defense
response to Gram-
positive
bacterium;GO:0009
582|detection of
abiotic
stimulus;GO:000695
4|inflammatory
response;GO:00450
87|innate immune
response;GO:00073
20|insemination;GO:
0007616|long-term
memory;GO:001045
9|negative

GO:0030424|axon;G
O:0005576|extracell
ular
region;GO:0005615|
extracellular
space;GO:0043025|n
euronal cell
body;GO:0005886|p
lasma membrane;

GO:0005102|recepto
r binding; K05239 TAC1; tachykinin 1

ENSG00000006194 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ZNF263 protein_coding chr16:3263800-
3301401:+

gi|31543980|ref|NP_
005732.2| 3485 0 zinc finger protein

263 [Homo sapiens]
gi|426380957|ref|X
M_004057076.1| 3308 0

PREDICTED:
Gorilla gorilla
gorilla zinc finger
protein 263
(ZNF263), mRNA

O14978 233 3.00E-66 Zinc finger protein
263 . . . . pfam02023 SCAN

SCAN domain. The
SCAN domain
(named after SRE-
ZBP, CTfin51, AW-
1 and Number 18
cDNA) is found in
several pfam00096
proteins. The
domain has been
shown to be able to
mediate homo- and
hetero-
oligomerization.

. GO:0005634|nucleu
s;

GO:0003677|DNA
binding; K09229

ZKSCAN; KRAB
and SCAN
domains-containing
zinc finger protein

ENSG00000006283 0 0 0 3 1.216557397 2 2 2 3 -1.205051402 0.38691653 0.516070636 down no CACNA1G protein_coding chr17:50561068-
50627474:+

gi|373838773|ref|NP
_938191.2| 10537 0

voltage-dependent
T-type calcium
channel subunit
alpha-1G isoform 2
[Homo sapiens]

gi|373432605|ref|N
M_198396.2| 8138 0

Homo sapiens
calcium channel,
voltage-dependent,
T type, alpha 1G
subunit
(CACNA1G),
transcript variant 3,
mRNA

O43497 2443 0

Voltage-dependent
T-type calcium
channel subunit
alpha-1G

. . . . pfam00520 Ion_trans

Ion transport
protein. This family
contains Sodium,
Potassium, Calcium
ion channels. This
family is 6
transmembrane
helices in which the
last two helices
flank a loop which
determines ion
selectivity. In some
sub-families (e.g.
Na channels) the
domain is repeated
four times, whereas
in others (e.g. K
channels) the
protein forms as a
tetramer in the
membrane. A
bacterial structure
of the protein is
known for the last
two helices but is
not the Pfam family
due to it lacking the
first four helices

GO:0086016|AV
node cell action
potential;GO:008602
7|AV node cell to
bundle of His cell
signaling;GO:00705
09|calcium ion
import;GO:0070588|
calcium ion
transmembrane
transport;GO:00072
68|synaptic
transmission;GO:00
86010|membrane
depolarization
during action
potential;GO:008604
5|membrane
depolarization
during AV node cell
action
potential;GO:008604
6|membrane
depolarization
during SA node cell
action
potential;GO:004595
6|positive regulation
of calcium ion-
dependent
exocytosis;GO:0060
371|regulation of
atrial cardiac muscle
cell membrane
depolarization;GO:0

GO:0005737|cytopla
sm;GO:0005886|plas
ma
membrane;GO:0005
891|voltage-gated
calcium channel
complex;

GO:0008332|low
voltage-gated
calcium channel
activity;GO:0097110
|scaffold protein
binding;GO:008605
6|voltage-gated
calcium channel
activity involved in
AV node cell action
potential;GO:008605
9|voltage-gated
calcium channel
activity involved SA
node cell action
potential;

K04854

CACNA1G;
voltage-dependent
calcium channel T
type alpha-1G

ENSG00000006451 2 1 0 4 1.950243282 0 3 4 3 -0.036052637 0.974533897 0.981886735 down no RALA protein_coding chr7:39623483-
39708124:+

gi|562826833|ref|XP
_006143062.1| 1014 3.00E-127

PREDICTED: ras-
related protein Ral-
A isoform X1
[Tupaia chinensis]

gi|324072795|ref|N
M_005402.3| 2810 0

Homo sapiens v-ral
simian leukemia
viral oncogene
homolog A (ras
related) (RALA),
mRNA

P11233 213 2.00E-66 Ras-related protein
Ral-A SPAC17H9.09c 159 6.00E-43 COG1100 pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
006935|chemotaxis;
GO:0000910|cytokin
esis;GO:0006887|ex
ocytosis;GO:006102
4|membrane
organization;GO:00
51665|membrane
raft
localization;GO:000
1843|neural tube
closure;GO:0051491
|positive regulation
of filopodium
assembly;GO:00072
65|Ras protein
signal
transduction;GO:00
17157|regulation of
exocytosis;GO:0007
165|signal
transduction;GO:00
16032|viral process;

GO:0009986|cell
surface;GO:0032154
|cleavage
furrow;GO:0030659
|cytoplasmic vesicle
membrane;GO:0070
062|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00304
96|midbody;GO:004
3209|myelin
sheath;GO:0005886|
plasma membrane;

GO:0051117|ATPas
e
binding;GO:003175
5|Edg-2
lysophosphatidic
acid receptor
binding;GO:001900
3|GDP
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0017022
|myosin
binding;GO:003162
5|ubiquitin protein
ligase binding;

K07834 RALA; Ras-related
protein Ral-A

ENSG00000006459 0 1 0 1 1.822626369 5 1 3 7 -2.473265739 0.060459862 0.130194377 down no KDM7A protein_coding chr7:140084746-
140177035:-

gi|90093355|ref|NP_
085150.1| 4662 0

lysine-specific
demethylase 7A
[Homo sapiens]

gi|90093354|ref|NM
_030647.1| 9178 0

Homo sapiens
lysine (K)-specific
demethylase 7A
(KDM7A), mRNA

Q6ZMT4 253 1.00E-76 Lysine-specific
demethylase 7A . . . . pfam00628 PHD

PHD-finger. PHD
folds into an
interleaved type of
Zn-finger chelating
2 Zn ions in a
similar manner to
that of the RING
and FYVE domains.
Several PHD fingers
have been identified
as binding modules
of methylated
histone H3.

GO:0071557|histone
H3-K27
demethylation;GO:0
070544|histone H3-
K36
demethylation;GO:0
033169|histone H3-
K9
demethylation;GO:0
035574|histone H4-
K20
demethylation;GO:0
030901|midbrain
development;GO:00
45893|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005730|nucleol
us;GO:0005654|nucl
eoplasm;GO:000563
4|nucleus;

GO:0032452|histone
demethylase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:005186
4|histone
demethylase activity
(H3-K36
specific);GO:003245
4|histone
demethylase activity
(H3-K9
specific);GO:003557
5|histone
demethylase activity
(H4-K20
specific);GO:000550
6|iron ion
binding;GO:003506
4|methylated histone
binding;GO:001670
6|oxidoreductase
activity, acting on
paired donors, with
incorporation or
reduction of
molecular oxygen,
2-oxoglutarate as
one donor, and
incorporation of
one atom each of
oxygen into both
donors;GO:0008270

K11445

KDM7A, JHDM1D;
lysine-specific
demethylase 7A
[EC:1.14.11.-]



ENSG00000006468 0 6 7 7 5.339402489 4 5 8 9 0.117313049 0.867366799 0.913682502 up no ETV1 protein_coding chr7:13891228-
13991425:-

gi|767944956|ref|XP
_011513469.1| 2563 0

PREDICTED: ETS
translocation variant
1 isoform X3
[Homo sapiens]

gi|253683425|ref|N
M_004956.4| 6739 0

Homo sapiens ets
variant 1 (ETV1),
transcript variant 1,
mRNA

P50549 259 1.00E-82 ETS translocation
variant 1 . . . . pfam04621 ETS_PEA3_N

PEA3 subfamily
ETS-domain
transcription factor
N terminal domain.
The N terminus of
the PEA3
transcription factors
is implicated in
transactivation and
in inhibition of
DNA binding.
Transactivation is
potentiated by
activation of the
Ras/MAP kinase
and protein kinase
A signalling
cascades. The N
terminal region
contains conserved
MAP kinase
phosphorylation
sites.

GO:0007411|axon
guidance;GO:00076
38|mechanosensory
behavior;GO:00075
17|muscle organ
development;GO:00
48935|peripheral
nervous system
neuron
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09431
ETV1; ets
translocation variant
1

ENSG00000006652 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no IFRD1 protein_coding chr7:112422968-
112481017:+

gi|635115694|ref|XP
_007980817.1| 2286 0

PREDICTED:
interferon-related
developmental
regulator 1 isoform
X1 [Chlorocebus
sabaeus]

gi|308193307|ref|N
M_001197079.1| 3397 0

Homo sapiens
interferon-related
developmental
regulator 1
(IFRD1), transcript
variant 3, mRNA

O00458 293 1.00E-94
Interferon-related
developmental
regulator 1

. . . . pfam05004 IFRD

Interferon-related
developmental
regulator (IFRD).
Interferon-related
developmental
regulator (IFRD1) is
the human
homologue of the
rat early response
protein PC4 and its
murine homologue
TIS7. The exact
function of IFRD1
is unknown but it
has been shown that
PC4 is necessary to
muscle
differentiation and
that it might have a
role in signal
transduction. This
family also contains
IFRD2 and its
murine equivalent
SKMc15 which are
highly expressed
soon after
gastrulation and in
the hepatic
primordium,
suggesting an
involvement in
early hematopoiesis.

GO:0007518|myobla
st fate
determination;GO:0
030517|negative
regulation of axon
extension;GO:00486
71|negative
regulation of
collateral
sprouting;GO:00434
03|skeletal muscle
tissue
regeneration;GO:00
14706|striated
muscle tissue
development;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. . .

ENSG00000006704 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no GTF2IRD1 protein_coding chr7:74453790-
74602604:+

gi|312836831|ref|NP
_001186136.1| 5089 0

general transcription
factor II-I repeat
domain-containing
protein 1 isoform 3
[Homo sapiens]

gi|62088357|dbj|AB
209389.1| 5868 0

Homo sapiens
mRNA for GTF2I
repeat domain
containing 1
isoform 2 variant
protein

Q9UHL9 1927 0

General
transcription factor
II-I repeat domain-
containing protein 1

. . . . pfam02946 GTF2I

GTF2I-like repeat.
This region of
sequence similarity
is found up to six
times in a variety of
proteins including
GTF2I. It has been
suggested that this
may be a DNA
binding domain.

GO:0007275|multice
llular organismal
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00148
86|transition
between slow and
fast fiber;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003677|DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K03121

TFII-I, GTF2I;
transcription
initiation factor
TFII-I

ENSG00000006831 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ADIPOR2 protein_coding chr12:1688574-
1788678:+

gi|38261973|ref|NP_
078827.2| 1986 0

adiponectin receptor
protein 2 [Homo
sapiens]

gi|34535915|dbj|AK
128511.1| 4000 0

Homo sapiens
cDNA FLJ46666 fis,
clone
TRACH3007625

Q86V24 769 0 Adiponectin
receptor protein 2 SPBC12C2.09c 184 6.00E-50 COG1272 pfam03006 HlyIII

Haemolysin-III
related. Members of
this family are
integral membrane
proteins. This
family includes a
protein with
hemolytic activity
from Bacillus
cereus. It has been
proposed that
YOL002c encodes a
Saccharomyces
cerevisiae protein
that plays a key role
in metabolic
pathways that
regulate lipid and
phosphate
metabolizm. In
eukaryotes,
members are seven-
transmembrane pass
molecules found to
encode functional
receptors with a
broad range of
apparent ligand
specificities,
including progestin
and adipoQ
receptors, and
hence have been
named PAQR
proteins The

GO:0033211|adipon
ectin-activated
signaling
pathway;GO:001939
5|fatty acid
oxidation;GO:00075
65|female
pregnancy;GO:0042
593|glucose
homeostasis;GO:000
7507|heart
development;GO:00
09755|hormone-
mediated signaling
pathway;GO:003030
8|negative
regulation of cell
growth;GO:0046326
|positive regulation
of glucose
import;GO:0007584|
response to
nutrient;GO:006104
2|vascular wound
healing;

GO:0016021|integral
component of
membrane;GO:0031
226|intrinsic
component of
plasma membrane;

GO:0097003|adipok
inetic hormone
receptor
activity;GO:0055100
|adiponectin
binding;GO:004687
2|metal ion binding;

K07297 ADIPOR;
adiponectin receptor

ENSG00000007047 1 1 1 9 4.666826855 11 6 7 8 -1.003470841 0.197897657 0.314606532 down no MARK4 protein_coding chr19:45079288-
45305283:+

gi|315467849|ref|NP
_001186796.1| 3481 0

MAP/microtubule
affinity-regulating
kinase 4 isoform 1
[Homo sapiens]

gi|315467850|ref|N
M_031417.3| 5206 0

Homo sapiens
MAP/microtubule
affinity-regulating
kinase 4 (MARK4),
transcript variant 2,
mRNA

Q8CIP4 320 1.00E-103
MAP/microtubule
affinity-regulating
kinase 4

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0051301|cell
division;GO:003003
0|cell projection
organization;GO:00
30010|establishment
of cell
polarity;GO:000157
8|microtubule
bundle
formation;GO:0000
226|microtubule
cytoskeleton
organization;GO:00
07067|mitotic
nuclear
division;GO:000739
9|nervous system
development;

GO:0005813|centros
ome;GO:0036064|cil
iary basal
body;GO:0005737|c
ytoplasm;GO:00156
30|microtubule
cytoskeleton;GO:00
05815|microtubule
organizing
center;GO:0043005|
neuron projection;

GO:0005524|ATP
binding;GO:004301
5|gamma-tubulin
binding;GO:000801
7|microtubule
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0050321
|tau-protein kinase
activity;

K08798

MARK;
MAP/microtubule
affinity-regulating
kinase [EC:2.7.11.1]

ENSG00000007168 86 98 109 115 157.724559 286 238 180 266 -0.667501216 0.010436215 0.037072759 down no PAFAH1B1 protein_coding chr17:2593210-
2685615:+

gi|4557741|ref|NP_0
00421.1| 2199 0

platelet-activating
factor
acetylhydrolase IB
subunit alpha
[Homo sapiens]

gi|164419737|ref|N
M_000430.3| 5497 0

Homo sapiens
platelet-activating
factor
acetylhydrolase 1b,
regulatory subunit 1
(45kDa)
(PAFAH1B1),
mRNA

P43033 56.2 3.00E-07

Platelet-activating
factor
acetylhydrolase IB
subunit alpha

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0016021|integral
component of
membrane;

. K16794

PAFAH1B1, LIS1;
platelet-activating
factor
acetylhydrolase IB
subunit alpha

ENSG00000007202 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no KIAA0100 protein_coding chr17:28614440-
28645454:-

gi|57242774|ref|NP_
055495.2| 11336 0

protein KIAA0100
precursor [Homo
sapiens]

gi|345842405|ref|N
M_014680.3| 7407 0

Homo sapiens
KIAA0100
(KIAA0100),
mRNA

Q14667 252 8.00E-76 Protein KIAA0100 . . . . pfam10351 Apt1

Golgi-body
localisation protein
domain. This is the
C-terminus of a
family of proteins
conserved from
plants to humans.
The plant members
are localized to the
Golgi proteins and
appear to regulate
membrane
trafficking, as they
are required for
rapid vesicle
accumulation at the
tip of the pollen
tube. The C-
terminus probably
contains the Golgi
localisation signal
and it is well-
conserved.

. GO:0005576|extrace
llular region; . . .

ENSG00000007372 0 1 0 0 1.617755954 5 4 2 4 -3.055915765 0.022764556 0.064679655 down no PAX6 protein_coding chr11:31784779-
31818062:-

gi|767965994|ref|XP
_011518449.1| 2257 0

PREDICTED:
paired box protein
Pax-6 isoform X4
[Homo sapiens]

gi|426367837|ref|X
M_004050880.1| 7073 0

PREDICTED:
Gorilla gorilla
gorilla paired box 6,
transcript variant 1
(PAX6), mRNA

O73917 67.8 4.00E-11 Paired box protein
Pax-6 YDL106c 50.1 4.00E-06 COG5576 pfam00292 PAX 'Paired box' domain.

GO:0048708|astrocy
te
differentiation;GO:0
007420|brain
development;GO:00
35690|cellular
response to
drug;GO:0044344|ce
llular response to
fibroblast growth
factor
stimulus;GO:007133
3|cellular response
to glucose
stimulus;GO:003286
9|cellular response
to insulin
stimulus;GO:007138
0|cellular response
to prostaglandin E
stimulus;GO:000741
7|central nervous
system
development;GO:00
21549|cerebellum
development;GO:00
02064|epithelial cell
development;GO:00
30902|hindbrain
development;GO:19
01142|insulin
metabolic
process;GO:002202
7|interkinetic
nuclear

GO:0000790|nuclear
chromatin;GO:0005
634|nucleus;

GO:0003680|AT
DNA
binding;GO:000369
0|double-stranded
DNA
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K08031 PAX6; paired box
protein 6



ENSG00000007392 7 7 6 14 13.2265639 23 16 21 24 -0.787196882 0.067453807 0.139904193 down no LUC7L protein_coding chr16:188969-
229463:-

gi|74227813|dbj|BA
E35729.1| 1141 6.00E-152

unnamed protein
product [Mus
musculus]

gi|40850896|gb|BC0
65198.1| 2705 0

Homo sapiens
LUC7-like (S.
cerevisiae), mRNA
(cDNA clone
MGC:74654
IMAGE:5212471),
complete cds

Q9CYI4 32.3 2.00E-114
Putative RNA-
binding protein
Luc7-like 1

SPCC16A11.13 132 4.00E-33 COG5200 pfam03194 LUC7

LUC7 N_terminus.
This family contains
the N terminal
region of several
LUC7 protein
homologues and
only contains
eukaryotic proteins.
LUC7 has been
shown to be a U1
snRNA associated
protein with a role
in splice site
recognition. The
family also contains
human and mouse
LUC7 like (LUC7L)
proteins and human
cisplatin resistance-
associated
overexpressed
protein (CROP).

GO:0006376|mRNA
splice site
selection;GO:00458
43|negative
regulation of
striated muscle
tissue development;

GO:0005634|nucleu
s;GO:0005685|U1
snRNP;GO:0071004
|U2-type
prespliceosome;

GO:0042802|identic
al protein
binding;GO:000372
9|mRNA
binding;GO:005073
3|RS domain
binding;

. .

ENSG00000007402 0 0 0 0 0.596870537 3 2 0 1 -2.455685985 0.233046134 NA down no CACNA2D2 protein_coding chr3:50362799-
50504244:-

gi|767924605|ref|XP
_011532544.1| 5593 0

PREDICTED:
voltage-dependent
calcium channel
subunit alpha-
2/delta-2 isoform
X1 [Homo sapiens]

gi|597955364|ref|N
M_001005505.2| 5476 0

Homo sapiens
calcium channel,
voltage-dependent,
alpha 2/delta
subunit 2
(CACNA2D2),
transcript variant 1,
mRNA

Q8CFG6 90.5 2.00E-75

Voltage-dependent
calcium channel
subunit alpha-
2/delta-2

. . . . pfam08399 VWA_N

VWA N-terminal.
This domain is
found at the N-
terminus of proteins
containing von
Willebrand factor
type A (VWA,
pfam00092) and
Cache (pfam02743)
domains. It has
been found in
vertebrates,
Drosophila and C.
elegans but has not
yet been identified
in other eukaryotes.
It is probably
involved in the
function of some
voltage-dependent
calcium channel
subunits.

GO:0061337|cardiac
conduction;GO:004
8747|muscle fiber
development;GO:00
07528|neuromuscul
ar junction
development;GO:00
46622|positive
regulation of organ
growth;GO:0050796
|regulation of
insulin
secretion;GO:00400
14|regulation of
multicellular
organism
growth;GO:0060024
|rhythmic synaptic
transmission;

GO:0005886|plasma
membrane;GO:0005
891|voltage-gated
calcium channel
complex;

GO:0046872|metal
ion
binding;GO:000524
5|voltage-gated
calcium channel
activity;

K04859

CACNA2D2;
voltage-dependent
calcium channel
alpha-2/delta-2

ENSG00000007866 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no TEAD3 protein_coding chr6:35473597-
35497076:-

gi|831225028|ref|XP
_012660304.1| 1966 0

PREDICTED:
transcriptional
enhancer factor
TEF-5 [Otolemur
garnettii]

gi|148277074|ref|N
M_003214.3| 2983 0

Homo sapiens TEA
domain family
member 3
(TEAD3), mRNA

Q99594 506 4.00E-169
Transcriptional
enhancer factor
TEF-5

. . . . pfam01285 TEA TEA/ATTS domain
family.

GO:0055059|asymm
etric neuroblast
division;GO:000756
5|female
pregnancy;GO:0035
329|hippo
signaling;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;

GO:0005654|nucleo
plasm;

GO:0003677|DNA
binding;GO:000108
5|RNA polymerase
II transcription
factor
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09448
TEAD;
transcriptional
enhancer factor

ENSG00000007944 3 1 2 0 1.07772574 0 0 0 0 3.810718326 0.041859728 0.100500208 up no MYLIP protein_coding chr6:16129125-
16148248:+

gi|38788243|ref|NP_
037394.2| 2257 0

E3 ubiquitin-protein
ligase MYLIP
[Homo sapiens]

gi|9437508|gb|AF21
2221.1|AF212221 2752 0

Homo sapiens
BM023 mRNA,
complete cds

Q8WY64 684 0 E3 ubiquitin-protein
ligase MYLIP . . . . pfam09379 FERM_N

FERM N-terminal
domain. This
domain is the N-
terminal ubiquitin-
like structural
domain of the
FERM domain.

GO:0042632|cholest
erol
homeostasis;GO:000
6928|movement of
cell or subcellular
component;GO:001
0989|negative
regulation of low-
density lipoprotein
particle
clearance;GO:00073
99|nervous system
development;GO:00
45732|positive
regulation of
protein catabolic
process;GO:003164
8|protein
destabilization;GO:0
000209|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:003280
3|regulation of low-
density lipoprotein
particle receptor
catabolic process;

GO:0005829|cytosol
;GO:0019898|extrins
ic component of
membrane;GO:0005
622|intracellular;GO
:0005886|plasma
membrane;

GO:0008092|cytosk
eletal protein
binding;GO:001687
4|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K10637

MYLIP, MIR; E3
ubiquitin-protein
ligase MYLIP
[EC:2.3.2.27]

ENSG00000008056 0 2 1 3 4.550534597 13 9 8 8 -2.183724941 0.006769271 0.027306584 down yes SYN1 protein_coding chrX:47571898-
47619943:-

gi|19924099|ref|NP_
008881.2| 2213 0 synapsin-1 isoform

Ia [Homo sapiens]
gi|426395746|ref|X
M_004064075.1| 3256 0

PREDICTED:
Gorilla gorilla
gorilla synapsin I,
transcript variant 1
(SYN1), mRNA

P09951 234 5.00E-71 Synapsin-1 . . . . pfam02750 Synapsin_C

Synapsin, ATP
binding domain. Ca
dependent ATP
binding in this ATP
grasp fold. Function
unknown.

GO:0007268|synapti
c
transmission;GO:00
07269|neurotransmit
ter
secretion;GO:00469
28|regulation of
neurotransmitter
secretion;GO:20003
00|regulation of
synaptic vesicle
exocytosis;

GO:0030054|cell
junction;GO:000582
9|cytosol;GO:00304
25|dendrite;GO:000
5794|Golgi
apparatus;GO:00432
09|myelin
sheath;GO:0014069|
postsynaptic
density;GO:0048786
|presynaptic active
zone;GO:0008021|sy
naptic
vesicle;GO:0030672|
synaptic vesicle
membrane;GO:0000
795|synaptonemal
complex;GO:004319
5|terminal bouton;

GO:0005524|ATP
binding;GO:000382
4|catalytic
activity;GO:0019901
|protein kinase
binding;GO:000521
5|transporter
activity;

. .

ENSG00000008083 0 0 0 6 1.743561002 3 2 3 3 -0.577625251 0.65139853 0.753885233 down no JARID2 protein_coding chr6:15246296-
15522040:+

gi|11863152|ref|NP_
004964.2| 6092 0

protein Jumonji
isoform 1 [Homo
sapiens]

gi|388490159|ref|N
M_004973.3| 5755 0

Homo sapiens
jumonji, AT rich
interactive domain 2
(JARID2), transcript
variant 1, mRNA

Q62315 185 3.00E-52 Protein Jumonji . . . . pfam02373 JmjC

JmjC domain,
hydroxylase. The
JmjC domain
belongs to the
Cupin superfamily.
JmjC-domain
proteins may be
protein
hydroxylases that
catalyse a novel
histone
modification. This
is confirmed to be a
hydroxylase: the
human JmjC protein
named Tyw5p
unexpectedly acts in
the biosynthesis of a
hypermodified
nucleoside,
hydroxy-
wybutosine, in
tRNA-Phe by
catalyzing
hydroxylation.

GO:0016569|covale
nt chromatin
modification;GO:00
01889|liver
development;GO:00
08285|negative
regulation of cell
proliferation;GO:00
31061|negative
regulation of
histone
methylation;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00515
74|positive
regulation of
histone H3-K9
methylation;GO:004
2127|regulation of
cell
proliferation;GO:00
48536|spleen
development;GO:00
48863|stem cell
differentiation;GO:0
048538|thymus
development;GO:00
06351|transcription

GO:0035098|ESC/E(
Z)
complex;GO:003509
7|histone
methyltransferase
complex;GO:000563
4|nucleus;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K11478 JARID2, JMJ;
protein Jumonji

ENSG00000008086 1 0 0 1 0.701728481 2 0 0 2 -0.450530478 0.807798695 NA down no CDKL5 protein_coding chrX:18425583-
18653629:+

gi|4507281|ref|NP_0
03150.1| 5294 0

cyclin-dependent
kinase-like 5 [Homo
sapiens]

gi|198442854|ref|NG
_008475.1| 10037 0

Homo sapiens
cyclin-dependent
kinase-like 5
(CDKL5),
RefSeqGene on
chromosome X

O00370 179 3.00E-75

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0001764|neuron
migration;GO:00457
73|positive
regulation of axon
extension;GO:00507
75|positive
regulation of
dendrite
morphogenesis;GO:
0043547|positive
regulation of
GTPase
activity;GO:0046777
|protein
autophosphorylatio
n;

GO:0005737|cytopla
sm;GO:0032839|den
drite
cytoplasm;GO:0044
294|dendritic
growth
cone;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;GO:00
32587|ruffle
membrane;

GO:0005524|ATP
binding;GO:000469
3|cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0016301
|kinase
activity;GO:0004672
|protein kinase
activity;

K08824
CDKL; cyclin-
dependent kinase-
like [EC:2.7.11.22]

ENSG00000008277 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ADAM22 protein_coding chr7:87934143-
88202889:+

gi|21536386|ref|NP_
068368.2| 4560 0

disintegrin and
metalloproteinase
domain-containing
protein 22 isoform 2
preproprotein
[Homo sapiens]

gi|315434192|ref|N
M_016351.4| 9226 0

Homo sapiens
ADAM
metallopeptidase
domain 22
(ADAM22),
transcript variant 3,
mRNA

Q9P0K1 62 5.00E-09

Disintegrin and
metalloproteinase
domain-containing
protein 22

. . . . pfam01421 Reprolysin

Reprolysin (M12B)
family zinc
metalloprotease.
The members of
this family are
enzymes that cleave
peptides. These
proteases require
zinc for catalysis.
Members of this
family are also
known as
adamalysins. Most
members of this
family are snake
venom
endopeptidases, but
there are also some
mammalian proteins
such as human
ADAM8 and
fertilin. Fertilin and
closely related
proteins appear to
not have some
active site residues
and may not be
active enzymes.

GO:0008344|adult
locomotory
behavior;GO:00071
55|cell
adhesion;GO:00074
17|central nervous
system
development;GO:00
22011|myelination
in peripheral
nervous
system;GO:0007162|
negative regulation
of cell adhesion;

GO:0030424|axon;G
O:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005178|integri
n
binding;GO:000422
2|metalloendopeptid
ase activity;

K16068

ADAM22;
disintegrin and
metalloproteinase
domain-containing
protein 22
[EC:3.4.24.-]



ENSG00000008294 0 1 0 3 4.824286712 20 12 2 10 -3.037977732 0.004657054 0.020836714 down yes SPAG9 protein_coding chr17:50962174-
51120865:-

gi|71891762|dbj|BA
A25442.3| 6408 0 KIAA0516 protein

[Homo sapiens]
gi|195927054|ref|N
M_001130528.2| 8273 0

Homo sapiens
sperm associated
antigen 9 (SPAG9),
transcript variant 1,
mRNA

O60271 273 1.00E-82
C-Jun-amino-
terminal kinase-
interacting protein 4

. . . . pfam09744 Jnk-SapK_ap_N

JNK_SAPK-
associated protein-
1. This is the N-
terminal 200
residues of a set of
proteins conserved
from yeasts to
humans. Most of
the proteins in this
entry have an
RhoGEF pfam00621
domain at their C-
terminal end.

GO:0007257|activati
on of JUN kinase
activity;GO:0090074
|negative regulation
of protein
homodimerization
activity;GO:0030335
|positive regulation
of cell
migration;GO:00511
49|positive
regulation of muscle
cell
differentiation;GO:0
045666|positive
regulation of
neuron
differentiation;GO:0
051260|protein
homooligomerizatio
n;GO:0042147|retro
grade transport,
endosome to
Golgi;GO:0007283|s
permatogenesis;GO:
0051146|striated
muscle cell
differentiation;

GO:0001669|acroso
mal
vesicle;GO:0005737|
cytoplasm;GO:0005
829|cytosol;GO:007
0062|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
815|microtubule
organizing
center;GO:0048471|
perinuclear region
of cytoplasm;

GO:0008432|JUN
kinase
binding;GO:001989
4|kinesin
binding;GO:000507
8|MAP-kinase
scaffold
activity;GO:0030159
|receptor signaling
complex scaffold
activity;

. .

ENSG00000008441 3 15 12 25 19.34969707 49 35 11 26 -0.691706115 0.208447125 0.326297754 down no NFIX protein_coding chr19:12995608-
13098796:+

gi|755696091|ref|XP
_006928529.2| 2432 0

PREDICTED:
nuclear factor 1 X-
type isoform X1
[Felis catus]

gi|574957202|ref|N
M_002501.3| 4433 0

Homo sapiens
nuclear factor I/X
(CCAAT-binding
transcription factor)
(NFIX), transcript
variant 2, mRNA

P13623 245 5.00E-75 Nuclear factor 1 X-
type . . . . pfam00859 CTF_NFI

CTF/NF-I family
transcription
modulation region.

GO:0006260|DNA
replication;GO:0006
351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09171 NFIX; nuclear
factor I/X

ENSG00000008838 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no MED24 protein_coding chr17:40019097-
40061215:-

gi|675797370|ref|XP
_008955024.1| 5151 0

PREDICTED:
mediator of RNA
polymerase II
transcription
subunit 24 isoform
X3 [Pan paniscus]

gi|15030229|gb|BC0
11375.1| 3656 0

Homo sapiens
mediator complex
subunit 24, mRNA
(cDNA clone
MGC:8748
IMAGE:3866038),
complete cds

O75448 250 7.00E-76

Mediator of RNA
polymerase II
transcription
subunit 24

. . . . pfam11277 Med24_N

Mediator complex
subunit 24 N-
terminal. This
subunit of the
Mediator complex
appears to be
conserved only
from insects to
humans. It is
essential for correct
retinal development
in fish. Subunit
composition of the
mediator
contributes to the
control of
differentiation in the
vertebrate CNS as
there are divergent
functions of the
mediator subunits
Crsp34/Med27,
Trap100/Med24,
and
Crsp150/Med14.

GO:0030521|androg
en receptor
signaling
pathway;GO:003051
8|intracellular
steroid hormone
receptor signaling
pathway;GO:004589
3|positive regulation
of transcription,
DNA-
templated;GO:00512
91|protein
heterooligomerizatio
n;GO:0019827|stem
cell population
maintenance;GO:00
06367|transcription
initiation from RNA
polymerase II
promoter;

GO:0016592|mediat
or
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0000151|ubiquitin
ligase complex;

GO:0004402|histone
acetyltransferase
activity;GO:0030374
|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0004872
|receptor
activity;GO:0001104
|RNA polymerase II
transcription
cofactor
activity;GO:0046966
|thyroid hormone
receptor
binding;GO:000371
2|transcription
cofactor
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0042809
|vitamin D receptor
binding;

K15167

MED24; mediator of
RNA polymerase II
transcription
subunit 24

ENSG00000008952 9 16 11 15 12.76921977 19 11 11 13 0.448302083 0.290688338 0.416709293 up no SEC62 protein_coding chr3:169966635-
169998373:+

gi|119598939|gb|EA
W78533.1| 828 4.00E-104

translocation
protein 1, isoform
CRA_e [Homo
sapiens]

gi|61744441|ref|NM
_003262.3| 6541 0

Homo sapiens
SEC62 homolog (S.
cerevisiae) (SEC62),
mRNA

Q5R4Q3 231 7.00E-74 Translocation
protein SEC62 SPAC17G6.09 89.7 5.00E-18 COG5232 pfam03839 Sec62 Translocation

protein Sec62.

GO:0006620|posttra
nslational protein
targeting to
membrane;

GO:0016235|aggres
ome;GO:0005789|en
doplasmic reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0045
111|intermediate
filament
cytoskeleton;GO:00
05791|rough
endoplasmic
reticulum;

GO:0008565|protein
transporter activity; K12275

SEC62;
translocation
protein SEC62

ENSG00000008988 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no RPS20 protein_coding chr8:56067295-
56074581:-

gi|226246671|ref|NP
_001139699.1| 744 2.00E-92

40S ribosomal
protein S20 isoform
1 [Homo sapiens]

gi|6642739|gb|AF11
3008.1|AF113008 1813 0

Homo sapiens clone
FLB0708 mRNA
sequence

A1XQU9 55.1 3.00E-08 40S ribosomal
protein S20 SPCC576.09 162 4.00E-46 COG0051 pfam00338 Ribosomal_S10

Ribosomal protein
S10p/S20e. This
family includes
small ribosomal
subunit S10 from
prokaryotes and
S20 from
eukaryotes.

GO:0006412|translat
ion;

GO:0015935|small
ribosomal subunit;

GO:0003723|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02969

RP-S20e, RPS20;
small subunit
ribosomal protein
S20e

ENSG00000009307 78 118 50 111 122.9756374 222 178 150 169 -0.485920347 0.066870177 0.139025901 down no CSDE1 protein_coding chr1:114716913-
114758676:-

gi|537249884|gb|ER
E88284.1| 4424 0

cold shock domain-
containing protein
E1-like protein
[Cricetulus griseus]

gi|338968929|ref|N
M_001242891.1| 4312 0

Homo sapiens cold
shock domain
containing E1,
RNA-binding
(CSDE1), transcript
variant 4, mRNA

O75534 380 3.00E-124
Cold shock domain-
containing protein
E1

. . . . pfam00313 CSD 'Cold-shock' DNA-
binding domain.

GO:0006355|regulati
on of transcription,
DNA-templated;

GO:0005737|cytopla
sm;

GO:0003677|DNA
binding;GO:000372
3|RNA binding;

. .

ENSG00000009335 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no UBE3C protein_coding chr7:157138913-
157269372:+

gi|40789067|dbj|BA
A02799.2| 5433 0 KIAA0010 [Homo

sapiens]
gi|187960099|ref|N
M_014671.2| 5181 0

Homo sapiens
ubiquitin protein
ligase E3C
(UBE3C), mRNA

Q15386 2090 0 Ubiquitin-protein
ligase E3C SPAC167.07c 333 3.00E-94 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0000209|protein
polyubiquitination;
GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005622|intr
acellular;GO:000563
4|nucleus;GO:00005
02|proteasome
complex;

GO:0004842|ubiquit
in-protein
transferase activity;

K10589
UBE3C; ubiquitin-
protein ligase E3 C
[EC:2.3.2.26]

ENSG00000009413 0 0 2 0 1.847172656 4 4 3 4 -2.304584272 0.073290024 0.148808751 down no REV3L protein_coding chr6:111299028-
111483715:-

gi|153792012|ref|NP
_002903.3| 15904 0

DNA polymerase
zeta catalytic
subunit isoform a
[Homo sapiens]

gi|556695403|ref|N
M_001286432.1| 10964 0

Homo sapiens
REV3-like,
polymerase (DNA
directed), zeta,
catalytic subunit
(REV3L), transcript
variant 3, mRNA

O60673 218 6.00E-57
DNA polymerase
zeta catalytic
subunit

SPAC688.10 225 3.00E-60 COG0417 pfam00136 DNA_pol_B

DNA polymerase
family B. This
region of DNA
polymerase B
appears to consist
of more than one
structural domain,
possibly including
elongation, DNA-
binding and dNTP
binding activities.

GO:0006261|DNA-
dependent DNA
replication;GO:0042
276|error-prone
translesion
synthesis;

GO:0005730|nucleol
us;GO:0005654|nucl
eoplasm;GO:000563
4|nucleus;GO:00160
35|zeta DNA
polymerase
complex;

GO:0008408|3'-5'
exonuclease
activity;GO:0051539
|4 iron, 4 sulfur
cluster
binding;GO:000367
7|DNA
binding;GO:000388
7|DNA-directed
DNA polymerase
activity;GO:0046872
|metal ion
binding;GO:000016
6|nucleotide
binding;

K02350
POLZ1, rev3; DNA
polymerase zeta
[EC:2.7.7.7]

ENSG00000009694 1 0 0 0 0.398451255 0 0 1 1 -0.147859152 0.950405727 NA down no TENM1 protein_coding chrX:124375903-
124963817:-

gi|253970444|ref|NP
_001156750.1| 14263 0 teneurin-1 isoform

1 [Homo sapiens]
gi|253970443|ref|N
M_001163278.1| 12891 0

Homo sapiens
teneurin
transmembrane
protein 1 (TENM1),
transcript variant 1,
mRNA

Q9UKZ4 5458 0 Teneurin-1 . . . . pfam06484 Ten_N

Teneurin
Intracellular Region.
This family is found
in the intracellular
N-terminal region
of the Teneurin
family of proteins.
These proteins are
'pair-rule' genes and
are involved in
tissue patterning,
specifically
probably neural
patterning. The
intracellular domain
is cleaved in
response to
homophilic
interaction of the
extracellular
domain, and
translocates to the
nucleus. Here it
probably carries out
to some
transcriptional
regulatory activity.
The length of this
region and the
conservation
suggests that there
may be two
structural domains
here (personal
obs:C Yeats)

GO:0000902|cell
morphogenesis;GO:
0007157|heterophili
c cell-cell adhesion
via plasma
membrane cell
adhesion
molecules;GO:0006
955|immune
response;GO:00082
85|negative
regulation of cell
proliferation;GO:00
07399|nervous
system
development;GO:00
48666|neuron
development;GO:00
07218|neuropeptide
signaling
pathway;GO:003083
8|positive regulation
of actin filament
polymerization;GO:
0051491|positive
regulation of
filopodium
assembly;GO:00903
16|positive
regulation of
intracellular protein
transport;GO:00434
06|positive
regulation of MAP
kinase

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00057
83|endoplasmic
reticulum;GO:00055
76|extracellular
region;GO:0005794|
Golgi
apparatus;GO:00058
87|integral
component of
plasma
membrane;GO:0043
005|neuron
projection;GO:0016
363|nuclear
matrix;GO:0016607|
nuclear
speck;GO:0005634|
nucleus;GO:004847
1|perinuclear region
of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0050839|cell
adhesion molecule
binding;GO:000820
1|heparin
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;

. .

ENSG00000010017 386 317 426 201 288.0243915 133 156 278 172 1.528500389 0.000498653 0.003780178 up yes RANBP9 protein_coding chr6:13621498-
13711564:-

gi|39812378|ref|NP_
005484.2| 3199 0 ran-binding protein

9 [Homo sapiens]
gi|39812377|ref|NM
_005493.2| 3113 0

Homo sapiens RAN
binding protein 9
(RANBP9), mRNA

Q96S59 276 2.00E-86 Ran-binding protein
9 . . . . pfam00622 SPRY

SPRY domain.
SPRY Domain is
named from SPla
and the RYanodine
Receptor. Domain
of unknown
function. Distant
homologues are
domains in
butyrophilin/maren
ostrin/pyrin
homologues.

GO:0007411|axon
guidance;GO:00070
20|microtubule
nucleation;GO:0070
373|negative
regulation of ERK1
and ERK2
cascade;GO:000646
1|protein complex
assembly;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005875|mi
crotubule associated
complex;GO:000563
4|nucleus;GO:00058
86|plasma
membrane;

GO:0019899|enzym
e
binding;GO:000853
6|Ran GTPase
binding;

. .

ENSG00000010244 40 56 36 56 56.53004305 69 80 82 60 -0.091476864 0.722865684 0.802362421 down no ZNF207 protein_coding chr17:32350117-
32381886:+

gi|62088010|dbj|BA
D92452.1| 879 2.00E-99

zinc finger protein
207 variant [Homo
sapiens]

gi|3935221|gb|AC00
5899.1| 12289 0

Homo sapiens
chromosome 17,
clone
hRPK.227_G_15,
complete sequence

O43670 194 1.00E-57

BUB3-interacting
and GLEBS motif-
containing protein
ZNF207

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005737|cytopla
sm;GO:0043231|intr
acellular membrane-
bounded
organelle;GO:00056
34|nucleus;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0004712
|protein
serine/threonine/tyr
osine kinase
activity;GO:0004713
|protein tyrosine
kinase activity;

. .

ENSG00000010295 0 1 0 2 1.82728605 4 4 2 5 -1.870162385 0.113614834 0.204291568 down no IFFO1 protein_coding chr12:6538375-
6556083:-

gi|301500709|ref|NP
_001180386.1| 2106 0

intermediate
filament family
orphan 1 isoform 5
[Homo sapiens]

gi|34367907|emb|BX
648743.1| 3065 0

Homo sapiens
mRNA; cDNA
DKFZp686D0339
(from clone
DKFZp686D0339)

Q0D2I5 315 5.00E-178
Intermediate
filament family
orphan 1

. . . . pfam00038 Filament Intermediate
filament protein. . GO:0005882|interm

ediate filament;

GO:0005198|structu
ral molecule
activity;

. .

ENSG00000010322 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no NISCH protein_coding chr3:52455118-
52493071:+

gi|4589594|dbj|BAA
76819.1| 6994 0 KIAA0975 protein

[Homo sapiens]
gi|7022800|dbj|AK0
01505.1| 5308 0

Homo sapiens
cDNA FLJ10643 fis,
clone
NT2RP2005753,
highly similar to
Homo sapiens I-1
receptor candidate
protein mRNA

Q9Y2I1 2680 0 Nischarin alr0124_1 58.5 1.00E-07 COG4886 pfam00787 PX
PX domain. PX
domains bind to
phosphoinositides.

GO:0030036|actin
cytoskeleton
organization;GO:00
06915|apoptotic
process;GO:000600
6|glucose metabolic
process;GO:003033
6|negative
regulation of cell
migration;GO:00482
43|norepinephrine
secretion;GO:00166
01|Rac protein
signal
transduction;GO:00
08217|regulation of
blood
pressure;GO:003222
8|regulation of
synaptic
transmission,
GABAergic;

GO:0005829|cytosol
;GO:0005769|early
endosome;GO:0016
020|membrane;GO:
0005886|plasma
membrane;GO:0055
037|recycling
endosome;

GO:0035091|phosph
atidylinositol
binding;

. .



ENSG00000010803 0 1 0 2 1.239455014 1 3 3 2 -1.162501715 0.376308402 0.507950666 down no SCMH1 protein_coding chr1:41027200-
41242154:-

gi|578798653|ref|XP
_006710525.1| 3232 0

PREDICTED:
polycomb protein
SCMH1 isoform X3
[Homo sapiens]

gi|288557330|ref|N
M_001172218.1| 3323 0

Homo sapiens sex
comb on midleg
homolog 1
(Drosophila)
(SCMH1), transcript
variant 3, mRNA

Q8K214 90.1 5.00E-19 Polycomb protein
SCMH1 . . . . pfam12140 DUF3588

Protein of unknown
function
(DUF3588). This
family of proteins is
found in
eukaryotes. Proteins
in this family are
typically between
129 and 866 amino
acids in length, and
the family is found
in association with
pfam02820. The
exact function of
this family is not
known.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
06338|chromatin
remodeling;GO:001
6458|gene
silencing;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00072
83|spermatogenesis;
GO:0006351|transcri
ption, DNA-
templated;

GO:0010369|chrom
ocenter;GO:0005634
|nucleus;

. K11461 SCMH1; polycomb
protein SCMH1

ENSG00000010810 8 17 6 27 21.40835764 39 45 19 35 -0.791342387 0.06919571 0.143174914 down no FYN protein_coding chr6:111660332-
111873452:-

gi|564398139|ref|XP
_006256584.1| 2891 0

PREDICTED:
tyrosine-protein
kinase Fyn isoform
X3 [Rattus
norvegicus]

gi|343962631|ref|N
M_002037.5| 3628 0

Homo sapiens FYN
proto-oncogene, Src
family tyrosine
kinase (FYN),
transcript variant 1,
mRNA

A1Y2K1 250 2.00E-97 Tyrosine-protein
kinase Fyn BH2504_1 107 6.00E-24 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0007275|multice
llular organismal
development;

.

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000471
5|non-membrane
spanning protein
tyrosine kinase
activity;

K05703
FYN; tyrosine-
protein kinase Fyn
[EC:2.7.10.2]

ENSG00000010818 0 0 0 0 0.404364713 2 1 1 0 -1.888923316 0.408706661 NA down no HIVEP2 protein_coding chr6:142751467-
142956698:-

gi|38260|emb|CAA4
6596.1| 11429 0

MBP-2 (MHC
Binding Protein-2)
[Homo sapiens]

gi|110347462|ref|N
M_006734.3| 9724 0

Homo sapiens
human
immunodeficiency
virus type I
enhancer binding
protein 2 (HIVEP2),
mRNA

P31629 4343 0 Transcription factor
HIVEP2 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0007275|multice
llular organismal
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00071
65|signal
transduction;GO:00
06366|transcription
from RNA
polymerase II
promoter;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K09239

HIVEP; human
immunodeficiency
virus type I
enhancer-binding
protein

ENSG00000011009 0 0 0 0 0.29578603 1 1 0 1 -1.446026814 0.560607138 NA down no LYPLA2 protein_coding chr1:23790970-
23795539:+

gi|676278513|gb|KF
O32543.1| 1406 0

Acyl-protein
thioesterase 2
[Fukomys
damarensis]

gi|635110730|ref|X
M_007980068.1| 1680 0

PREDICTED:
Chlorocebus
sabaeus
lysophospholipase
II (LYPLA2),
transcript variant
X1, mRNA

O95372 309 2.00E-105 Acyl-protein
thioesterase 2 SPAC8E11.04c 150 1.00E-40 COG0400 pfam02230 Abhydrolase_2

Phospholipase/Carb
oxylesterase. This
family consists of
both
phospholipases and
carboxylesterases
with broad substrate
specificity, and is
structurally related
to alpha/beta
hydrolases
pfam00561.

GO:0006631|fatty
acid metabolic
process;GO:000208
4|protein
depalmitoylation;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00526
89|carboxylic ester
hydrolase
activity;GO:0008474
|palmitoyl-(protein)
hydrolase activity;

K06130
LYPLA2;
lysophospholipase
II [EC:3.1.1.5]

ENSG00000011021 0 0 0 1 0.806007579 1 3 2 1 -1.960206779 0.217978672 NA down no CLCN6 protein_coding chr1:11806096-
11843144:+

gi|311033364|sp|P51
797.2|CLCN6_HUM
AN

4041 0

RecName:
Full=Chloride
transport protein 6;
AltName:
Full=Chloride
channel protein 6;
Short=ClC-6

gi|379698825|ref|N
M_001256959.1| 5628 0

Homo sapiens
chloride channel,
voltage-sensitive 6
(CLCN6), transcript
variant 2, mRNA

P51797 188 7.00E-53 Chloride transport
protein 6 SPBC887.02 97.1 2.00E-19 COG0038 pfam00654 Voltage_CLC

Voltage gated
chloride channel.
This family of ion
channels contains
10 or 12
transmembrane
helices. Each
protein forms a
single pore. It has
been shown that
some members of
this family form
homodimers. In
terms of primary
structure, they are
unrelated to known
cation channels or
other types of anion
channels. Three ClC
subfamilies are
found in animals.
ClC-1 is involved in
setting and restoring
the resting
membrane potential
of skeletal muscle,
while other
channels play
important parts in
solute concentration
mechanisms in the
kidney. These
proteins contain two
pfam00571
domains

GO:0006884|cell
volume
homeostasis;GO:190
2476|chloride
transmembrane
transport;GO:00068
21|chloride
transport;GO:00342
20|ion
transmembrane
transport;GO:00096
12|response to
mechanical
stimulus;GO:000716
5|signal
transduction;

GO:0010008|endoso
me
membrane;GO:0016
021|integral
component of
membrane;GO:0005
765|lysosomal
membrane;

GO:0015297|antipor
ter
activity;GO:0005524
|ATP
binding;GO:003140
4|chloride ion
binding;GO:000524
7|voltage-gated
chloride channel
activity;

K05015 CLCN6; chloride
channel 6

ENSG00000011105 0 0 0 0 0.602169013 4 2 0 0 -2.466639278 0.325296918 NA down no TSPAN9 protein_coding chr12:3077355-
3286564:+

gi|752385035|ref|XP
_011215626.1| 1172 1.00E-145

PREDICTED:
tetraspanin-9
isoform X3
[Ailuropoda
melanoleuca]

gi|270132562|ref|N
M_006675.4| 4323 0

Homo sapiens
tetraspanin 9
(TSPAN9),
transcript variant 1,
mRNA

B0BM39 173 8.00E-49 Tetraspanin-9 . . . . pfam00335 Tetraspannin Tetraspanin family.
GO:0007166|cell
surface receptor
signaling pathway;

GO:0005887|integral
component of
plasma membrane;

. K17350 TSPAN9;
tetraspanin-9

ENSG00000011114 8 4 5 7 5.331688415 3 3 5 5 1.174045152 0.076265335 0.153770756 up no BTBD7 protein_coding chr14:93237550-
93333092:-

gi|58257698|dbj|BA
A96049.2| 5808 0 KIAA1525 protein

[Homo sapiens]
gi|574286140|ref|N
M_001002860.3| 8430 0

Homo sapiens BTB
(POZ) domain
containing 7
(BTBD7), transcript
variant 1, mRNA

Q9P203 2234 0 BTB/POZ domain-
containing protein 7 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007275|multice
llular organismal
development;GO:00
60693|regulation of
branching involved
in salivary gland
morphogenesis;

GO:0005634|nucleu
s; . K10479

BTBD7; BTB/POZ
domain-containing
protein 7

ENSG00000011243 1 1 0 1 2.223160677 6 3 3 6 -2.057944452 0.063888906 0.135257488 down no AKAP8L protein_coding chr19:15380048-
15419141:-

gi|426387584|ref|XP
_004060245.1| 2300 0

PREDICTED: A-
kinase anchor
protein 8-like
isoform 1 [Gorilla
gorilla gorilla]

gi|7022943|dbj|AK0
01594.1| 2749 0

Homo sapiens
cDNA FLJ10732 fis,
clone
NT2RP3001384,
highly similar to A-
kinase anchor
protein 8

Q9R0L7 98.2 1.00E-66 A-kinase anchor
protein 8-like . . . . pfam04988 AKAP95

A-kinase anchoring
protein 95
(AKAP95). A-
kinase (or PKA)-
anchoring protein
AKAP95 is
implicated in mitotic
chromosome
condensation by
acting as a targeting
molecule for the
condensin complex.
The protein
contains two zinc
fingers which are
thought to mediate
the binding of
AKAP95 to DNA.

GO:0044839|cell
cycle G2/M phase
transition;GO:00070
76|mitotic
chromosome
condensation;GO:00
06397|mRNA
processing;GO:0051
081|nuclear
envelope
disassembly;GO:003
1065|positive
regulation of
histone
deacetylation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00331
27|regulation of
histone
phosphorylation;GO
:0010793|regulation
of mRNA export
from
nucleus;GO:000838
0|RNA
splicing;GO:000635
1|transcription,

GO:0000785|chrom
atin;GO:0005737|cyt
oplasm;GO:0016363
|nuclear
matrix;GO:0016607|
nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
016605|PML body;

GO:0017151|DEAD/
H-box RNA helicase
binding;GO:000367
7|DNA
binding;GO:004282
6|histone
deacetylase
binding;GO:000552
1|lamin
binding;GO:004687
2|metal ion
binding;GO:004482
2|poly(A) RNA
binding;

K15978

AKAP8L, HA95; A-
kinase anchor
protein 8-like
protein

ENSG00000011258 1 1 3 2 1.169793727 0 1 0 0 3.113695739 0.040725678 0.098467657 up no MBTD1 protein_coding chr17:51177425-
51260163:-

gi|795571492|ref|XP
_011910228.1| 3089 0

PREDICTED: MBT
domain-containing
protein 1 isoform
X3 [Cercocebus
atys]

gi|158508475|ref|N
M_017643.2| 5382 0

Homo sapiens mbt
domain containing 1
(MBTD1), mRNA

Q05BQ5 853 0 MBT domain-
containing protein 1 . . . . pfam02820 MBT

mbt repeat. The
function of this
repeat is unknown,
but is found in a
number of nuclear
proteins such as
drosophila sex
comb on midleg
protein. The repeat
is found in up to
four copies. The
repeat contains a
completely
conserved glutamate
at its amino
terminus that may
be important for
function.

GO:0016569|covale
nt chromatin
modification;GO:00
48706|embryonic
skeletal system
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0008270|zinc
ion binding; . .

ENSG00000011275 0 0 0 1 0.408357099 1 0 1 1 -0.742489825 0.718303695 NA down no RNF216 protein_coding chr7:5620047-
5781739:-

gi|46358403|ref|NP_
996994.1| 4555 0

E3 ubiquitin-protein
ligase RNF216
isoform a [Homo
sapiens]

gi|319803089|ref|N
M_207116.2| 5636 0

Homo sapiens ring
finger protein 216
(RNF216),
transcript variant 2,
mRNA

Q9NWF9 280 1.00E-85 E3 ubiquitin-protein
ligase RNF216 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006915|apopto
tic
process;GO:003248
0|negative
regulation of type I
interferon
production;GO:0043
161|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:007093
6|protein K48-
linked
ubiquitination;GO:0
097039|protein
linear
polyubiquitination;
GO:0050691|regulati
on of defense
response to virus by
host;GO:0032648|re
gulation of
interferon-beta
production;GO:0016
032|viral process;

GO:0005829|cytosol
;GO:0005634|nucleu
s;GO:0000151|ubiqu
itin ligase complex;

GO:0016874|ligase
activity;GO:0046872
|metal ion
binding;GO:004313
0|ubiquitin
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K11976

RNF216; TRIAD3;
E3 ubiquitin-protein
ligase RNF216
[EC:2.3.2.27]



ENSG00000011332 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no DPF1 protein_coding chr19:38211006-
38229714:-

gi|585420398|ref|NP
_001276907.1| 2126 0

zinc finger protein
neuro-d4 isoform d
[Homo sapiens]

gi|585420397|ref|N
M_001289978.1| 2356 0

Homo sapiens D4,
zinc and double
PHD fingers family
1 (DPF1), transcript
variant 4, mRNA

P56163 748 0 Zinc finger protein
neuro-d4 . . . . pfam14051 Requiem_N

N-terminal domain
of DPF2/REQ. This
putative domain has
been detected on the
human DPF2
protein and was
subsequently
targeted for
structure
determination by
the Joint Center for
Structural Genomics
(JCSG). Possibly,
the C-terminus
extends by 30
amino acids and
forms a separate
domain. DPF2
interacts with
estrogen related
receptor alpha (Err-
alpha), an orphan
receptor which acts
as a regulator in
energy metabolizm.
It was also
identified as an
adaptor molecule
that links nuclear
factor kappa-light-
chain-enhancer of
activated B cells
(NF-kappa-B)
dimer RelB/p52 and
switch/sucrose

GO:0007399|nervou
s system
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0071565|nB
AF complex;

GO:0003676|nucleic
acid
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000011347 0 1 0 2 4.635937848 18 18 4 3 -3.404271414 0.003630483 0.017126407 down yes SYT7 protein_coding chr11:61515313-
61581148:-

gi|530397569|ref|XP
_005274440.1| 3335 0

PREDICTED:
synaptotagmin-7
isoform X2 [Homo
sapiens]

gi|354983505|ref|N
M_004200.3| 4578 0

Homo sapiens
synaptotagmin VII
(SYT7), transcript
variant 2, mRNA

O43581 362 6.00E-124 Synaptotagmin-7 YOR086c 64.3 3.00E-09 COG5038 pfam00168 C2 C2 domain.

GO:0048791|calciu
m ion-dependent
exocytosis of
neurotransmitter;G
O:0006909|phagocyt
osis;GO:0090385|ph
agosome-lysosome
fusion;GO:0001778|
plasma membrane
repair;GO:0045956|
positive regulation
of calcium ion-
dependent
exocytosis;GO:0046
850|regulation of
bone
remodeling;GO:001
7158|regulation of
calcium ion-
dependent
exocytosis;GO:0070
092|regulation of
glucagon
secretion;GO:00507
96|regulation of
insulin
secretion;GO:00507
64|regulation of
phagocytosis;GO:00
36465|synaptic
vesicle
recycling;GO:00069
06|vesicle
fusion;GO:0090119|
vesicle mediated

GO:0030054|cell
junction;GO:000582
9|cytosol;GO:00310
45|dense core
granule;GO:0032009
|early
phagosome;GO:007
0062|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
765|lysosomal
membrane;GO:0005
764|lysosome;GO:0
005778|peroxisomal
membrane;GO:0005
777|peroxisome;GO:
0030670|phagocytic
vesicle
membrane;GO:0005
886|plasma
membrane;GO:0042
734|presynaptic
membrane;GO:0008
021|synaptic
vesicle;GO:0030672|
synaptic vesicle
membrane;GO:0043
195|terminal
bouton;

GO:0005509|calciu
m ion
binding;GO:000554
4|calcium-
dependent
phospholipid
binding;GO:000551
6|calmodulin
binding;GO:003027
6|clathrin
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;GO:000178
6|phosphatidylserin
e
binding;GO:001990
5|syntaxin binding;

. .

ENSG00000011454 0 0 0 0 0.395709121 0 2 1 1 -1.864491069 0.416127664 NA down no RABGAP1 protein_coding chr9:122940833-
123104866:+

gi|164519084|ref|NP
_036329.3| 5229 0

rab GTPase-
activating protein 1
[Homo sapiens]

gi|164519083|ref|N
M_012197.3| 4997 0

Homo sapiens RAB
GTPase activating
protein 1
(RABGAP1),
mRNA

A2AWA9 171 2.00E-47 Rab GTPase-
activating protein 1 . . . . pfam00566 RabGAP-TBC

Rab-GTPase-TBC
domain.
Identification of a
TBC domain in
GYP6_YEAST and
GYP7_YEAST,
which are GTPase
activator proteins of
yeast Ypt6 and
Ypt7, implies that
these domains are
GTPase activator
proteins of Rab-like
small GTPases.

GO:0090630|activati
on of GTPase
activity;GO:0007049
|cell
cycle;GO:0006886|i
ntracellular protein
transport;GO:00313
38|regulation of
vesicle fusion;

GO:0005813|centros
ome;GO:0005829|cy
tosol;GO:0012505|e
ndomembrane
system;GO:0005875|
microtubule
associated complex;

GO:0003677|DNA
binding;GO:000509
6|GTPase activator
activity;GO:0017137
|Rab GTPase
binding;GO:001563
1|tubulin binding;

K04318 GPR21; G protein-
coupled receptor 21

ENSG00000011485 0 1 0 0 0.329531959 2 0 0 0 -0.176051167 0.953101588 NA down no PPP5C protein_coding chr19:46346994-
46392981:+

gi|533202691|ref|XP
_005413883.1| 2711 0

PREDICTED:
serine/threonine-
protein phosphatase
5 isoform X1
[Chinchilla lanigera]

gi|62088809|dbj|AB
209615.1| 4657 0

Homo sapiens
mRNA for protein
phosphatase 5,
catalytic subunit
variant protein

P53041 301 3.00E-97
Serine/threonine-
protein phosphatase
5

SPBC3F6.01c_2 347 1.00E-112 COG0639 pfam08321 PPP5

PPP5 TPR repeat
region. This region
is specific to the
PPP5 subfamily of
serine/threonine
phosphatases and
contains TPR
repeats.

GO:0071276|cellular
response to
cadmium
ion;GO:0070301|cell
ular response to
hydrogen
peroxide;GO:00062
81|DNA
repair;GO:0016576|
histone
dephosphorylation;
GO:0000165|MAPK
cascade;GO:000706
7|mitotic nuclear
division;GO:190121
5|negative
regulation of
neuron
death;GO:0001933|n
egative regulation of
protein
phosphorylation;GO
:2000324|positive
regulation of
glucocorticoid
receptor signaling
pathway;GO:004312
3|positive regulation
of I-kappaB
kinase/NF-kappaB
signaling;GO:00064
70|protein
dephosphorylation;
GO:0051291|protein
heterooligomerizatio

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0043231|int
racellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0043204|perikary
on;GO:0005886|plas
ma
membrane;GO:0043
234|protein
complex;GO:199063
5|proximal dendrite;

GO:0043531|ADP
binding;GO:000552
4|ATP
binding;GO:000828
9|lipid
binding;GO:004687
2|metal ion
binding;GO:000472
1|phosphoprotein
phosphatase
activity;GO:0004722
|protein
serine/threonine
phosphatase
activity;GO:0003723
|RNA
binding;GO:000487
1|signal transducer
activity;

K04460

PPP5C;
serine/threonine-
protein phosphatase
5 [EC:3.1.3.16]

ENSG00000011677 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no GABRA3 protein_coding chrX:152166234-
152451358:-

gi|4557603|ref|NP_0
00799.1| 2562 0

gamma-
aminobutyric acid
receptor subunit
alpha-3 precursor
[Homo sapiens]

gi|530422750|ref|X
M_005274659.1| 3701 0

PREDICTED:
Homo sapiens
gamma-
aminobutyric acid
(GABA) A receptor,
alpha 3 (GABRA3),
transcript variant
X1, mRNA

P26049 161 2.00E-46

Gamma-
aminobutyric acid
receptor subunit
alpha-3

. . . . pfam02931 Neur_chan_LBD

Neurotransmitter-
gated ion-channel
ligand binding
domain. This family
is the extracellular
ligand binding
domain of these ion
channels. This
domain forms a
pentameric
arrangement in the
known structure.

GO:0007214|gamma
-aminobutyric acid
signaling
pathway;GO:003422
0|ion
transmembrane
transport;GO:00068
10|transport;

GO:0030054|cell
junction;GO:003470
7|chloride channel
complex;GO:190271
1|GABA-A receptor
complex;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0008503|benzod
iazepine receptor
activity;GO:0005254
|chloride channel
activity;GO:0005230
|extracellular ligand-
gated ion channel
activity;GO:0004890
|GABA-A receptor
activity;

K05175

GABRA; gamma-
aminobutyric acid
receptor subunit
alpha

ENSG00000012232 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no EXTL3 protein_coding chr8:28600469-
28755599:+

gi|40788281|dbj|BA
A25445.2| 4815 0 KIAA0519 protein

[Homo sapiens]
gi|51476987|emb|CR
749646.1| 8191 0

Homo sapiens
mRNA; cDNA
DKFZp686C2342
(from clone
DKFZp686C2342)

O43909 254 2.00E-77 Exostosin-like 3 . . . . pfam09258 Glyco_transf_64

Glycosyl transferase
family 64 domain.
Members of this
family catalyse the
transfer reaction of
N-
acetylglucosamine
and N-
acetylgalactosamine
from the respective
UDP-sugars to the
non-reducing end
of [glucuronic
acid]beta 1-
3[galactose]beta 1-
O-
naphthalenemethan
ol, an acceptor
substrate analog of
the natural common
linker of various
glycosylaminoglyca
ns. They are also
required for the
biosynthesis of
heparan-sulphate.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K02370

EXTL3; alpha-1,4-
N-
acetylglucosaminyltr
ansferase EXTL3
[EC:2.4.1.223
2.4.1.224]

ENSG00000012822 0 0 0 1 0.210694493 0 0 1 0 0.569016584 0.865048656 NA up no CALCOCO1 protein_coding chr12:53708517-
53727745:-

gi|119617137|gb|EA
W96731.1| 3279 0

calcium binding and
coiled-coil domain
1, isoform CRA_e
[Homo sapiens]

gi|7959338|dbj|AB0
40969.1| 3874 0

Homo sapiens
mRNA for
KIAA1536 protein,
partial cds

Q9P1Z2 230 8.00E-70

Calcium-binding
and coiled-coil
domain-containing
protein 1

. . . . pfam07888 CALCOCO1

Calcium binding
and coiled-coil
domain
(CALCOCO1) like.
Proteins found in
this family are
similar to the
coiled-coil
transcriptional
coactivator protein
coexpressed by Mus
musculus
(CoCoA/CALCOC
O1). This protein
binds to a highly
conserved N-
terminal domain of
p160 coactivators,
such as GRIP1, and
thus enhances
transcriptional
activation by a
number of nuclear
receptors.
CALCOCO1 has a
central coiled-coil
region with three
leucine zipper
motifs, which is
required for its
interaction with
GRIP1 and may
regulate the
autonomous
transcriptional

GO:0030518|intracel
lular steroid
hormone receptor
signaling
pathway;GO:001062
8|positive regulation
of gene
expression;GO:0045
944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00071
65|signal
transduction;GO:00
06351|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0005737|cytopla
sm;GO:0043231|intr
acellular membrane-
bounded
organelle;GO:00007
90|nuclear
chromatin;GO:0005
634|nucleus;

GO:0070016|armadi
llo repeat domain
binding;GO:000801
3|beta-catenin
binding;GO:000368
2|chromatin
binding;GO:000104
7|core promoter
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0008022
|protein C-terminus
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003712
|transcription
cofactor
activity;GO:0044212
|transcription
regulatory region
DNA binding;

. .

ENSG00000013293 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no SLC7A14 protein_coding chr3:170459584-
170586074:-

gi|332214740|ref|XP
_003256493.1| 3615 0

PREDICTED:
probable cationic
amino acid
transporter
[Nomascus
leucogenys]

gi|181337166|ref|N
M_020949.2| 10103 0

Homo sapiens
solute carrier family
7, member 14
(SLC7A14), mRNA

Q5JPI9 45.4 1.00E-12
Protein-lysine N-
methyltransferase
METTL10

BS_yfnA 208 6.00E-56 COG0531 pfam00324 AA_permease Amino acid
permease. . GO:0005737|cytopla

sm;

GO:0016279|protein
-lysine N-
methyltransferase
activity;

K13871

SLC7A14; solute
carrier family 7
(cationic amino acid
transporter),
member 14



ENSG00000013441 15 48 11 86 52.32597065 74 75 67 107 -0.638771577 0.161671064 0.271170016 down no CLK1 protein_coding chr2:200853009-
200864744:-

gi|241666392|ref|NP
_001155879.1| 2453 0

dual specificity
protein kinase
CLK1 isoform 2
[Homo sapiens]

gi|241666394|ref|NR
_027856.1| 3208 0

Homo sapiens
CDC-like kinase 1
(CLK1), transcript
variant 4, non-
coding RNA

P49759 63.5 6.00E-09
Dual specificity
protein kinase
CLK1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0008283|cell
proliferation;GO:00
18105|peptidyl-
serine
phosphorylation;GO
:0018107|peptidyl-
threonine
phosphorylation;GO
:0046777|protein
autophosphorylatio
n;GO:0043484|regul
ation of RNA
splicing;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000471
5|non-membrane
spanning protein
tyrosine kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0004712
|protein
serine/threonine/tyr
osine kinase
activity;

K08823 CLK; CDC-like
kinase [EC:2.7.12.1]

ENSG00000013523 0 0 0 0 1.095192569 3 0 3 5 -3.33097189 0.058165351 0.126853076 down no ANGEL1 protein_coding chr14:76786178-
76826246:-

gi|11359908|pir||T46
340 3282 0

hypothetical protein
DKFZp434B0814.1
- human (fragment)

gi|426377566|ref|X
M_004055486.1| 4840 0

PREDICTED:
Gorilla gorilla
gorilla angel
homolog 1
(Drosophila)
(ANGEL1), mRNA

Q9UNK9 287 7.00E-94 Protein angel
homolog 1 YAL021c_2 93.2 5.00E-19 COG5239 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005801|cis-
Golgi
network;GO:000582
9|cytosol;GO:00057
83|endoplasmic
reticulum;GO:00056
34|nucleus;GO:0048
471|perinuclear
region of cytoplasm;

GO:0008190|eukary
otic initiation factor
4E
binding;GO:001990
4|protein domain
specific binding;

K18729 ANGEL; protein
angel

ENSG00000013561 0 10 1 29 37.81662399 98 79 65 92 -2.786060516 7.82E-05 0.000870542 down yes RNF14 protein_coding chr5:141958328-
141990291:+

gi|675791662|ref|XP
_008952757.1| 2394 0

PREDICTED: E3
ubiquitin-protein
ligase RNF14
isoform X1 [Pan
paniscus]

gi|318067970|ref|N
M_004290.4| 4235 0

Homo sapiens ring
finger protein 14
(RNF14), transcript
variant 1, mRNA

Q9UBS8 248 8.00E-78 E3 ubiquitin-protein
ligase RNF14 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030521|androg
en receptor
signaling
pathway;GO:003243
6|positive regulation
of proteasomal
ubiquitin-dependent
protein catabolic
process;GO:004589
3|positive regulation
of transcription,
DNA-
templated;GO:00002
09|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:006076
5|regulation of
androgen receptor
signaling
pathway;GO:000635
7|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00071
65|signal

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0000151|ub
iquitin ligase
complex;

GO:0050681|androg
en receptor
binding;GO:001687
4|ligase
activity;GO:0003713
|transcription
coactivator
activity;GO:0031624
|ubiquitin
conjugating enzyme
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0019787
|ubiquitin-like
protein transferase
activity;GO:0008270
|zinc ion binding;

K11971

RNF14, ARA54; E3
ubiquitin-protein
ligase RNF14
[EC:2.3.2.27]

ENSG00000013588 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no GPRC5A protein_coding chr12:12890782-
12917937:+

gi|4506403|ref|NP_0
03970.1| 1762 0

retinoic acid-
induced protein 3
[Homo sapiens]

gi|5815499|gb|AC00
7688.15| 5494 0

Homo sapiens 12
BAC RPCI11-392P7
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q8NFJ5 496 3.00E-175 Retinoic acid-
induced protein 3 . . . . pfam00003 7tm_3

7 transmembrane
sweet-taste receptor
of 3 GCPR. This is
a domain of seven
transmembrane
regions that forms
the C-terminus of
some subclass 3 G-
coupled-protein
receptors. It is often
associated with a
downstream
cysteine-rich linker
domain, NCD3G
pfam07562, which
is the human sweet-
taste receptor, and
the N-terminal
domain,
ANF_receptor
pfam01094. The
seven TM regions
assemble in such a
way as to produce a
docking pocket into
which such
molecules as
cyclamate and
lactisole have been
found to bind and
consequently confer
the taste of
sweetness.

GO:0007175|negativ
e regulation of
epidermal growth
factor-activated
receptor
activity;GO:0007165
|signal transduction;

GO:0005913|cell-
cell adherens
junction;GO:003065
9|cytoplasmic
vesicle
membrane;GO:0070
062|extracellular
exosome;GO:00058
87|integral
component of
plasma
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00058
86|plasma
membrane;GO:0031
982|vesicle;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00049
30|G-protein
coupled receptor
activity;

K08468

GPRC5A; G
protein-coupled
receptor family C
group 5 member A

ENSG00000015153 0 2 1 2 0.746544824 1 0 0 0 2.476689468 0.157881325 NA up no YAF2 protein_coding chr12:42157104-
42238349:-

gi|300244518|ref|NP
_001177908.1| 640 1.00E-72

YY1-associated
factor 2 isoform 1
[Homo sapiens]

gi|300244519|ref|N
M_001190980.1| 5095 0

Homo sapiens YY1
associated factor 2
(YAF2), transcript
variant 4, mRNA

Q8IY57 82 1.00E-17 YY1-associated
factor 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003713|transcri
ption coactivator
activity;GO:0003714
|transcription
corepressor
activity;GO:0008270
|zinc ion binding;

K11468 YAF2; YY1-
associated factor 2

ENSG00000015171 5 10 3 29 14.36829476 18 25 20 22 -0.456370896 0.385043784 0.516070636 down no ZMYND11 protein_coding chr10:134465-
254637:+

gi|238814385|ref|NP
_006615.2| 3003 0

zinc finger MYND
domain-containing
protein 11 isoform a
[Homo sapiens]

gi|321117042|ref|N
M_001202466.1| 4228 0

Homo sapiens zinc
finger, MYND-type
containing 11
(ZMYND11),
transcript variant 6,
mRNA

Q15326 265 2.00E-83
Zinc finger MYND
domain-containing
protein 11

. . . . pfam00855 PWWP

PWWP domain.
The PWWP domain
is named after a
conserved Pro-Trp-
Trp-Pro motif. The
domain binds to
Histone-4
methylated at
lysine-20,
H4K20me,
suggesting that it is
methyl-lysine
recognition motif.
Removal of two
conserved aromatic
residues in a
hydrophobic cavity
created by this
domain within the
full-length protein,
Pdp1, abolishes the
interaction o f the
protein with
H4K20me3. In
fission yeast, Set9 is
the sole enzyme that
catalyses all three
states of H4K20me,
and Set9-mediated
H4K20me is
required for
efficient recruitment
of checkpoint
protein Crb2 to sites
of DNA damage

GO:0007049|cell
cycle;GO:0008283|c
ell
proliferation;GO:00
16569|covalent
chromatin
modification;GO:20
01237|negative
regulation of
extrinsic apoptotic
signaling
pathway;GO:004312
4|negative
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00463
29|negative
regulation of JNK
cascade;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00342
43|regulation of
transcription
elongation from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-
templated;GO:00160
32|viral process;

GO:0005694|chrom
osome;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0003682|chrom
atin
binding;GO:004239
3|histone
binding;GO:003506
4|methylated histone
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000371
2|transcription
cofactor
activity;GO:0003714
|transcription
corepressor
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000015532 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no XYLT2 protein_coding chr17:50346092-
50363138:+

gi|110611246|ref|NP
_071450.2| 4269 0 xylosyltransferase 2

[Homo sapiens]
gi|570359602|ref|N
M_022167.3| 3507 0

Homo sapiens
xylosyltransferase II
(XYLT2), transcript
variant 1, mRNA

Q5QQ51 222 4.00E-60 Xylosyltransferase 2 . . . . pfam12529 Xylo_C

Xylosyltransferase
C terminal. This
domain family is
found in
eukaryotes, and is
typically between
169 and 183 amino
acids in length. The
family is found in
association with
pfam02485. There is
a single completely
conserved residue G
that may be
functionally
important.
Xylosyltransferases
are enzymes
involved in the
biosynthesis of the
glycosaminoglycan
linker region in
proteoglycans.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K00771
XYLT; protein
xylosyltransferase
[EC:2.4.2.26]

ENSG00000015592 1 1 1 0 0.502653817 0 0 0 0 2.717591495 0.218741794 NA up no STMN4 protein_coding chr8:27235323-
27258420:-

gi|795154460|ref|XP
_011839248.1| 1370 0

PREDICTED:
stathmin-4 isoform
X1 [Mandrillus
leucophaeus]

gi|545688665|ref|N
M_030795.3| 2288 0

Homo sapiens
stathmin-like 4
(STMN4), transcript
variant 1, mRNA

Q5R4C5 345 2.00E-116 Stathmin-4 . . . . pfam00836 Stathmin

Stathmin family.
The Stathmin family
of proteins play an
important role in the
regulation of the
microtubule
cytoskeleton. They
regulate
microtubule
dynamics by
promoting
depolymerization of
microtubules and/or
preventing
polymerization of
tubulin
heterodimers.

GO:0031110|regulati
on of microtubule
polymerization or
depolymerization;

GO:0030424|axon;G
O:0005794|Golgi
apparatus;GO:00304
26|growth cone;

. . .



ENSG00000015676 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no NUDCD3 protein_coding chr7:44379121-
44490880:-

gi|122939165|ref|NP
_056147.2| 1577 0

nudC domain-
containing protein 3
[Homo sapiens]

gi|2979600|gb|AC00
4453.1| 7002 0

Homo sapiens PAC
clone RP5-844F9
from 7, complete
sequence

Q5RB75 308 6.00E-93 NudC domain-
containing protein 3 . . . . pfam04969 CS

CS domain. The CS
and CHORD
(pfam04968) are
fused into a single
polypeptide chain in
metazoans but are
found in separate
proteins in plants;
this is thought to be
indicative of an
interaction between
CS and CHORD. It
has been suggested
that the CS domain
is a binding module
for HSP90,
implying that CS
domain-containing
proteins are
involved in
recruiting heat
shock proteins to
multiprotein
assemblies. Two CS
domains are found
at the C-terminus of
Ubiquitin carboxyl-
terminal hydrolase
19 (USP19), these
domains may play a
role in the
interaction of
USP19 with cellular
inhibitor of
apoptosis 2

GO:0031110|regulati
on of microtubule
polymerization or
depolymerization;

GO:0030424|axon;G
O:0005794|Golgi
apparatus;GO:00304
26|growth cone;

. . .

ENSG00000016082 0 0 0 0 0.393909455 1 2 0 1 -1.859445347 0.417678656 NA down no ISL1 protein_coding chr5:51383391-
51394738:+

gi|440908077|gb|EL
R58138.1| 1936 0

Insulin enhancer
protein ISL-1,
partial [Bos mutus]

gi|115387113|ref|N
M_002202.2| 2451 0

Homo sapiens ISL
LIM homeobox 1
(ISL1), mRNA

P61374 546 0
Insulin gene
enhancer protein
ISL-1

ECU03g1170 60.5 2.00E-09 COG5576 pfam00412 LIM

LIM domain. This
family represents
two copies of the
LIM structural
domain.

GO:0060413|atrial
septum
morphogenesis;GO:
0031103|axon
regeneration;GO:00
60913|cardiac cell
fate
determination;GO:0
060379|cardiac
muscle cell
myoblast
differentiation;GO:0
003215|cardiac right
ventricle
morphogenesis;GO:
0071385|cellular
response to
glucocorticoid
stimulus;GO:000320
3|endocardial
cushion
morphogenesis;GO:
0060384|innervation
;GO:0090090|negati
ve regulation of
canonical Wnt
signaling
pathway;GO:005072
8|negative
regulation of
inflammatory
response;GO:00331
47|negative
regulation of
intracellular

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0003682|chrom
atin
binding;GO:000115
8|enhancer
sequence-specific
DNA
binding;GO:003033
1|estrogen receptor
binding;GO:001692
2|ligand-dependent
nuclear receptor
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0043565
|sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000827
0|zinc ion binding;

K09370
ISL1; insulin gene
enhancer protein
ISL-1

ENSG00000017260 1 1 0 5 2.446783008 5 6 1 4 -0.766071447 0.450723096 0.577735788 down no ATP2C1 protein_coding chr3:130850595-
131016712:+

gi|312836765|ref|NP
_001186109.1| 4865 0

calcium-
transporting ATPase
type 2C member 1
isoform 2a [Homo
sapiens]

gi|312836762|ref|N
M_001199179.1| 4969 0

Homo sapiens
ATPase, Ca++
transporting, type
2C, member 1
(ATP2C1),
transcript variant 5,
mRNA

P57709 71.6 4.00E-13
Calcium-
transporting ATPase
type 2C member 1

. . . . pfam00122 E1-E2_ATPase E1-E2 ATPase.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
006816|calcium ion
transport;GO:00163
39|calcium-
dependent cell-cell
adhesion via plasma
membrane cell
adhesion
molecules;GO:0006
874|cellular calcium
ion
homeostasis;GO:003
0026|cellular
manganese ion
homeostasis;GO:000
8544|epidermis
development;GO:00
32468|Golgi calcium
ion
homeostasis;GO:003
2472|Golgi calcium
ion
transport;GO:00068
28|manganese ion
transport;GO:00431
23|positive
regulation of I-
kappaB kinase/NF-
kappaB signaling;

GO:0005794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
802|trans-Golgi
network;

GO:0005524|ATP
binding;GO:000550
9|calcium ion
binding;GO:000538
8|calcium-
transporting ATPase
activity;GO:0030145
|manganese ion
binding;GO:001541
0|manganese-
transporting ATPase
activity;GO:0004871
|signal transducer
activity;

K01537
E3.6.3.8; Ca2+-
transporting ATPase
[EC:3.6.3.8]

ENSG00000019144 0 0 0 1 0.606019705 2 0 1 2 -1.473984948 0.426644422 NA down no PHLDB1 protein_coding chr11:118606440-
118658038:+

gi|635018324|ref|XP
_008019296.1| 5805 0

PREDICTED:
pleckstrin
homology-like
domain family B
member 1 isoform
X11 [Chlorocebus
sabaeus]

gi|51491165|emb|CR
749783.1| 5839 0

Homo sapiens
mRNA; cDNA
DKFZp686H039
(from clone
DKFZp686H039)

Q63312 186 5.00E-47

Pleckstrin
homology-like
domain family B
member 1
(Fragment)

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005887|integral
component of
plasma
membrane;GO:0016
020|membrane;

. . .

ENSG00000019582 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no CD74 protein_coding chr5:150401637-
150412929:-

gi|635124770|ref|XP
_008013190.1| 1614 0

PREDICTED: HLA
class II
histocompatibility
antigen gamma
chain isoform X1
[Chlorocebus
sabaeus]

gi|343403784|ref|N
M_004355.3| 1449 0

Homo sapiens CD74
molecule, major
histocompatibility
complex, class II
invariant chain
(CD74), transcript
variant 2, mRNA

P04233 205 5.00E-99

HLA class II
histocompatibility
antigen gamma
chain

. . . . pfam09307 MHC2-interact

CLIP, MHC2
interacting.
Members of this
family are found in
class II invariant
chain-associated
peptide (CLIP), and
are required for
association with
class II major
histocompatibility
complex (MHC) in
the MHC class II
processing pathway.

GO:0000187|activati
on of MAPK
activity;GO:0019883
|antigen processing
and presentation of
endogenous
antigen;GO:0019886
|antigen processing
and presentation of
exogenous peptide
antigen via MHC
class
II;GO:0008283|cell
proliferation;GO:00
51085|chaperone
mediated protein
folding requiring
cofactor;GO:000695
2|defense
response;GO:00160
64|immunoglobulin
mediated immune
response;GO:00068
86|intracellular
protein
transport;GO:00509
00|leukocyte
migration;GO:00356
91|macrophage
migration inhibitory
factor signaling
pathway;GO:004306
6|negative
regulation of
apoptotic

GO:0009986|cell
surface;GO:0030669
|clathrin-coated
endocytic vesicle
membrane;GO:0030
666|endocytic
vesicle
membrane;GO:0012
507|ER to Golgi
transport vesicle
membrane;GO:0009
897|external side of
plasma
membrane;GO:0070
062|extracellular
exosome;GO:00001
39|Golgi
membrane;GO:0071
556|integral
component of
lumenal side of
endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0005
622|intracellular;GO
:0043202|lysosomal
lumen;GO:0005765|l
ysosomal
membrane;GO:0035
692|macrophage
migration inhibitory
factor receptor

GO:0001540|beta-
amyloid
binding;GO:001995
5|cytokine
binding;GO:000489
6|cytokine receptor
activity;GO:0042802
|identical protein
binding;GO:003571
8|macrophage
migration inhibitory
factor
binding;GO:004228
9|MHC class II
protein
binding;GO:004265
8|MHC class II
protein binding, via
antigen binding
groove;GO:0023026
|MHC class II
protein complex
binding;GO:004418
3|protein binding
involved in protein
folding;

K06505 CD74, DHLAG;
CD74 antigen

ENSG00000019995 0 0 0 3 0.616087529 1 0 0 2 0.292730371 0.893443593 NA up no ZRANB1 protein_coding chr10:124942123-
124988189:+

gi|426253239|ref|XP
_004020306.1| 3779 0

PREDICTED:
ubiquitin
thioesterase
ZRANB1 isoform
X2 [Ovis aries]

gi|426366508|ref|X
M_004050251.1| 5336 0

PREDICTED:
Gorilla gorilla
gorilla zinc finger,
RAN-binding
domain containing
1, transcript variant
2 (ZRANB1),
mRNA

Q7M760 206 2.00E-60 Ubiquitin
thioesterase Zranb1 . . . . pfam02338 OTU

OTU-like cysteine
protease. This
family is comprised
of a group of
predicted cysteine
proteases,
homologous to the
Ovarian tumor
(OTU) gene in
Drosophila.
Members include
proteins from
eukaryotes, viruses
and pathogenic
bacterium. The
conserved cysteine
and histidine, and
possibly the
aspartate, represent
the catalytic
residues in this
putative group of
proteases.

GO:0016477|cell
migration;GO:00070
10|cytoskeleton
organization;GO:00
30177|positive
regulation of Wnt
signaling
pathway;GO:007194
7|protein
deubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:003552
3|protein K29-
linked
deubiquitination;GO
:1990168|protein
K33-linked
deubiquitination;GO
:0070536|protein
K63-linked
deubiquitination;GO
:0022604|regulation
of cell
morphogenesis;GO:
0016055|Wnt
signaling pathway;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0070530|K63-
linked polyubiquitin
binding;GO:000484
3|ubiquitin-specific
protease
activity;GO:0008270
|zinc ion binding;

K11862

ZRANB1, TRABID;
ubiquitin
thioesterase
ZRANB1
[EC:3.4.19.12]

ENSG00000020129 0 2 1 9 8.578863136 23 11 16 22 -2.185083787 0.002199684 0.012008335 down yes NCDN protein_coding chr1:35557473-
35567274:+

gi|3043738|dbj|BAA
25533.1| 3526 0 KIAA0607 protein

[Homo sapiens]
gi|62526027|ref|NM
_014284.2| 3683 0

Homo sapiens
neurochondrin
(NCDN), transcript
variant 3, mRNA

Q9UBB6 393 3.00E-129 Neurochondrin . . . . pfam05536 Neurochondrin

Neurochondrin.
This family contains
several eukaryotic
neurochondrin
proteins.
Neurochondrin
induces
hydroxyapatite
resorptive activity in
bone marrow cells
resistant to
bafilomycin A1, an
inhibitor of
macrophage- and
osteoclast-mediated
resorption.
Expression of the
gene is localized to
chondrocyte,
osteoblast, and
osteocyte in the
bone and to the
hippocampus and
Purkinje cell layer
of cerebellum in the
brain.

GO:0045453|bone
resorption;GO:0031
175|neuron
projection
development;GO:00
48168|regulation of
neuronal synaptic
plasticity;

GO:0005829|cytosol
;GO:0030425|dendri
te;GO:0016020|mem
brane;GO:0043025|n
euronal cell body;

. . .



ENSG00000020577 3 6 2 2 3.710296753 5 3 3 7 0.085180547 0.910574475 0.944299455 up no SAMD4A protein_coding chr14:54567097-
54793315:+

gi|341865548|ref|NP
_056404.4| 3392 0

protein Smaug
homolog 1 isoform
1 [Homo sapiens]

gi|341865547|ref|N
M_015589.5| 6833 0

Homo sapiens
sterile alpha motif
domain containing
4A (SAMD4A),
transcript variant 1,
mRNA

B5DF21 79.7 2.00E-16 Protein Smaug
homolog 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0017148|negativ
e regulation of
translation;GO:0000
289|nuclear-
transcribed mRNA
poly(A) tail
shortening;GO:0043
488|regulation of
mRNA
stability;GO:000635
5|regulation of
transcription, DNA-
templated;

GO:0030054|cell
junction;GO:000093
2|cytoplasmic
mRNA processing
body;GO:0030425|d
endrite;GO:0045202|
synapse;

GO:0003729|mRNA
binding;GO:003037
1|translation
repressor activity;

. .

ENSG00000021574 0 0 0 0 0.29772739 1 2 0 0 -1.452706917 0.630468593 NA down no SPAST protein_coding chr2:32063611-
32157637:+

gi|11875211|ref|NP_
055761.2| 2840 0 spastin isoform 1

[Homo sapiens]
gi|40806168|ref|NM
_014946.3| 5212 0

Homo sapiens
spastin (SPAST),
transcript variant 1,
mRNA

Q9UBP0 1095 0 Spastin ECU11g1030 317 9.00E-95 COG0464 pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0008089|anterog
rade axon cargo
transport;GO:00198
96|axon transport of
mitochondrion;GO:
0007409|axonogene
sis;GO:0032506|cyto
kinetic
process;GO:003112
2|cytoplasmic
microtubule
organization;GO:00
06888|ER to Golgi
vesicle-mediated
transport;GO:00104
58|exit from
mitosis;GO:0090148
|membrane
fission;GO:0008152|
metabolic
process;GO:000157
8|microtubule
bundle
formation;GO:0051
013|microtubule
severing;GO:000028
1|mitotic
cytokinesis;GO:005
1228|mitotic spindle
disassembly;GO:003
1468|nuclear
envelope
reassembly;GO:003
2467|positive
regulation of

GO:1904115|axon
cytoplasm;GO:0005
813|centrosome;GO:
0005737|cytoplasm;
GO:0031410|cytopla
smic
vesicle;GO:0005789|
endoplasmic
reticulum
membrane;GO:0071
782|endoplasmic
reticulum tubular
network;GO:000576
8|endosome;GO:007
0062|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
811|lipid
particle;GO:0005874
|microtubule;GO:00
30496|midbody;GO:
0031965|nuclear
membrane;GO:0005
634|nucleus;GO:004
8471|perinuclear
region of
cytoplasm;GO:0005
819|spindle;

GO:0043014|alpha-
tubulin
binding;GO:000552
4|ATP
binding;GO:004848
7|beta-tubulin
binding;GO:000801
7|microtubule
binding;GO:000856
8|microtubule-
severing ATPase
activity;

K13254 SPAST; spastin
[EC:3.6.4.3]

ENSG00000021645 0 6 2 18 55.91683714 190 100 84 157 -3.992761167 3.49E-11 1.34E-08 down yes NRXN3 protein_coding chr14:78170373-
79868290:+

gi|694957190|ref|XP
_009426491.1| 8264 0

PREDICTED:
neurexin 3 isoform
X8 [Pan
troglodytes]

gi|433804818|ref|N
M_138970.4| 8504 0

Homo sapiens
neurexin 3
(NRXN3), transcript
variant 2, mRNA

D0PRN3 340 1.00E-106 Neurexin-3 . . . . pfam02210 Laminin_G_2

Laminin G domain.
This family includes
the
Thrombospondin
N-terminal-like
domain, a Laminin
G subfamily.

GO:0001525|angiog
enesis;GO:0007155|
cell
adhesion;GO:00072
69|neurotransmitter
secretion;GO:00519
65|positive
regulation of
synapse
assembly;GO:00901
29|positive
regulation of
synapse
maturation;GO:0007
416|synapse
assembly;

GO:0005576|extrace
llular
region;GO:0016021|
integral component
of
membrane;GO:0005
886|plasma
membrane;GO:0098
793|presynapse;

. K07377 NRXN; neurexin

ENSG00000022267 6 24 8 74 61.67273169 142 136 85 120 -1.786743251 0.000935422 0.006245743 down yes FHL1 protein_coding chrX:136146702-
136211359:+

gi|544523091|ref|XP
_005594741.1| 1778 0

PREDICTED: four
and a half LIM
domains protein 1
isoform X1 [Macaca
fascicularis]

gi|228480212|ref|N
M_001159704.1| 2878 0

Homo sapiens four
and a half LIM
domains 1 (FHL1),
transcript variant 4,
mRNA

Q13642 231 5.00E-72 Four and a half LIM
domains protein 1 . . . . pfam00412 LIM

LIM domain. This
family represents
two copies of the
LIM structural
domain.

GO:0009887|organ
morphogenesis;GO:
0030154|cell
differentiation;GO:0
007517|muscle
organ
development;GO:00
30308|negative
regulation of cell
growth;GO:2000134
|negative regulation
of G1/S transition
of mitotic cell
cycle;GO:0010972|n
egative regulation of
G2/M transition of
mitotic cell
cycle;GO:0043268|p
ositive regulation of
potassium ion
transport;GO:00032
54|regulation of
membrane
depolarization;GO:1
901016|regulation of
potassium ion
transmembrane
transporter activity;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005925|fo
cal
adhesion;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0044325|ion
channel
binding;GO:000827
0|zinc ion binding;

K14365
FHL1, SLIM1; four
and a half LIM
domains protein 1

ENSG00000022355 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no GABRA1 protein_coding chr5:161847063-
161899981:+

gi|594636140|ref|XP
_007171475.1| 2293 0

PREDICTED:
gamma-
aminobutyric acid
receptor subunit
alpha-1 isoform X1
[Balaenoptera
acutorostrata
scammoni]

gi|189083725|ref|N
M_001127644.1| 4407 0

Homo sapiens
gamma-
aminobutyric acid
(GABA) A receptor,
alpha 1 (GABRA1),
transcript variant 3,
mRNA

P08219 795 0

Gamma-
aminobutyric acid
receptor subunit
alpha-1

. . . . pfam02931 Neur_chan_LBD

Neurotransmitter-
gated ion-channel
ligand binding
domain. This family
is the extracellular
ligand binding
domain of these ion
channels. This
domain forms a
pentameric
arrangement in the
known structure.

GO:0007214|gamma
-aminobutyric acid
signaling pathway;

GO:0030054|cell
junction;GO:003470
7|chloride channel
complex;GO:004521
1|postsynaptic
membrane;

GO:0005254|chlorid
e channel
activity;GO:0005230
|extracellular ligand-
gated ion channel
activity;GO:0004890
|GABA-A receptor
activity;

K05175

GABRA; gamma-
aminobutyric acid
receptor subunit
alpha

ENSG00000022840 6 14 4 34 23.70715496 53 40 35 36 -1.10320961 0.021586711 0.062353627 down no RNF10 protein_coding chr12:120533480-
120577594:+

gi|578824517|ref|XP
_006719780.1| 3716 0

PREDICTED: RING
finger protein 10
isoform X1 [Homo
sapiens]

gi|156630998|ref|N
M_014868.4| 3825 0

Homo sapiens ring
finger protein 10
(RNF10), mRNA

Q8N5U6 188 4.00E-54 RING finger protein
10 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0010626|negativ
e regulation of
Schwann cell
proliferation;GO:00
31643|positive
regulation of
myelination;GO:004
5944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00518
65|protein
autoubiquitination;
GO:0006351|transcri
ption, DNA-
templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0044212|transcri
ption regulatory
region DNA
binding;GO:000484
2|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000023171 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no GRAMD1B protein_coding chr11:123358428-
123627774:+

gi|724961153|ref|XP
_010354755.1| 4060 0

PREDICTED:
GRAM domain-
containing protein
1B isoform X4
[Rhinopithecus
roxellana]

gi|557440805|ref|N
M_020716.2| 7720 0

Homo sapiens
GRAM domain
containing 1B
(GRAMD1B),
transcript variant 2,
mRNA

Q3KR37 238 2.00E-72
GRAM domain-
containing protein
1B

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0042803|protein
homodimerization
activity;

. .

ENSG00000023228 0 0 0 1 0.210694493 0 0 1 0 0.569016584 0.865048656 NA up no NDUFS1 protein_coding chr2:206114817-
206159603:-

gi|316983160|ref|NP
_001186913.1| 3969 0

NADH-ubiquinone
oxidoreductase 75
kDa subunit,
mitochondrial
isoform 5 [Homo
sapiens]

gi|10716647|gb|AC0
07383.4| 9463 0

Homo sapiens BAC
clone RP11-310K15
from 2, complete
sequence

P28331 272 2.00E-85

NADH-ubiquinone
oxidoreductase 75
kDa subunit,
mitochondrial

CC1946 677 0 COG1034 pfam00384 Molybdopterin Molybdopterin
oxidoreductase.

GO:0008637|apopto
tic mitochondrial
changes;GO:004603
4|ATP metabolic
process;GO:004277
3|ATP synthesis
coupled electron
transport;GO:00453
33|cellular
respiration;GO:0072
593|reactive oxygen
species metabolic
process;GO:005188
1|regulation of
mitochondrial
membrane potential;

GO:0005758|mitoch
ondrial
intermembrane
space;GO:0005747|
mitochondrial
respiratory chain
complex I;

GO:0051537|2 iron,
2 sulfur cluster
binding;GO:005153
9|4 iron, 4 sulfur
cluster
binding;GO:000905
5|electron carrier
activity;GO:0046872
|metal ion
binding;GO:000813
7|NADH
dehydrogenase
(ubiquinone)
activity;

K03934

NDUFS1; NADH
dehydrogenase
(ubiquinone) Fe-S
protein 1
[EC:1.6.5.3
1.6.99.3]

ENSG00000023287 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no RB1CC1 protein_coding chr8:52622456-
52745843:-

gi|134304842|ref|NP
_055596.3| 7302 0

RB1-inducible
coiled-coil protein 1
isoform 1 [Homo
sapiens]

gi|134304841|ref|N
M_014781.4| 6633 0

Homo sapiens RB1-
inducible coiled-coil
1 (RB1CC1),
transcript variant 1,
mRNA

Q8TDY2 187 1.00E-93 RB1-inducible
coiled-coil protein 1 . . . . pfam10377 ATG11

Autophagy-related
protein 11. The
function of this
family is
conflicting. In the
fission yeast,
Schizosaccharomyc
es pombe, this
protein has been
shown to interact
with the telomere
cap complex.
However, in
budding yeast,
Saccharomyces
cerevisiae, this
protein is called
ATG11 and is
shown to be
involved in
autophagy.

GO:0000045|autoph
agosome
assembly;GO:00069
14|autophagy;GO:00
07049|cell
cycle;GO:0006995|c
ellular response to
nitrogen
starvation;GO:00617
23|glycophagy;GO:0
007507|heart
development;GO:00
01889|liver
development;GO:00
00422|mitophagy;G
O:0043066|negative
regulation of
apoptotic
process;GO:200123
7|negative
regulation of
extrinsic apoptotic
signaling
pathway;GO:003024
2|pexophagy;GO:00
45793|positive
regulation of cell
size;GO:0046330|po
sitive regulation of
JNK
cascade;GO:000193
4|positive regulation
of protein
phosphorylation;GO
:0006355|regulation

GO:1990316|ATG1/
UKL1 kinase
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
31965|nuclear
membrane;GO:0005
634|nucleus;GO:000
0407|pre-
autophagosomal
structure;GO:00340
45|pre-
autophagosomal
structure membrane;

GO:0032947|protein
complex
scaffold;GO:001990
1|protein kinase
binding;

K17589
RB1CC1; RB1-
inducible coiled-coil
protein 1



ENSG00000023318 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ERP44 protein_coding chr9:99979179-
100099040:-

gi|3043670|dbj|BAA
25499.1| 2314 0 KIAA0573 protein

[Homo sapiens]
gi|3043669|dbj|AB0
11145.1| 4768 0

Homo sapiens
mRNA for
KIAA0573 protein,
partial cds

Q9BS26 801 0
Endoplasmic
reticulum resident
protein 44

SPAC1F5.02 99.8 1.00E-20 COG0526 pfam13848 Thioredoxin_6 Thioredoxin-like
domain.

GO:0045454|cell
redox
homeostasis;GO:000
9100|glycoprotein
metabolic
process;GO:000645
7|protein
folding;GO:0034976
|response to
endoplasmic
reticulum
stress;GO:0006986|r
esponse to unfolded
protein;

GO:0009986|cell
surface;GO:0005788
|endoplasmic
reticulum
lumen;GO:0005789|
endoplasmic
reticulum
membrane;GO:0005
793|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
70062|extracellular
exosome;

GO:0003756|protein
disulfide isomerase
activity;

K17264

ERP44, TXNDC4;
endoplasmic
reticulum resident
protein 44

ENSG00000023516 0 0 0 0 0.302884172 1 1 1 0 -1.472069201 0.551973632 NA down no AKAP11 protein_coding chr13:42272153-
42323267:+

gi|7706457|ref|NP_0
57332.1| 9311 0

A-kinase anchor
protein 11 [Homo
sapiens]

gi|325053649|ref|N
M_016248.3| 9920 0

Homo sapiens A
kinase (PRKA)
anchor protein 11
(AKAP11), mRNA

Q9UKA4 3585 0 A-kinase anchor
protein 11 . . . . pfam05716 AKAP_110

A-kinase anchor
protein 110 kDa
(AKAP 110). This
family consists of
several mammalian
protein kinase A
anchoring protein 3
(PRKA3) or A-
kinase anchor
protein 110 kDa
(AKAP 110)
sequences. Agents
that increase
intracellular cAMP
are potent
stimulators of
sperm motility.
Anchoring inhibitor
peptides, designed
to disrupt the
interaction of the
cAMP-dependent
protein kinase A
(PKA) with A
kinase-anchoring
proteins (AKAPs),
are potent inhibitors
of sperm motility.
PKA anchoring is a
key biochemical
mechanism
controlling motility.
AKAP110 shares
compartments with
both RI and RII

GO:0035556|intracel
lular signal
transduction;GO:00
10738|regulation of
protein kinase A
signaling;

GO:0005815|microt
ubule organizing
center;GO:0005777|
peroxisome;

GO:0051018|protein
kinase A
binding;GO:000815
7|protein
phosphatase 1
binding;

K16527 AKAP11; A-kinase
anchor protein 11

ENSG00000023902 0 1 2 2 1.182321766 0 3 0 2 0.522491544 0.715531223 0.799332177 up no PLEKHO1 protein_coding chr1:150149183-
150164720:+

gi|20149626|ref|NP_
057358.2| 2014 0

pleckstrin
homology domain-
containing family O
member 1 isoform a
[Homo sapiens]

gi|34531758|dbj|AK
125609.1| 3672 0

Homo sapiens
cDNA FLJ43621 fis,
clone
SPLEN2023160,
highly  similar to
Homo sapiens TNF
intracellular
domain-interacting
protein

Q53GL0 60.1 2.00E-09

Pleckstrin
homology domain-
containing family O
member 1

. . . . pfam00169 PH
PH domain. PH
stands for pleckstrin
homology.

GO:0072673|lamelli
podium
morphogenesis;GO:
0007520|myoblast
fusion;GO:0051451|
myoblast
migration;GO:00083
60|regulation of cell
shape;

GO:0005737|cytopla
sm;GO:0036195|mu
scle cell projection
membrane;GO:0005
634|nucleus;GO:003
2587|ruffle
membrane;

. . .

ENSG00000024048 2 1 0 0 0.919874056 2 0 0 2 0.293521028 0.868117861 NA up no UBR2 protein_coding chr6:42564062-
42693504:+

gi|27597061|ref|NP_
056070.1| 9068 0

E3 ubiquitin-protein
ligase UBR2
isoform 1 [Homo
sapiens]

gi|296317266|ref|N
M_015255.2| 7857 0

Homo sapiens
ubiquitin protein
ligase E3
component n-
recognin 2 (UBR2),
transcript variant 1,
mRNA

Q8IWV8 3472 0 E3 ubiquitin-protein
ligase UBR2 . . . . pfam02207 zf-UBR

Putative zinc finger
in N-recognin (UBR
box). This region is
found in E3
ubiquitin ligases
that recognize N-
recognins.

GO:0071233|cellular
response to
leucine;GO:0006342
|chromatin
silencing;GO:00335
22|histone H2A
ubiquitination;GO:0
007141|male
meiosis
I;GO:0032007|negati
ve regulation of
TOR
signaling;GO:00002
09|protein
polyubiquitination;
GO:0007283|sperma
togenesis;GO:00715
96|ubiquitin-
dependent protein
catabolic process
via the N-end rule
pathway;

GO:0000785|chrom
atin;GO:0005737|cyt
oplasm;GO:0005829
|cytosol;GO:000565
4|nucleoplasm;GO:0
005886|plasma
membrane;GO:0000
151|ubiquitin ligase
complex;

GO:0070728|leucine
binding;GO:001687
4|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K10626
UBR2; E3 ubiquitin-
protein ligase UBR2
[EC:2.3.2.27]

ENSG00000025156 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no HSF2 protein_coding chr6:122399546-
122433119:+

gi|4758568|ref|NP_0
04497.1| 2651 0

heat shock factor
protein 2 isoform a
[Homo sapiens]

gi|207113146|ref|N
M_001135564.1| 2643 0

Homo sapiens heat
shock transcription
factor 2 (HSF2),
transcript variant 2,
mRNA

Q03933 1023 0 Heat shock factor
protein 2 SPAC2E12.02.02 148 2.00E-36 COG5169 pfam06546 Vert_HS_TF

Vertebrate heat
shock transcription
factor. This family
represents the C-
terminal region of
vertebrate heat
shock transcription
factors. Heat shock
transcription factors
regulate the
expression of heat
shock proteins - a
set of proteins that
protect the cell from
damage caused by
stress and aid the
cell's recovery after
the removal of
stress. This C-
terminal region is
found with the N-
terminal
pfam00447, and
may contain a three-
stranded coiled-coil
trimerization
domain and a CE2
regulatory region,
the latter of which is
involved in
sustained heat
shock response.

GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;GO:00072
83|spermatogenesis;
GO:0006366|transcri
ption from RNA
polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0000979|RNA
polymerase II core
promoter sequence-
specific DNA
binding;GO:000116
2|RNA polymerase
II intronic
transcription
regulatory region
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09415
HSF2; heat shock
transcription factor
2

ENSG00000025293 0 2 1 0 1.428113845 4 4 1 1 -1.201111394 0.365983371 0.497659113 down no PHF20 protein_coding chr20:35771974-
35950381:+

gi|18034775|ref|NP_
057520.2| 4866 0 PHD finger protein

20 [Homo sapiens]
gi|110735447|ref|N
M_016436.4| 5889 0

Homo sapiens PHD
finger protein 20
(PHF20), mRNA

Q9BVI0 1870 0 PHD finger protein
20 SPAC22E12.11c 67.4 3.00E-10 COG2940 pfam12618 DUF3776

Protein of unknown
function
(DUF3776). This
domain family is
found in
eukaryotes, and is
approximately 100
amino acids in
length.

GO:0043984|histone
H4-K16
acetylation;GO:0043
981|histone H4-K5
acetylation;GO:0043
982|histone H4-K8
acetylation;GO:1901
796|regulation of
signal transduction
by p53 class
mediator;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0000123|hi
stone
acetyltransferase
complex;GO:007133
9|MLL1
complex;GO:003196
5|nuclear
membrane;GO:0005
654|nucleoplasm;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

K18402 PHF20; PHD finger
protein 20

ENSG00000025772 0 2 0 4 1.176105841 1 0 1 3 0.602104402 0.677470036 0.771852461 up no TOMM34 protein_coding chr20:44942130-
44960486:-

gi|426391810|ref|XP
_004062259.1| 1572 0

PREDICTED:
mitochondrial
import receptor
subunit TOM34
[Gorilla gorilla
gorilla]

gi|40807467|ref|NM
_006809.4| 2049 0

Homo sapiens
translocase of outer
mitochondrial
membrane 34
(TOMM34), mRNA

Q15785 609 0
Mitochondrial
import receptor
subunit TOM34

. . . . pfam13414 TPR_11 TPR repeat.
GO:0006626|protein
targeting to
mitochondrion;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0016
020|membrane;GO:
0005741|mitochondr
ial outer
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0031072|heat
shock protein
binding;

K17766

TOM34;
mitochondrial
import receptor
subunit TOM34

ENSG00000025796 0 1 0 2 1.237413133 5 2 0 2 -1.190329913 0.41661034 0.547402512 down no SEC63 protein_coding chr6:107867756-
107958189:-

gi|829988888|ref|XP
_012608644.1| 3587 0

PREDICTED:
translocation
protein SEC63
homolog
[Microcebus
murinus]

gi|189491764|ref|N
M_007214.4| 6411 0

Homo sapiens
SEC63 homolog (S.
cerevisiae) (SEC63),
mRNA

Q5R660 236 3.00E-71
Translocation
protein SEC63
homolog

SPBC36B7.03 149 6.00E-36 COG5407 pfam02889 Sec63

Sec63 Brl domain.
This domain (also
known as the Brl
domain) is required
for assembly of
functional
endoplasmic
reticulum
translocons.

GO:0015031|protein
transport;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

. K09540
SEC63, DNAJC23;
translocation
protein SEC63

ENSG00000026508 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CD44 protein_coding chr11:35138870-
35232402:+

gi|48255935|ref|NP_
000601.3| 3092 0

CD44 antigen
isoform 1 precursor
[Homo sapiens]

gi|48255940|ref|NM
_001001391.1| 4589 0

Homo sapiens CD44
molecule (Indian
blood group)
(CD44), transcript
variant 4, mRNA

P14745 422 2.00E-146 CD44 antigen . . . . pfam00193 Xlink Extracellular link
domain.

GO:0051216|cartilag
e
development;GO:00
07160|cell-matrix
adhesion;GO:00443
44|cellular response
to fibroblast growth
factor
stimulus;GO:002261
7|extracellular
matrix
disassembly;GO:003
0198|extracellular
matrix
organization;GO:00
30214|hyaluronan
catabolic
process;GO:006033
3|interferon-
gamma-mediated
signaling
pathway;GO:005090
0|leukocyte
migration;GO:00704
87|monocyte
aggregation;GO:004
3066|negative
regulation of
apoptotic
process;GO:004315
4|negative
regulation of
cysteine-type
endopeptidase
activity involved in

GO:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0070
062|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00057
94|Golgi
apparatus;GO:00058
87|integral
component of
plasma
membrane;GO:0035
692|macrophage
migration inhibitory
factor receptor
complex;GO:000588
6|plasma membrane;

GO:0005518|collage
n
binding;GO:000554
0|hyaluronic acid
binding;

K06256 CD44; CD44 antigen

ENSG00000026652 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no AGPAT4 protein_coding chr6:161129979-
161274061:-

gi|9910392|ref|NP_0
64518.1| 1949 0

1-acyl-sn-glycerol-
3-phosphate
acyltransferase delta
[Homo sapiens]

gi|69128030|ref|NM
_020133.2| 7865 0

Homo sapiens 1-
acylglycerol-3-
phosphate O-
acyltransferase 4
(AGPAT4), mRNA

Q5E9R2 99.4 9.00E-24
1-acyl-sn-glycerol-
3-phosphate
acyltransferase delta

SPBC428.14 82.4 2.00E-15 COG0204 pfam01553 Acyltransferase

Acyltransferase.
This family contains
acyltransferases
involved in
phospholipid
biosynthesis and
other proteins of
unknown function.
This family also
includes tafazzin,
the Barth syndrome
gene.

GO:0016024|CDP-
diacylglycerol
biosynthetic
process;GO:000665
4|phosphatidic acid
biosynthetic
process;GO:000865
4|phospholipid
biosynthetic
process;GO:001943
2|triglyceride
biosynthetic
process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0003841|1-
acylglycerol-3-
phosphate O-
acyltransferase
activity;

K13523

AGPAT3_4;
lysophosphatidic
acid acyltransferase
/
lysophosphatidylino
sitol acyltransferase
[EC:2.3.1.51 2.3.1.-]

ENSG00000028277 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no POU2F2 protein_coding chr19:42086110-
42196585:-

gi|795443272|ref|XP
_011762883.1| 2143 0

PREDICTED: POU
domain, class 2,
transcription factor
2 isoform X2
[Macaca
nemestrina]

gi|351542188|ref|N
M_002698.4| 6896 0

Homo sapiens POU
class 2 homeobox 2
(POU2F2),
transcript variant 2,
mRNA

P09086 156 9.00E-40
POU domain, class
2, transcription
factor 2

. . . . pfam00157 Pou
Pou domain - N-
terminal to
homeobox domain.

GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09364

POU2F, OTF; POU
domain
transcription factor,
class 2



ENSG00000028839 2 2 5 2 3.443865091 4 4 4 5 -0.031055456 0.968100483 0.978813301 down no TBPL1 protein_coding chr6:133952170-
133990432:+

gi|562829699|ref|XP
_006144394.1| 1054 1.00E-138

PREDICTED:
TATA box-binding
protein-like protein
1 isoform X1
[Tupaia chinensis]

gi|4826515|emb|AL0
35699.4| 3476 0

Human DNA
sequence from
clone RP1-73H22
on chromosome
6q23, complete
sequence

P62340 265 2.00E-86
TATA box-binding
protein-like protein
1

YER148w 94.7 8.00E-22 COG2101 pfam00352 TBP

Transcription factor
TFIID (or TATA-
binding protein,
TBP).

GO:0006352|DNA-
templated
transcription,
initiation;GO:00063
55|regulation of
transcription, DNA-
templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003677|DNA
binding; K03120

TBP, tbp;
transcription
initiation factor
TFIID TATA-box-
binding protein

ENSG00000029363 4 14 6 16 14.606375 32 26 13 22 -0.744779659 0.1100578 0.199853912 down no BCLAF1 protein_coding chr6:136256627-
136289851:-

gi|7661958|ref|NP_0
55554.1| 2824 0

bcl-2-associated
transcription factor
1 isoform 1 [Homo
sapiens]

gi|117938252|ref|N
M_014739.2| 7263 0

Homo sapiens
BCL2-associated
transcription factor
1 (BCLAF1),
transcript variant 1,
mRNA

Q8K019 162 2.00E-44
Bcl-2-associated
transcription factor
1

. . . . pfam15440 THRAP3_BCLAF1

THRAP3/BCLAF1
family. This family
includes thyroid
hormone receptor-
associated protein 3
(THRAP3), which is
a spliceosome
component and a
subunit of the
TRAP complex
which plays a role
in pre-mRNA
splicing and in
mRNA decay. It
also includes the
transcriptional
repressor Bcl-2-
associated
transcription factor
1 (BCLAF1).

GO:0006915|apopto
tic
process;GO:004589
2|negative
regulation of
transcription, DNA-
templated;GO:00430
65|positive
regulation of
apoptotic
process;GO:200014
4|positive regulation
of DNA-templated
transcription,
initiation;GO:20012
44|positive
regulation of
intrinsic apoptotic
signaling
pathway;GO:200102
2|positive regulation
of response to DNA
damage
stimulus;GO:004362
0|regulation of
DNA-templated
transcription in
response to
stress;GO:0006351|t
ranscription, DNA-
templated;

GO:0005737|cytopla
sm;GO:0016607|nuc
lear
speck;GO:0005730|
nucleolus;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0003677|DNA
binding;GO:004482
2|poly(A) RNA
binding;

K13087

BCLAF1; bcl2
associated
transcription factor
1

ENSG00000029725 0 0 1 1 1.180764141 2 3 2 2 -1.625429899 0.231628266 0.353967138 down no RABEP1 protein_coding chr17:5282265-
5385812:+

gi|31377798|ref|NP_
004694.2| 4337 0

rab GTPase-binding
effector protein 1
isoform 1 [Homo
sapiens]

gi|615276296|ref|N
M_004703.5| 5365 0

Homo sapiens
rabaptin, RAB
GTPase binding
effector protein 1
(RABEP1),
transcript variant 1,
mRNA

Q15276 72 2.00E-13
Rab GTPase-
binding effector
protein 1

. . . . pfam09311 Rab5-bind

Rabaptin-like
protein. Members of
this family are
predominantly
found in Rabaptin
and allow for
binding to the
GTPase Rab5. This
interaction is
necessary and
sufficient for Rab5-
dependent
recruitment of
Rabaptin5 to early
endosomal

GO:0006915|apopto
tic
process;GO:000689
7|endocytosis;GO:0
061025|membrane
fusion;GO:0015031|
protein
transport;GO:00161
92|vesicle-mediated
transport;

GO:0005769|early
endosome;GO:0030
139|endocytic
vesicle;GO:0005768|
endosome;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00550
37|recycling
endosome;

GO:0005096|GTPas
e activator
activity;GO:0042803
|protein
homodimerization
activity;

K12480
RABEP1; Rab
GTPase-binding
effector protein 1

ENSG00000030304 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no MUSK protein_coding chr9:110668771-
110801620:+

gi|5031927|ref|NP_0
05583.1| 4480 0

muscle, skeletal
receptor tyrosine-
protein kinase
isoform 1 [Homo
sapiens]

gi|261878453|ref|N
M_005592.3| 2754 0

Homo sapiens
muscle, skeletal,
receptor tyrosine
kinase (MUSK),
transcript variant 1,
mRNA

O15146 219 7.00E-66
Muscle, skeletal
receptor tyrosine-
protein kinase

SPy1625_1 89.4 4.00E-18 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine
kinase.

GO:0030154|cell
differentiation;GO:0
007613|memory;GO
:0007275|multicellul
ar organismal
development;GO:00
07528|neuromuscul
ar junction
development;GO:00
10628|positive
regulation of gene
expression;GO:2000
541|positive
regulation of
protein
geranylgeranylation;
GO:0001934|positiv
e regulation of
protein
phosphorylation;GO
:0046777|protein
autophosphorylatio
n;GO:0008582|regul
ation of synaptic
growth at
neuromuscular
junction;GO:007134
0|skeletal muscle
acetylcholine-gated
channel
clustering;GO:00071
69|transmembrane
receptor protein
tyrosine kinase
signaling pathway;

GO:0030054|cell
junction;GO:000588
7|integral
component of
plasma
membrane;GO:0031
594|neuromuscular
junction;GO:004521
1|postsynaptic
membrane;GO:0043
235|receptor
complex;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000471
3|protein tyrosine
kinase
activity;GO:0004714
|transmembrane
receptor protein
tyrosine kinase
activity;

K05129

MUSK; muscle,
skeletal, receptor
tyrosine kinase
[EC:2.7.10.1]

ENSG00000030419 0 1 0 1 0.730790917 3 0 0 2 -0.816676525 0.65864344 NA down no IKZF2 protein_coding chr2:212999691-
213152427:-

gi|354477266|ref|XP
_003500843.1| 2712 0

PREDICTED: zinc
finger protein
Helios isoform X2
[Cricetulus griseus]

gi|119220595|ref|N
M_016260.2| 8540 0

Homo sapiens
IKAROS family
zinc finger 2
(Helios) (IKZF2),
transcript variant 1,
mRNA

Q9UKS7 249 5.00E-73 Zinc finger protein
Helios . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K09220
IKZF, ZNFN1A;
IKAROS family
zinc finger protein

ENSG00000030582 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no GRN protein_coding chr17:44345086-
44353102:+

gi|426347981|ref|XP
_004041620.1| 3102 0

PREDICTED:
granulins [Gorilla
gorilla gorilla]

gi|426347980|ref|X
M_004041572.1| 2260 0

PREDICTED:
Gorilla gorilla
gorilla granulin
(GRN), mRNA

P28799 226 4.00E-69 Granulins . . . . pfam00396 Granulin Granulin. GO:0007165|signal
transduction;

GO:0070062|extrace
llular
exosome;GO:00056
15|extracellular
space;GO:0043231|i
ntracellular
membrane-bounded
organelle;

GO:0008083|growth
factor
activity;GO:0044822
|poly(A) RNA
binding;

. .

ENSG00000031003 0 0 0 4 8.536046278 28 22 4 28 -3.946259927 0.000190764 0.0017522 down yes FAM13B protein_coding chr5:137937960-
138051961:-

gi|675791940|ref|XP
_008952862.1| 3955 0

PREDICTED:
protein FAM13B
isoform X2 [Pan
paniscus]

gi|156142187|ref|N
M_016603.2| 5465 0

Homo sapiens
family with
sequence similarity
13, member B
(FAM13B),
transcript variant 1,
mRNA

Q8K2H3 60.1 1.00E-09 Protein FAM13B . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0098779|mitoph
agy in response to
mitochondrial
depolarization;GO:0
002230|positive
regulation of
defense response to
virus by
host;GO:0007165|si
gnal
transduction;GO:00
98792|xenophagy;

. GO:0005096|GTPas
e activator activity; . .

ENSG00000031698 0 1 0 0 0.326174843 1 1 0 0 -0.157203296 0.949781491 NA down no SARS protein_coding chr1:109213918-
109238169:+

gi|578799563|ref|XP
_006710876.1| 2800 0

PREDICTED:
serine--tRNA ligase,
cytoplasmic isoform
X1 [Homo sapiens]

gi|300795157|ref|N
M_006513.3| 1852 0

Homo sapiens seryl-
tRNA synthetase
(SARS), transcript
variant 1, mRNA

P49591 1036 0 Serine--tRNA
ligase, cytoplasmic SPAC29A4.15 426 4.00E-142 COG0172 pfam00587 tRNA-synt_2b

tRNA synthetase
class II core domain
(G, H, P, S and T).
Other tRNA
synthetase sub-
families are too
dissimilar to be
included. This
domain is the core
catalytic domain of
tRNA synthetases
and includes glycyl,
histidyl, prolyl,
seryl and threonyl
tRNA synthetases.

GO:0097056|selenoc
ysteinyl-tRNA(Sec)
biosynthetic
process;GO:000643
4|seryl-tRNA
aminoacylation;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000482
8|serine-tRNA ligase
activity;

K01875
SARS, serS; seryl-
tRNA synthetase
[EC:6.1.1.11]

ENSG00000032219 26 17 16 7 13.11645441 4 6 8 4 2.2766361 0.000378992 0.003018035 up yes ARID4A protein_coding chr14:58298385-
58373887:+

gi|115334677|ref|NP
_002883.3| 4940 0

AT-rich interactive
domain-containing
protein 4A isoform
I [Homo sapiens]

gi|426377021|ref|X
M_004055229.1| 5824 0

PREDICTED:
Gorilla gorilla
gorilla AT rich
interactive domain
4A (RBP1-like),
transcript variant 1
(ARID4A), mRNA

P29374 1684 0
AT-rich interactive
domain-containing
protein 4A

. . . . pfam08169 RBB1NT

RBB1NT (NUC162)
domain. This
domain is found N
terminal to the
ARID/BRIGHT
domain in  DNA-
binding proteins of
the Retinoblastoma-
binding protein 1
family.

GO:0048821|erythro
cyte
development;GO:00
97368|establishment
of Sertoli cell
barrier;GO:0080182|
histone H3-K4
trimethylation;GO:0
036124|histone H3-
K9
trimethylation;GO:0
034773|histone H4-
K20
trimethylation;GO:0
045892|negative
regulation of
transcription, DNA-
templated;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
49|regulation of
gene expression by
genetic
imprinting;GO:0006
357|regulation of
transcription from
RNA polymerase II
promoter;GO:00072
83|spermatogenesis;
GO:0006366|transcri
ption from RNA
polymerase II

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:001705
3|transcriptional
repressor complex;

GO:0003677|DNA
binding;GO:000440
7|histone
deacetylase
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K19194

ARID4A, RBP1;
AT-rich interactive
domain-containing
protein 4A

ENSG00000032389 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TSSC1 protein_coding chr2:3188925-
3377882:-

gi|767913323|ref|XP
_011508686.1| 1890 0

PREDICTED:
protein TSSC1
isoform X2 [Homo
sapiens]

gi|34532735|dbj|AK
126288.1| 2107 0

Homo sapiens
cDNA FLJ44308 fis,
clone
TRACH2025507,
moderately  similar
to Homo sapiens
tumor suppressing
subtransferable
candidate 1
(TSSC1)

Q53HC9 212 1.00E-64 Protein TSSC1 . . . . pfam00400 WD40 WD domain, G-beta
repeat.

GO:0048821|erythro
cyte
development;GO:00
97368|establishment
of Sertoli cell
barrier;GO:0080182|
histone H3-K4
trimethylation;GO:0
036124|histone H3-
K9
trimethylation;GO:0
034773|histone H4-
K20
trimethylation;GO:0
045892|negative
regulation of
transcription, DNA-
templated;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
49|regulation of
gene expression by
genetic
imprinting;GO:0006
357|regulation of
transcription from
RNA polymerase II
promoter;GO:00072
83|spermatogenesis;
GO:0006366|transcri
ption from RNA
polymerase II

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:001705
3|transcriptional
repressor complex;

GO:0003677|DNA
binding;GO:000440
7|histone
deacetylase
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

. .



ENSG00000033030 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no ZCCHC8 protein_coding chr12:122471600-
122501073:-

gi|38044290|ref|NP_
060082.2| 3235 0

zinc finger CCHC
domain-containing
protein 8 [Homo
sapiens]

gi|7018504|emb|AL1
57433.1| 4353 0

Homo sapiens
mRNA; cDNA
DKFZp434E2220
(from clone
DKFZp434E2220)

Q6NZY4 251 7.00E-109
Zinc finger CCHC
domain-containing
protein 8

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000398|mRNA
splicing, via
spliceosome;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0044822|poly(A
) RNA
binding;GO:000827
0|zinc ion binding;

K13128

ZCCHC8; zinc
finger CCHC
domain-containing
protein 8

ENSG00000033050 0 1 0 1 0.914499454 1 1 0 5 -1.273863773 0.44294046 NA down no ABCF2 protein_coding chr7:151207837-
151227230:-

gi|10947137|ref|NP_
005683.2| 3120 0

ATP-binding
cassette sub-family
F member 2
isoform b [Homo
sapiens]

gi|525345247|ref|N
M_007189.2| 3546 0

Homo sapiens ATP-
binding cassette,
sub-family F
(GCN20), member 2
(ABCF2), transcript
variant 1, mRNA

Q99LE6 318 2.00E-103
ATP-binding
cassette sub-family
F member 2

YER036c 538 0 COG0488 pfam00005 ABC_tran

ABC transporter.
ABC transporters
for a large family of
proteins responsible
for translocation of
a variety of
compounds across
biological
membranes. ABC
transporters are the
largest family of
proteins in many
completely
sequenced bacteria.
ABC transporters
are composed of
two copies of this
domain and two
copies of a
transmembrane
domain pfam00664.
These four domains
may belong to a
single polypeptide
or belong in
different
polypeptide chains.

.
GO:0016020|membr
ane;GO:0005739|mit
ochondrion;

GO:0005524|ATP
binding;GO:001688
7|ATPase activity;

K06185

ABCF2; ATP-
binding cassette,
subfamily F,
member 2

ENSG00000033122 0 0 0 1 0.714982296 1 2 3 0 -1.753310329 0.332017811 NA down no LRRC7 protein_coding chr1:69568398-
70151945:+

gi|694886732|ref|XP
_513481.3| 7811 0

PREDICTED:
leucine-rich repeat-
containing protein 7
isoform X6 [Pan
troglodytes]

gi|635107334|ref|X
M_007978325.1| 5812 0

PREDICTED:
Chlorocebus
sabaeus leucine rich
repeat containing 7
(LRRC7), transcript
variant X5, mRNA

P70587 59.3 1.00E-08 Leucine-rich repeat-
containing protein 7 alr0124_1 159 6.00E-40 COG4886 pfam00595 PDZ

PDZ domain (Also
known as DHR or
GLGF). PDZ
domains are found
in diverse signaling
proteins.

.

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:001
4069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

. . .

ENSG00000033627 0 1 0 3 3.12607497 7 4 5 11 -2.312800443 0.023850378 0.066614996 down no ATP6V0A1 protein_coding chr17:42458844-
42522611:+

gi|194097401|ref|NP
_001123492.1| 4270 0

V-type proton
ATPase 116 kDa
subunit a isoform 1
isoform a [Homo
sapiens]

gi|28570403|gb|AC0
67852.23| 4652 0

Homo sapiens
chromosome 17,
clone RP11-400F19,
complete sequence

P25286 267 1.00E-81
V-type proton
ATPase 116 kDa
subunit a isoform 1

YOR270c 612 0 COG1269 pfam01496 V_ATPase_I

V-type ATPase
116kDa subunit
family. This family
consists of the
116kDa V-type
ATPase (vacuolar
(H+)-ATPases)
subunits, as well as
V-type ATP
synthase subunit i.
The V-type
ATPases family are
proton pumps that
acidify intracellular
compartments in
eukaryotic cells for
example yeast
central vacuoles,
clathrin-coated and
synaptic vesicles.
They have
important roles in
membrane
trafficking
processes. The
116kDa subunit
(subunit a) in the V-
type ATPase is part
of the V0 functional
domain responsible
for proton
transport. The a
subunit is a
transmembrane
glycoprotein with

GO:0015991|ATP
hydrolysis coupled
proton
transport;GO:00159
86|ATP synthesis
coupled proton
transport;GO:00082
86|insulin receptor
signaling
pathway;GO:003422
0|ion
transmembrane
transport;GO:00903
83|phagosome
acidification;GO:00
16241|regulation of
macroautophagy;G
O:1901998|toxin
transport;GO:00335
72|transferrin
transport;GO:00070
35|vacuolar
acidification;GO:00
70072|vacuolar
proton-transporting
V-type ATPase
complex assembly;

GO:0005623|cell;G
O:0005737|cytoplas
m;GO:0010008|endo
some
membrane;GO:0070
062|extracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00424
70|melanosome;GO:
0005654|nucleoplas
m;GO:0030670|phag
ocytic vesicle
membrane;GO:0005
886|plasma
membrane;GO:0016
471|vacuolar
proton-transporting
V-type ATPase
complex;GO:000022
0|vacuolar proton-
transporting V-type
ATPase, V0
domain;

GO:0051117|ATPas
e
binding;GO:004696
1|proton-
transporting ATPase
activity, rotational
mechanism;

K02154

ATPeV0A, ATP6N;
V-type H+-
transporting ATPase
subunit a

ENSG00000033800 0 4 0 1 3.0943888 9 11 1 4 -1.878859368 0.098478317 0.182448051 down no PIAS1 protein_coding chr15:68054179-
68198603:+

gi|478494897|ref|XP
_004421796.1| 3114 0

PREDICTED: E3
SUMO-protein
ligase PIAS1
isoform 1
[Ceratotherium
simum simum]

gi|22325316|gb|AC1
07871.10| 6307 0

Homo sapiens
chromosome 15,
clone RP11-
315D16, complete
sequence

O75925 284 1.00E-97 E3 SUMO-protein
ligase PIAS1 . . . . pfam14324 PINIT

PINIT domain. The
PINIT domain is a
protein domain that
is found in PIAS
proteins. The PINIT
domain is about 180
amino acids in
length.

GO:0030521|androg
en receptor
signaling
pathway;GO:004544
4|fat cell
differentiation;GO:0
000082|G1/S
transition of mitotic
cell
cycle;GO:0007259|J
AK-STAT
cascade;GO:004306
6|negative
regulation of
apoptotic
process;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00324
36|positive
regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:003323
5|positive regulation
of protein
sumoylation;GO:00
51152|positive
regulation of
smooth muscle cell
differentiation;GO:0
045893|positive

GO:0016607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
016605|PML body;

GO:0050681|androg
en receptor
binding;GO:000367
7|DNA
binding;GO:001989
9|enzyme
binding;GO:001687
4|ligase
activity;GO:0061665
|SUMO ligase
activity;GO:0019789
|SUMO transferase
activity;GO:0003713
|transcription
coactivator
activity;GO:0003714
|transcription
corepressor
activity;GO:0008270
|zinc ion binding;

K04706
PIAS1; E3 SUMO-
protein ligase
PIAS1

ENSG00000033867 0 0 0 0 0.602027319 3 1 1 1 -2.464993221 0.174587297 NA down no SLC4A7 protein_coding chr3:27372721-
27484420:-

gi|197311545|gb|AC
H61960.1| 5911 0

solute carrier family
4 sodium
bicarbonate
cotransporter
member 7 [Homo
sapiens]

gi|385648266|ref|N
M_003615.4| 7757 0

Homo sapiens
solute carrier family
4, sodium
bicarbonate
cotransporter,
member 7
(SLC4A7),
transcript variant 1,
mRNA

Q32LP4 1508 0
Sodium-driven
chloride bicarbonate
exchanger

. . . . pfam00955 HCO3_cotransp

HCO3- transporter
family. This family
contains Band 3
anion exchange
proteins that
exchange CL-
/HCO3-. This family
also includes
cotransporters of
Na+/HCO3-.

GO:0098656|anion
transmembrane
transport;GO:00157
01|bicarbonate
transport;GO:00073
99|nervous system
development;GO:00
51453|regulation of
intracellular
pH;GO:0006814|sod
ium ion transport;

GO:0005887|integral
component of
plasma membrane;

GO:0008509|anion
transmembrane
transporter
activity;GO:0015297
|antiporter
activity;GO:0005452
|inorganic anion
exchanger
activity;GO:0015293
|symporter activity;

K13858

SLC4A7; solute
carrier family 4
(sodium
bicarbonate
cotransporter),
member 7

ENSG00000034510 2 2 2 2 1.812092175 0 4 1 1 0.995346817 0.367985132 0.498829902 up no TMSB10 protein_coding chr2:84905625-
84906675:+

gi|119619953|gb|EA
W99547.1| 419 5.00E-49

thymosin, beta 10,
isoform CRA_a,
partial [Homo
sapiens]

gi|72255578|ref|NM
_021103.3| 482 0

Homo sapiens
thymosin beta 10
(TMSB10), mRNA

P63312 89 4.00E-22 Thymosin beta-10 . . . . pfam01290 Thymosin Thymosin beta-4
family.

GO:0030036|actin
cytoskeleton
organization;GO:00
07015|actin filament
organization;GO:00
42989|sequestering
of actin
monomers;GO:0007
286|spermatid
development;

GO:0005737|cytopla
sm;GO:0031941|fila
mentous actin;

GO:0003785|actin
monomer binding; K13785 TMSB10; thymosin

beta 10

ENSG00000034713 66 89 96 69 77.15031399 67 74 74 69 0.773125111 0.01044273 0.037072759 up no GABARAPL2 protein_coding chr16:75566351-
75577881:+

gi|426382957|ref|XP
_004058063.1| 728 1.00E-91

PREDICTED:
uncharacterized
protein
LOC101141496
[Gorilla gorilla
gorilla]

gi|18376863|gb|AC0
25287.8| 2274 0

Homo sapiens
chromosome 16
clone RP11-490B18,
complete sequence

P60522 216 3.00E-70

Gamma-
aminobutyric acid
receptor-associated
protein-like 2

. . . . pfam02991 Atg8

Autophagy protein
Atg8 ubiquitin like.
Light chain 3 is
proposed to
function primarily
as a subunit of
microtubule
associated proteins
1A and 1B and that
its expression may
regulate
microtubule binding
activity. Autophagy
is generally known
as a process
involved in the
degradation of bulk
cytoplasmic
components that are
non-specifically
sequestered into an
autophagosome,
where they are
sequestered into
double-membrane
vesicles and
delivered to the
degradative
organelle, the
lysosome/vacuole,
for breakdown and
eventual recycling
of the resulting
macromolecules.
The yeast proteins

GO:0003333|amino
acid transmembrane
transport;GO:00165
57|peroxisome
membrane
biogenesis;GO:0007
031|peroxisome
organization;GO:00
45046|protein
import into
peroxisome
membrane;GO:0055
085|transmembrane
transport;

GO:0005829|cytosol
;GO:0005783|endopl
asmic
reticulum;GO:00057
79|integral
component of
peroxisomal
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005654|nucleoplasm
;GO:0005778|peroxi
somal
membrane;GO:0005
777|peroxisome;GO:
0043234|protein
complex;GO:003299
4|protein-lipid
complex;

GO:0015171|amino
acid transmembrane
transporter
activity;GO:0008289
|lipid
binding;GO:004698
3|protein
dimerization
activity;

K08341

GABARAP, ATG8,
LC3; GABA(A)
receptor-associated
protein



ENSG00000035403 0 1 0 0 2.517227276 7 5 5 7 -3.735937558 0.002464537 0.012886855 down yes VCL protein_coding chr10:73995193-
74121363:+

gi|731198064|ref|XP
_010605598.1| 5310 0

PREDICTED: LOW
QUALITY
PROTEIN: vinculin
[Fukomys
damarensis]

gi|31874073|emb|BX
537994.1| 7957 0

Homo sapiens
mRNA; cDNA
DKFZp686C1586
(from clone
DKFZp686C1586);
complete cds

P18206 1812 0 Vinculin . . . . pfam01044 Vinculin Vinculin family.

GO:0034333|adhere
ns junction
assembly;GO:00432
97|apical junction
assembly;GO:00486
75|axon
extension;GO:00071
55|cell
adhesion;GO:00071
60|cell-matrix
adhesion;GO:00901
36|epithelial cell-cell
adhesion;GO:00300
32|lamellipodium
assembly;GO:00020
09|morphogenesis
of an
epithelium;GO:0006
928|movement of
cell or subcellular
component;GO:000
6936|muscle
contraction;GO:003
0336|negative
regulation of cell
migration;GO:00705
27|platelet
aggregation;GO:000
2576|platelet
degranulation;GO:0
034394|protein
localization to cell
surface;

GO:0015629|actin
cytoskeleton;GO:00
05912|adherens
junction;GO:000590
3|brush
border;GO:0005623|
cell;GO:0005913|cell
-cell adherens
junction;GO:000591
1|cell-cell
junction;GO:003005
5|cell-substrate
junction;GO:004303
4|costamere;GO:000
5856|cytoskeleton;G
O:0005829|cytosol;
GO:0070062|extrace
llular
exosome;GO:00055
76|extracellular
region;GO:1903561|
extracellular
vesicle;GO:0005916|
fascia
adherens;GO:00059
25|focal
adhesion;GO:00906
37|inner dense
plaque of
desmosome;GO:004
5121|membrane
raft;GO:0090636|out
er dense plaque of
desmosome;GO:000
5886|plasma

GO:0003779|actin
binding;GO:004529
4|alpha-catenin
binding;GO:000801
3|beta-catenin
binding;GO:004529
6|cadherin
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00021
62|dystroglycan
binding;GO:000519
8|structural
molecule
activity;GO:0031625
|ubiquitin protein
ligase binding;

K05700 VCL; vinculin

ENSG00000036257 0 9 1 17 27.22880739 78 62 39 63 -2.815302007 5.76E-06 0.00012043 down yes CUL3 protein_coding chr2:224470150-
224585397:-

gi|380714665|ref|NP
_001244127.1| 4082 0 cullin-3 isoform 3

[Homo sapiens]
gi|380714661|ref|N
M_003590.4| 6741 0

Homo sapiens cullin
3 (CUL3), transcript
variant 1, mRNA

A4IHP4 193 2.00E-53 Cullin-3 SPAC24H6.03 479 4.00E-146 COG5647 pfam00888 Cullin Cullin family.

GO:0016477|cell
migration;GO:00482
08|COPII vesicle
coating;GO:0040016
|embryonic
cleavage;GO:000688
8|ER to Golgi
vesicle-mediated
transport;GO:00072
29|integrin-mediated
signaling
pathway;GO:000708
0|mitotic metaphase
plate
congression;GO:003
5024|negative
regulation of Rho
protein signal
transduction;GO:00
45842|positive
regulation of mitotic
metaphase/anaphase
transition;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:000651
3|protein
monoubiquitination;
GO:0016567|protein
ubiquitination;GO:0
017145|stem cell
division;GO:004314
9|stress fiber

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000013
9|Golgi
membrane;GO:0005
634|nucleus;GO:000
5827|polar
microtubule;

. K03869 CUL3; cullin 3

ENSG00000036549 0 0 0 1 0.504680857 2 1 0 1 -1.148158355 0.555878667 NA down no ZZZ3 protein_coding chr1:77562416-
77683419:-

gi|29789072|ref|NP_
056349.1| 4752 0

ZZ-type zinc finger-
containing protein 3
isoform 1 [Homo
sapiens]

gi|18676585|dbj|AK
074119.1| 4731 0

Homo sapiens
mRNA for
FLJ00191 protein

Q6KAQ7 124 5.00E-31 ZZ-type zinc finger-
containing protein 3 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005671|Ada2/
Gcn5/Ada3
transcription
activator
complex;GO:000573
0|nucleolus;GO:000
5634|nucleus;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000036672 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no USP2 protein_coding chr11:119355215-
119381726:-

gi|188528692|ref|NP
_004196.4| 2911 0

ubiquitin carboxyl-
terminal hydrolase 2
isoform a [Homo
sapiens]

gi|188528691|ref|N
M_004205.4| 3732 0

Homo sapiens
ubiquitin specific
peptidase 2 (USP2),
transcript variant 1,
mRNA

O75604 254 2.00E-79 Ubiquitin carboxyl-
terminal hydrolase 2 . . . . pfam00443 UCH Ubiquitin carboxyl-

terminal hydrolase.

GO:0007049|cell
cycle;GO:0048512|ci
rcadian
behavior;GO:00329
22|circadian
regulation of gene
expression;GO:0043
153|entrainment of
circadian clock by
photoperiod;GO:00
45475|locomotor
rhythm;GO:0007517
|muscle organ
development;GO:00
48642|negative
regulation of
skeletal muscle
tissue
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
31|positive
regulation of mitotic
cell
cycle;GO:0048643|p
ositive regulation of
skeletal muscle
tissue
development;GO:00
16579|protein
deubiquitination;GO
:0050821|protein

GO:0005938|cell
cortex;GO:0005813|
centrosome;GO:000
5654|nucleoplasm;G
O:0048471|perinucl
ear region of
cytoplasm;

GO:0030332|cyclin
binding;GO:000419
7|cysteine-type
endopeptidase
activity;GO:0046872
|metal ion
binding;GO:000484
3|ubiquitin-specific
protease
activity;GO:0031625
|ubiquitin protein
ligase binding;

K11833

USP2_21; ubiquitin
carboxyl-terminal
hydrolase 2/21
[EC:3.4.19.12]

ENSG00000037042 0 0 0 0 0.302884172 1 1 1 0 -1.472069201 0.551973632 NA down no TUBG2 protein_coding chr17:42659305-
42667006:+

gi|640819048|ref|XP
_008066413.1| 2375 0

PREDICTED:
tubulin gamma-2
chain [Tarsius
syrichta]

gi|201860298|ref|N
M_016437.2| 1761 0

Homo sapiens
tubulin, gamma 2
(TUBG2), mRNA

P23258 43.5 9.00E-13 Tubulin gamma-1
chain SPBC32F12.04 637 0 COG5023 pfam03953 Tubulin_C

Tubulin C-terminal
domain. This family
includes the tubulin
alpha, beta and
gamma chains.
Members of this
family are involved
in polymer
formation. Tubulins
are GTPases. FtsZ
can polymerize into
tubes, sheets, and
rings in vitro and is
ubiquitous in
eubacteria and
archaea. Tubulin is
the major
component of
microtubules. (The
FtsZ GTPases have
been split into their
won family).

GO:0031122|cytopla
smic microtubule
organization;GO:00
07020|microtubule
nucleation;

GO:0005881|cytopla
smic
microtubule;GO:000
5829|cytosol;GO:00
00930|gamma-
tubulin
complex;GO:000587
4|microtubule;GO:0
015630|microtubule
cytoskeleton;GO:00
00242|pericentriolar
material;GO:000587
6|spindle
microtubule;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0005198
|structural molecule
activity;

K10389 TUBG; tubulin
gamma

ENSG00000037965 8 35 8 81 59.60986824 0 323 6 116 -1.425959441 0.367932379 0.498829902 down no HOXC8 protein_coding chr12:54009106-
54012362:+

gi|12056969|ref|NP_
073149.1| 1184 2.00E-156

homeobox protein
Hox-C8 [Homo
sapiens]

gi|45580721|ref|NM
_022658.3| 1889 0

Homo sapiens
homeobox C8
(HOXC8), mRNA

P31273 460 8.00E-158 Homeobox protein
Hox-C8 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00301
82|neuron
differentiation;GO:0
048705|skeletal
system
morphogenesis;GO:
0006351|transcriptio
n, DNA-templated;

GO:0015630|microt
ubule
cytoskeleton;GO:00
05654|nucleoplasm;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09308 HOX_8; homeobox
protein HoxB/C/D8

ENSG00000038382 0 0 0 2 1.4153844 4 2 3 3 -2.096162887 0.124553026 0.219617131 down no TRIO protein_coding chr5:14143702-
14532128:+

gi|45439359|ref|NP_
009049.2| 15023 0

triple functional
domain protein
[Homo sapiens]

gi|635027468|ref|X
M_007961239.1| 10407 0

PREDICTED:
Chlorocebus
sabaeus trio Rho
guanine nucleotide
exchange factor
(TRIO), transcript
variant X2, mRNA

O75962 172 1.00E-47 Triple functional
domain protein . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0035023|regulati
on of Rho protein
signal transduction;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0005089
|Rho guanyl-
nucleotide exchange
factor activity;

K08810

TRIO; triple
functional domain
protein
[EC:2.7.11.1]

ENSG00000038427 0 0 0 0 0.202961082 2 0 0 0 -0.899764408 0.798840138 NA down no VCAN protein_coding chr5:83471465-
83582303:+

gi|62088562|dbj|BA
D92728.1| 17079 0

chondroitin sulfate
proteoglycan 2
(versican) variant
[Homo sapiens]

gi|255918074|ref|N
M_004385.4| 12416 0

Homo sapiens
versican (VCAN),
transcript variant 1,
mRNA

P13611 213 6.00E-133 Versican core
protein . . . . pfam00193 Xlink Extracellular link

domain.
GO:0007155|cell
adhesion;

GO:0005578|protein
aceous extracellular
matrix;

GO:0005509|calciu
m ion
binding;GO:003024
6|carbohydrate
binding;GO:000554
0|hyaluronic acid
binding;

K06793
VCAN, CSPG2;
versican core
protein

ENSG00000039068 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CDH1 protein_coding chr16:68737225-
68835548:+

gi|6682963|dbj|BAA
88957.1| 3970 0 E-cadherin [Homo

sapiens]
gi|169790842|ref|N
M_004360.3| 4815 0

Homo sapiens
cadherin 1, type 1
(CDH1), mRNA

F1PAA9 490 0 Cadherin-1 . . . . pfam01049 Cadherin_C

Cadherin
cytoplasmic region.
Cadherins are vital
in cell-cell adhesion
during tissue
differentiation.
Cadherins are
linked to the
cytoskeleton by
catenins. Catenins
bind to the
cytoplasmic tail of
the cadherin.
Cadherins cluster to
form foci of
homophilic binding
units. A key
determinant to the
strength of the
binding that it is
mediated by
cadherins is the
juxtamembrane
region of the
cadherin. This
region induces
clustering and also
binds to the protein
p120ctn.

GO:0034332|adhere
ns junction
organization;GO:00
71681|cellular
response to indole-
3-
methanol;GO:00712
85|cellular response
to lithium
ion;GO:0090002|est
ablishment of
protein localization
to plasma
membrane;GO:0022
617|extracellular
matrix
disassembly;GO:003
0198|extracellular
matrix
organization;GO:00
07156|homophilic
cell adhesion via
plasma membrane
adhesion
molecules;GO:0022
408|negative
regulation of cell-
cell
adhesion;GO:00311
75|neuron
projection
development;GO:00
21983|pituitary
gland
development;GO:00

GO:0015629|actin
cytoskeleton;GO:00
16235|aggresome;G
O:0043296|apical
junction
complex;GO:001634
2|catenin
complex;GO:003005
4|cell
junction;GO:000591
3|cell-cell adherens
junction;GO:000573
7|cytoplasm;GO:000
9898|cytoplasmic
side of plasma
membrane;GO:0005
768|endosome;GO:0
070062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0016600|
flotillin
complex;GO:000592
5|focal
adhesion;GO:00160
21|integral
component of
membrane;GO:0030
027|lamellipodium;
GO:0016328|lateral
plasma
membrane;GO:0048
471|perinuclear
region of
cytoplasm;GO:0005

GO:0030506|ankyri
n
binding;GO:000801
3|beta-catenin
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00055
09|calcium ion
binding;GO:005083
9|cell adhesion
molecule
binding;GO:004529
5|gamma-catenin
binding;GO:000194
8|glycoprotein
binding;GO:003279
4|GTPase activating
protein binding;

K05689
CDHE, CDH1;
cadherin 1, type 1,
E-cadherin



ENSG00000040341 0 0 1 0 0.273276022 0 0 0 1 0.569016299 0.853781729 NA up no STAU2 protein_coding chr8:73420369-
73747708:-

gi|256418995|ref|NP
_001157852.1| 2746 0

double-stranded
RNA-binding
protein Staufen
homolog 2 isoform
a [Homo sapiens]

gi|256418992|ref|N
M_014393.2| 4061 0

Homo sapiens
staufen double-
stranded RNA
binding protein 2
(STAU2), transcript
variant 5, mRNA

Q8CJ67 99.4 5.00E-22

Double-stranded
RNA-binding
protein Staufen
homolog 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006810|transpo
rt;

GO:0005783|endopl
asmic
reticulum;GO:00160
20|membrane;GO:0
005874|microtubule;
GO:0005730|nucleol
us;

GO:0003725|double
-stranded RNA
binding;GO:004482
2|poly(A) RNA
binding;

K17597

STAU; double-
stranded RNA-
binding protein
Staufen

ENSG00000040633 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no PHF23 protein_coding chr17:7235028-
7239722:-

gi|116268091|ref|NP
_077273.2| 1430 0

PHD finger protein
23 isoform 1 [Homo
sapiens]

gi|116268090|ref|N
M_024297.2| 2037 0

Homo sapiens PHD
finger protein 23
(PHF23), transcript
variant 1, mRNA

A5D962 59.7 6.00E-10 PHD finger protein
23 . . . . pfam00628 PHD

PHD-finger. PHD
folds into an
interleaved type of
Zn-finger chelating
2 Zn ions in a
similar manner to
that of the RING
and FYVE domains.
Several PHD fingers
have been identified
as binding modules
of methylated
histone H3.

GO:0006914|autoph
agy;GO:1902902|ne
gative regulation of
autophagosome
assembly;GO:19010
97|negative
regulation of
autophagosome
maturation;GO:0031
398|positive
regulation of
protein
ubiquitination;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0008270|zinc
ion binding; . .

ENSG00000040933 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no INPP4A protein_coding chr2:98444854-
98594390:+

gi|410035462|ref|XP
_003949910.1| 4995 0

PREDICTED: type I
inositol 3,4-
bisphosphate 4-
phosphatase
isoform X3 [Pan
troglodytes]

gi|14718378|gb|AC0
10134.5| 6918 0

Homo sapiens BAC
clone RP11-127K18
from 2, complete
sequence

Q96PE3 204 6.00E-59
Type I inositol 3,4-
bisphosphate 4-
phosphatase

. . . . pfam00168 C2 C2 domain.

GO:0043647|inositol
phosphate
metabolic
process;GO:000666
1|phosphatidylinosit
ol biosynthetic
process;GO:000716
5|signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;

GO:0017161|inositol
-1,3,4-trisphosphate
4-phosphatase
activity;GO:0052828
|inositol-3,4-
bisphosphate 4-
phosphatase
activity;GO:0016316
|phosphatidylinosito
l-3,4-bisphosphate
4-phosphatase
activity;GO:0034597
|phosphatidylinosito
l-4,5-bisphosphate
4-phosphatase
activity;

K01109

INPP4; inositol
polyphosphate-4-
phosphatase
[EC:3.1.3.66]

ENSG00000041982 0 0 0 2 0.312951996 0 1 0 0 1.139505708 0.706380511 NA up no TNC protein_coding chr9:115019578-
115118257:-

gi|68533131|dbj|BA
E06120.1| 11721 0 TNC variant protein

[Homo sapiens]
gi|340745336|ref|N
M_002160.3| 7641 0

Homo sapiens
tenascin C (TNC),
mRNA

P10039 2491 0 Tenascin . . . . pfam00147 Fibrinogen_C

Fibrinogen beta and
gamma chains, C-
terminal globular
domain.

GO:0007155|cell
adhesion;GO:00421
27|regulation of cell
proliferation;

GO:0005578|protein
aceous extracellular
matrix;

. K06252 TN; tenascin

ENSG00000043093 0 1 6 19 12.87059301 27 17 19 34 -1.51919486 0.045026599 0.105772903 down no DCUN1D1 protein_coding chr3:182938074-
182985953:-

gi|26325272|dbj|BA
C26390.1| 1425 0

unnamed protein
product [Mus
musculus]

gi|426343065|ref|X
M_004038091.1| 7488 0

PREDICTED:
Gorilla gorilla
gorilla DCN1,
defective in cullin
neddylation 1,
domain containing 1
(S. cerevisiae)
(DCUN1D1),
mRNA

Q96GG9 217 5.00E-69 DCN1-like protein 1 . . . . pfam03556 Cullin_binding

Cullin binding. This
domain binds to
cullins and to Rbx-
1, components of an
E3 ubiquitin ligase
complex for
neddylation.
Neddylation is the
process by which
the C-terminal
glycine of the
ubiquitin-like
protein Nedd8 is
covalently linked to
lysine residues in a
protein through an
isopeptide bond.
The structure of this
domain is
composed entirely
of alpha helices.

GO:0051443|positiv
e regulation of
ubiquitin-protein
transferase
activity;GO:0045116
|protein
neddylation;

GO:0005634|nucleu
s;GO:0000151|ubiqu
itin ligase complex;

GO:0097602|cullin
family protein
binding;GO:003162
4|ubiquitin
conjugating enzyme
binding;GO:003218
2|ubiquitin-like
protein binding;

K17822
DCUN1D1_2;
DCN1-like protein
1/2

ENSG00000043143 17 7 5 7 6.714624678 2 0 4 2 2.839868112 0.000966095 0.00637696 up yes JADE2 protein_coding chr5:134524312-
134583230:+

gi|27529704|dbj|BA
A13245.2| 3865 0 KIAA0239 [Homo

sapiens]
gi|585420415|ref|N
M_015288.5| 6465 0

Homo sapiens jade
family PHD finger 2
(JADE2), transcript
variant 3, mRNA

Q9NQC1 267 5.00E-83 Protein Jade-2 YPR031w 173 3.00E-44 COG5141 pfam13832 zf-HC5HC2H_2 PHD-zinc-finger
like domain.

GO:0043966|histone
H3
acetylation;GO:0043
983|histone H4-K12
acetylation;GO:0043
981|histone H4-K5
acetylation;GO:0043
982|histone H4-K8
acetylation;

GO:0070062|extrace
llular
exosome;GO:00001
23|histone
acetyltransferase
complex;GO:000565
4|nucleoplasm;

GO:0008270|zinc
ion binding; . .

ENSG00000043355 4 6 11 4 4.951819342 1 1 7 1 1.934213688 0.028631473 0.075829983 up no ZIC2 protein_coding chr13:99981772-
99986773:+

gi|148745261|gb|AA
I42527.1| 1803 0 LOC514433 protein

[Bos taurus]
gi|325053696|ref|N
M_007129.3| 2975 0

Homo sapiens Zic
family member 2
(ZIC2), mRNA

O95409 698 0 Zinc finger protein
ZIC 2 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0030154|cell
differentiation;GO:0
007417|central
nervous system
development;GO:00
44782|cilium
organization;GO:00
48066|developmenta
l
pigmentation;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00073
99|nervous system
development;GO:00
01843|neural tube
closure;GO:1900224
|positive regulation
of nodal signaling
pathway involved in
determination of
lateral mesoderm
left/right
asymmetry;GO:0051
091|positive
regulation of
sequence-specific
DNA binding
transcription factor
activity;GO:0045944
|positive regulation
of transcription
from RNA
polymerase II

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0031490|chrom
atin DNA
binding;GO:000367
7|DNA
binding;GO:004687
2|metal ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K06235 ZIC2; zinc finger
protein ZIC 2

ENSG00000043591 0 0 0 1 0.301719775 0 1 0 1 -0.142825035 0.955215068 NA down no ADRB1 protein_coding chr10:114044056-
114046908:+

gi|4557265|ref|NP_0
00675.1| 1676 0

beta-1 adrenergic
receptor [Homo
sapiens]

gi|237874254|ref|NG
_012187.1| 2853 0

Homo sapiens
adrenoceptor beta 1
(ADRB1),
RefSeqGene on
chromosome 10

P08588 636 0 Beta-1 adrenergic
receptor . . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0007190|activati
on of adenylate
cyclase
activity;GO:0071880
|adenylate cyclase-
activating
adrenergic receptor
signaling
pathway;GO:005087
3|brown fat cell
differentiation;GO:0
007267|cell-cell
signaling;GO:00020
24|diet induced
thermogenesis;GO:0
042596|fear
response;GO:00316
49|heat
generation;GO:0040
015|negative
regulation of
multicellular
organism
growth;GO:0030819
|positive regulation
of cAMP
biosynthetic
process;GO:004395
0|positive regulation
of cAMP-mediated
signaling;GO:00435
47|positive
regulation of
GTPase
activity;GO:0001996

GO:0005769|early
endosome;GO:0005
887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0031694|alpha-
2A adrenergic
receptor
binding;GO:000493
9|beta-adrenergic
receptor
activity;GO:0004940
|beta1-adrenergic
receptor
activity;GO:0051379
|epinephrine
binding;GO:005138
0|norepinephrine
binding;GO:003016
5|PDZ domain
binding;GO:004698
2|protein
heterodimerization
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0005057
|receptor signaling
protein activity;

K04141 ADRB1; adrenergic
receptor beta-1

ENSG00000044115 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no CTNNA1 protein_coding chr5:138610967-
138935034:+

gi|55770844|ref|NP_
001894.2| 4599 0

catenin alpha-1
isoform 1 [Homo
sapiens]

gi|594140505|ref|N
M_001290307.1| 3831 0

Homo sapiens
catenin (cadherin-
associated protein),
alpha 1, 102kDa
(CTNNA1),
transcript variant 2,
mRNA

P26231 213 3.00E-62 Catenin alpha-1 . . . . pfam01044 Vinculin Vinculin family.

GO:0007015|actin
filament
organization;GO:00
07568|aging;GO:004
3297|apical junction
assembly;GO:00311
03|axon
regeneration;GO:00
34613|cellular
protein
localization;GO:007
1681|cellular
response to indole-
3-
methanol;GO:00901
36|epithelial cell-cell
adhesion;GO:00071
63|establishment or
maintenance of cell
polarity;GO:001626
4|gap junction
assembly;GO:00085
84|male gonad
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:200014
6|negative
regulation of cell
motility;GO:200124
0|negative
regulation of
extrinsic apoptotic
signaling pathway

GO:0001669|acroso
mal
vesicle;GO:0015629|
actin
cytoskeleton;GO:00
05912|adherens
junction;GO:001634
2|catenin
complex;GO:003005
4|cell
junction;GO:000591
3|cell-cell adherens
junction;GO:000591
1|cell-cell
junction;GO:000582
9|cytosol;GO:00166
00|flotillin
complex;GO:000592
5|focal
adhesion;GO:00057
94|Golgi
apparatus;GO:00147
04|intercalated
disc;GO:0043231|int
racellular
membrane-bounded
organelle;GO:00300
27|lamellipodium;G
O:0005886|plasma
membrane;GO:0005
915|zonula
adherens;

GO:0051015|actin
filament
binding;GO:000801
3|beta-catenin
binding;GO:004529
6|cadherin
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00452
95|gamma-catenin
binding;GO:004482
2|poly(A) RNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0005198
|structural molecule
activity;GO:0017166
|vinculin binding;

K05691 CTNNA; catenin
alpha



ENSG00000046653 1355 1037 1327 634 868.4376174 319 361 595 366 2.097251192 1.50E-06 4.48E-05 up yes GPM6B protein_coding chrX:13771031-
13938638:-

gi|50263048|ref|NP_
001001995.1| 1762 0

neuronal membrane
glycoprotein M6-b
isoform 1 [Homo
sapiens]

gi|55727021|emb|CR
858027.1| 3566 0

Pongo abelii
mRNA; cDNA
DKFZp459N0826
(from clone
DKFZp459N0826)

P35803 328 1.00E-111 Neuronal membrane
glycoprotein M6-b . . . . pfam01275 Myelin_PLP

Myelin proteolipid
protein (PLP or
lipophilin).

GO:0030154|cell
differentiation;GO:0
085029|extracellular
matrix
assembly;GO:20000
09|negative
regulation of
protein localization
to cell
surface;GO:0051612
|negative regulation
of serotonin
uptake;GO:0007399|
nervous system
development;GO:00
01503|ossification;G
O:0030501|positive
regulation of bone
mineralization;GO:0
015031|protein
transport;GO:00329
56|regulation of
actin cytoskeleton
organization;GO:00
51893|regulation of
focal adhesion
assembly;

GO:0016021|integral
component of
membrane;GO:0045
121|membrane
raft;GO:0005886|pla
sma membrane;

. . .

ENSG00000047188 0 0 0 1 1.891270491 2 7 4 5 -3.315570164 0.012321491 0.041859311 down yes YTHDC2 protein_coding chr5:113513683-
113595285:+

gi|269847874|ref|NP
_073739.3| 6956 0

probable ATP-
dependent RNA
helicase YTHDC2
[Homo sapiens]

gi|50949719|emb|CR
627037.1| 6684 0

Homo sapiens
mRNA; cDNA
DKFZp686K16112
(from clone
DKFZp686K16112)

B2RR83 280 1.00E-85
Probable ATP-
dependent RNA
helicase YTHDC2

SPBC15C4.05 215 2.00E-55 COG1643 pfam04146 YTH

YT521-B-like
domain. A protein
of the YTH family
has been shown to
selectively remove
transcripts of
meiosis-specific
genes expressed in
mitotic cells. It has
been speculated that
in higher eukaryotic
YTH-family
members may be
involved in similar
mechanisms to
suppress gene
regulation during
gametogenesis or
general silencing.
The rat protein
YT521-B is a
tyrosine-
phosphorylated
nuclear protein, that
interacts with the
nuclear
transcriptosomal
component scaffold
attachment factor B,
and the 68-kDa Src
substrate associated
during mitosis,
Sam68. In vivo
splicing assays
demonstrated that

. .

GO:0004386|helicas
e
activity;GO:1990247
|N6-
methyladenosine-
containing RNA
binding;

. .

ENSG00000047249 1 3 2 2 1.447245156 0 2 1 0 1.942727949 0.131775005 0.230142262 up no ATP6V1H protein_coding chr8:53715557-
53843558:-

gi|47717102|ref|NP_
998785.1| 2613 0

V-type proton
ATPase subunit H
isoform 1 [Homo
sapiens]

gi|426359598|ref|X
M_004047007.1| 2293 0

PREDICTED:
Gorilla gorilla
gorilla ATPase, H+
transporting,
lysosomal
50/57kDa, V1
subunit H, transcript
variant 2
(ATP6V1H), mRNA

O46563 81.6 4.00E-17 V-type proton
ATPase subunit H SPAC7D4.10 186 2.00E-50 COG5231 pfam03224 V-ATPase_H_N

V-ATPase subunit
H. The yeast
Saccharomyces
cerevisiae vacuolar
H+-ATPase (V-
ATPase) is a
multisubunit
complex
responsible for
acidifying
organelles. It
functions as an ATP
dependent proton
pump that
transports protons
across a lipid
bilayer. This
domain corresponds
to the N terminal
domain of the H
subunit of V-
ATPase. The N-
terminal domain is
required for the
activation of the
complex whereas
the C-terminal
domain is required
for coupling ATP
hydrolysis to proton
translocation.

GO:0015991|ATP
hydrolysis coupled
proton transport;

GO:0000221|vacuol
ar proton-
transporting V-type
ATPase, V1
domain;

GO:0046961|proton
-transporting
ATPase activity,
rotational
mechanism;

K02144
ATPeV1H; V-type
H+-transporting
ATPase subunit H

ENSG00000047410 1 0 0 1 1.202800861 3 4 1 1 -1.626048694 0.251276302 0.375977186 down no TPR protein_coding chr1:186311652-
186375693:-

gi|397489245|ref|XP
_003815642.1| 10091 0

PREDICTED:
nucleoprotein TPR
[Pan paniscus]

gi|114155141|ref|N
M_003292.2| 9708 0

Homo sapiens
translocated
promoter region,
nuclear basket
protein (TPR),
mRNA

F1MA98 315 3.00E-97 Nucleoprotein TPR . . . . pfam07926 TPR_MLP1_2

TPR/MLP1/MLP2-
like protein. The
sequences featured
in this family are
similar to a region
of human TPR
protein and to yeast
myosin-like
proteins 1 (MLP1)
and 2 (MLP2).
These proteins
share a number of
features; for
example, they all
have coiled-coil
regions and all three
are associated with
nuclear pores. TPR
is thought to be a
component of
nuclear pore
complex- attached
intra-nuclear
filaments, and is
implicated in
nuclear protein
import. Moreover,
its N-terminal
region is involved
in the activation of
oncogenic kinases,
possibly by
mediating the
dimerization of
kinase domains or

GO:0051301|cell
division;GO:003460
5|cellular response
to
heat;GO:0035457|cel
lular response to
interferon-
alpha;GO:0000189|
MAPK import into
nucleus;GO:000706
7|mitotic nuclear
division;GO:000709
4|mitotic spindle
assembly
checkpoint;GO:0031
990|mRNA export
from nucleus in
response to heat
stress;GO:0046832|n
egative regulation of
RNA export from
nucleus;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
47|negative
regulation of
translational
initiation;GO:00069
99|nuclear pore
organization;GO:00
31453|positive
regulation of

GO:0005737|cytopla
sm;GO:0005868|cyt
oplasmic dynein
complex;GO:001989
8|extrinsic
component of
membrane;GO:0000
776|kinetochore;GO
:0072686|mitotic
spindle;GO:0005635
|nuclear
envelope;GO:00424
05|nuclear inclusion
body;GO:0031965|n
uclear
membrane;GO:0034
399|nuclear
periphery;GO:00056
43|nuclear
pore;GO:0044615|n
uclear pore nuclear
basket;

GO:0003682|chrom
atin
binding;GO:003107
2|heat shock protein
binding;GO:005101
9|mitogen-activated
protein kinase
binding;GO:000372
9|mRNA
binding;GO:000548
7|nucleocytoplasmic
transporter
activity;GO:0042803
|protein
homodimerization
activity;

K09291 TPR, MLP1, MLP2;
nucleoprotein TPR

ENSG00000047849 3 3 0 7 5.522894585 14 8 7 9 -1.075866032 0.122606123 0.21718799 down no MAP4 protein_coding chr3:47850690-
48089272:-

gi|530372454|ref|XP
_005265190.1| 10917 0

PREDICTED:
microtubule-
associated protein 4
isoform X7 [Homo
sapiens]

gi|197276599|ref|N
M_001134364.1| 5590 0

Homo sapiens
microtubule-
associated protein 4
(MAP4), transcript
variant 4, mRNA

P27816 2005 0 Microtubule-
associated protein 4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K10431 MAP4; microtubule-
associated protein 4

ENSG00000047936 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ROS1 protein_coding chr6:117288300-
117425855:-

gi|19924165|ref|NP_
002935.2| 12499 0

proto-oncogene
tyrosine-protein
kinase ROS
precursor [Homo
sapiens]

gi|19924164|ref|NM
_002944.2| 7368 0

Homo sapiens ROS
proto-oncogene 1,
receptor tyrosine
kinase (ROS1),
mRNA

P08922 4819 0
Proto-oncogene
tyrosine-protein
kinase ROS

. . . . pfam07714 Pkinase_Tyr Protein tyrosine
kinase.

GO:0030154|cell
differentiation;GO:0
016049|cell
growth;GO:0008283
|cell
proliferation;GO:00
02066|columnar/cub
oidal epithelial cell
development;GO:00
10629|negative
regulation of gene
expression;GO:0038
083|peptidyl-
tyrosine
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:0070372|regulation
of ERK1 and ERK2
cascade;GO:001096
6|regulation of
phosphate
transport;GO:00320
06|regulation of
TOR
signaling;GO:00230
14|signal
transduction by
protein
phosphorylation;GO
:0007283|spermatog
enesis;GO:0007169|t
ransmembrane
receptor protein

GO:0009986|cell
surface;GO:0016021
|integral component
of
membrane;GO:0016
020|membrane;GO:
0048471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0005524|ATP
binding;GO:001990
3|protein
phosphatase
binding;GO:000471
3|protein tyrosine
kinase
activity;GO:0004714
|transmembrane
receptor protein
tyrosine kinase
activity;

K05088

ROS1; proto-
oncogene tyrosine-
protein kinase ROS
[EC:2.7.10.1]

ENSG00000048052 0 1 0 0 0.520338639 0 1 1 2 -1.139450434 0.556118524 NA down no HDAC9 protein_coding chr7:18086949-
19002416:+

gi|767946058|ref|XP
_011513931.1| 4991 0

PREDICTED:
histone deacetylase
9 isoform X5
[Homo sapiens]

gi|3152628|gb|AC00
4744.1| 6397 0

Homo sapiens BAC
clone GS1-465N13
from 7, complete
sequence

Q5ZKH6 108 3.00E-26 Histone deacetylase
9 SPBC800.03 73.6 2.00E-12 COG0123 pfam00850 Hist_deacetyl

Histone deacetylase
domain. Histones
can be reversibly
acetylated on
several lysine
residues. Regulation
of transcription is
caused in part by
this mechanism.
Histone deacetylases
catalyse the removal
of the acetyl group.
Histone deacetylases
are related to other
proteins.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0032041|NAD-
dependent histone
deacetylase activity
(H3-K14 specific);

K11409
HDAC9; histone
deacetylase 9
[EC:3.5.1.98]

ENSG00000048405 1 1 1 2 2.304849531 5 4 2 5 -1.150673809 0.229488064 0.352246931 down no ZNF800 protein_coding chr7:127346790-
127431924:-

gi|586551114|ref|XP
_006910613.1| 3189 0

PREDICTED: zinc
finger protein 800
isoform X1
[Pteropus alecto]

gi|544422598|ref|X
M_005550677.1| 3990 0

PREDICTED:
Macaca fascicularis
zinc finger protein
800 (ZNF800),
transcript variant
X3, mRNA

Q0VEE6 191 3.00E-56 Zinc finger protein
800 . . . . pfam13912 zf-C2H2_6 C2H2-type zinc

finger.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .



ENSG00000048649 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no RSF1 protein_coding chr11:77659996-
77821017:-

gi|14211816|gb|AA
K57515.1|AF380176
_1

5082 0

HBV pX associated
protein 8 large
isoform [Homo
sapiens]

gi|635016601|ref|X
M_008020259.1| 10115 0

PREDICTED:
Chlorocebus
sabaeus remodeling
and spacing factor 1
(RSF1), mRNA

P60868 102 6.00E-40 40S ribosomal
protein S20 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0034080|CENP-
A containing
nucleosome
assembly;GO:00165
69|covalent
chromatin
modification;GO:00
06338|chromatin
remodeling;GO:000
6352|DNA-
templated
transcription,
initiation;GO:00433
92|negative
regulation of DNA
binding;GO:004589
2|negative
regulation of
transcription, DNA-
templated;GO:00063
34|nucleosome
assembly;GO:00165
84|nucleosome
positioning;GO:004
5893|positive
regulation of
transcription, DNA-
templated;GO:00504
34|positive
regulation of viral
transcription;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:003121
3|RSF complex;

GO:0042393|histone
binding;GO:000827
0|zinc ion binding;

K02969

RP-S20e, RPS20;
small subunit
ribosomal protein
S20e

ENSG00000048740 8 9 2 19 13.10132756 27 27 12 14 -0.609387378 0.264535851 0.387866755 down no CELF2 protein_coding chr10:10798397-
11336675:+

gi|544455826|ref|XP
_005564662.1| 2158 0

PREDICTED:
CUGBP Elav-like
family member 2
isoform X1 [Macaca
fascicularis]

gi|134152700|ref|N
M_001025076.2| 8036 0

Homo sapiens
CUGBP, Elav-like
family member 2
(CELF2), transcript
variant 1, mRNA

A4IIM2 777 0 CUGBP Elav-like
family member 2 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006376|mRNA
splice site selection;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K13207

CUGBP, BRUNOL,
CELF; CUG-BP-
and ETR3-like
factor

ENSG00000048828 4 9 2 15 9.158087972 13 14 9 17 -0.366699872 0.492599173 0.615660305 down no FAM120A protein_coding chr9:93451722-
93566107:+

gi|332222793|ref|XP
_003260554.1| 5074 0

PREDICTED:
constitutive
coactivator of
PPAR-gamma-like
protein 1 isoform
X1 [Nomascus
leucogenys]

gi|557878648|ref|N
M_014612.4| 5118 0

Homo sapiens
family with
sequence similarity
120A (FAM120A),
transcript variant 1,
mRNA

Q9NZB2 1958 0

Constitutive
coactivator of
PPAR-gamma-like
protein 1

. . . . pfam12722 Hid1

High-temperature-
induced dauer-
formation protein.
Hid1 (high-
temperature-
induced dauer-
formation protein 1)
represents proteins
of approximately
800 residues long
and is conserved
from fungi to
humans. It contains
up to seven
potential
transmembrane
domains separated
by regions of low
complexity.
Functionally it
might be involved
in vesicle secretion
or be an inter-
cellular signalling
protein or be a
novel insulin
receptor.

.

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;GO:000563
4|nucleus;GO:00058
86|plasma
membrane;

GO:0044822|poly(A
) RNA binding; . .

ENSG00000048991 1 1 0 0 1.417820393 5 4 0 2 -1.871119831 0.205357137 0.322916658 down no R3HDM1 protein_coding chr2:135531455-
135725270:+

gi|861414219|ref|XP
_012932368.1| 4744 0

PREDICTED: R3H
domain-containing
protein 1 isoform
X2 [Heterocephalus
glaber]

gi|544346292|ref|N
M_015361.3| 4648 0

Homo sapiens R3H
domain containing 1
(R3HDM1),
transcript variant 2,
mRNA

Q15032 1814 0 R3H domain-
containing protein 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . GO:0044822|poly(A
) RNA binding; . .

ENSG00000049192 0 0 0 0 0.783936191 2 2 0 4 -2.852990153 0.132832553 NA down no ADAMTS6 protein_coding chr5:65148736-
65481920:-

gi|64276808|ref|NP_
922932.2| 6056 0

A disintegrin and
metalloproteinase
with
thrombospondin
motifs 6
preproprotein
[Homo sapiens]

gi|64276807|ref|NM
_197941.2| 7268 0

Homo sapiens
ADAM
metallopeptidase
with
thrombospondin
type 1 motif, 6
(ADAMTS6),
mRNA

Q9UKP5 2337 0

A disintegrin and
metalloproteinase
with
thrombospondin
motifs 6

. . . . pfam05986 ADAM_spacer1

ADAM-TS Spacer
1. This family
represents the
Spacer-1 region
from the ADAM-TS
family of
metalloproteinases.

GO:0035904|aorta
development;GO:00
03279|cardiac
septum
development;GO:00
60976|coronary
vasculature
development;

GO:0005578|protein
aceous extracellular
matrix;

GO:0004222|metallo
endopeptidase
activity;GO:0008237
|metallopeptidase
activity;GO:0008270
|zinc ion binding;

K08621

ADAMTS6; a
disintegrin and
metalloproteinase
with
thrombospondin
motifs 6
[EC:3.4.24.-]

ENSG00000049245 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no VAMP3 protein_coding chr1:7771269-
7781432:+

gi|686705954|ref|XP
_009233879.1| 424 7.00E-46

PREDICTED:
vesicle-associated
membrane protein 3
isoform X1 [Pongo
abelii]

gi|42544205|ref|NM
_004781.3| 2205 0

Homo sapiens
vesicle-associated
membrane protein 3
(VAMP3), mRNA

Q15836 164 1.00E-48 Vesicle-associated
membrane protein 3 SPAC6G9.11 58.9 3.00E-09 COG5143 pfam00957 Synaptobrevin Synaptobrevin.

GO:0017156|calciu
m ion-dependent
exocytosis;GO:0006
887|exocytosis;GO:0
043001|Golgi to
plasma membrane
protein
transport;GO:00610
25|membrane
fusion;GO:1903531|
negative regulation
of secretion by
cell;GO:0001921|po
sitive regulation of
receptor
recycling;GO:00064
61|protein complex
assembly;GO:00421
47|retrograde
transport, endosome
to
Golgi;GO:0035493|S
NARE complex
assembly;GO:00344
46|substrate
adhesion-dependent
cell
spreading;GO:00069
04|vesicle docking
involved in
exocytosis;GO:0006
906|vesicle
fusion;GO:0016192|
vesicle-mediated
transport;

GO:0016324|apical
plasma
membrane;GO:0030
054|cell
junction;GO:000998
6|cell
surface;GO:0030136
|clathrin-coated
vesicle;GO:0030665|
clathrin-coated
vesicle
membrane;GO:0005
829|cytosol;GO:001
6021|integral
component of
membrane;GO:0005
622|intracellular;GO
:0043231|intracellula
r membrane-
bounded
organelle;GO:00430
05|neuron
projection;GO:0005
886|plasma
membrane;GO:0055
037|recycling
endosome;GO:0030
141|secretory
granule;GO:0031201
|SNARE
complex;GO:004520
2|synapse;GO:00325
88|trans-Golgi
network
membrane;GO:0030

GO:0005484|SNAP
receptor
activity;GO:0000149
|SNARE binding;

K13505
VAMP3; vesicle-
associated
membrane protein 3

ENSG00000049618 1 1 0 0 0.32555986 0 0 0 0 2.06595105 0.481111484 NA up no ARID1B protein_coding chr6:156777374-
157210779:+

gi|297207099|ref|NP
_065783.3| 7427 0

AT-rich interactive
domain-containing
protein 1B isoform
2 [Homo sapiens]

gi|297207098|ref|N
M_020732.3| 9638 0

Homo sapiens AT
rich interactive
domain 1B (SWI1-
like) (ARID1B),
transcript variant 2,
mRNA

Q8N2A0 66.2 7.00E-11

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam12031 DUF3518

Domain of
unknown function
(DUF3518). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is about 260
amino acids in
length. This domain
is found associated
with pfam01388.

GO:0042769|DNA
damage response,
detection of DNA
damage;GO:000626
0|DNA
replication;GO:0070
987|error-free
translesion
synthesis;GO:00422
76|error-prone
translesion
synthesis;GO:00062
97|nucleotide-
excision repair,
DNA gap
filling;GO:0033683|
nucleotide-excision
repair, DNA
incision;GO:000629
6|nucleotide-
excision repair,
DNA incision, 5'-to
lesion;GO:1900264|
positive regulation
of DNA-directed
DNA polymerase
activity;GO:1901796
|regulation of signal
transduction by p53
class
mediator;GO:00007
22|telomere
maintenance via
recombination;GO:0
006283|transcription

GO:0031390|Ctf18
RFC-like
complex;GO:000566
3|DNA replication
factor C
complex;GO:000565
4|nucleoplasm;

GO:0005524|ATP
binding;GO:000367
7|DNA binding;

K11653
ARID1; AT-rich
interactive domain-
containing protein 1



ENSG00000049769 5 4 2 4 3.885221149 4 6 4 2 0.470621151 0.522310022 0.641705731 up no PPP1R3F protein_coding chrX:49269843-
49301461:+

gi|58761532|ref|NP_
149992.3| 2985 0

protein phosphatase
1 regulatory subunit
3F isoform 1
[Homo sapiens]

gi|296080762|ref|N
M_033215.4| 3421 0

Homo sapiens
protein phosphatase
1, regulatory
subunit 3F
(PPP1R3F),
transcript variant 1,
mRNA

Q6ZSY5 1154 0
Protein phosphatase
1 regulatory subunit
3F

. . . . pfam03370 CBM_21

Putative
phosphatase
regulatory subunit.
This family consists
of several
eukaryotic proteins
that are thought to
be involved in the
regulation of
glycogen
metabolizm. For
instance, the mouse
PTG protein has
been shown to
interact with
glycogen synthase,
phosphorylase
kinase,
phosphorylase a:
these three enzymes
have key roles in
the regulation of
glycogen
metabolizm. PTG
also binds the
catalytic subunit of
protein phosphatase
1 (PP1C) and
localizes it to
glycogen. Subsets
of similar
interactions have
been observed with
several other
members of this

GO:2000465|regulati
on of glycogen
(starch) synthase
activity;GO:0005979
|regulation of
glycogen
biosynthetic
process;

GO:0016021|integral
component of
membrane;GO:0016
020|membrane;

GO:2001069|glycog
en
binding;GO:001990
3|protein
phosphatase
binding;

K17453

PPP1R3F, R3F;
protein phosphatase
1 regulatory subunit
3F

ENSG00000050030 4 0 0 1 1.104773849 0 1 1 0 2.085039136 0.25864813 0.382138854 up no KIAA2022 protein_coding chrX:74732849-
74925485:-

gi|24899208|dbj|BA
C23118.1| 7643 0 KIAA2022 protein

[Homo sapiens]
gi|225545551|ref|N
M_001008537.2| 11712 0

Homo sapiens
KIAA2022
(KIAA2022),
mRNA

Q5QGS0 249 1.00E-74 Protein KIAA2022 . . . . pfam01913 FTR

Formylmethanofura
n-
tetrahydromethanop
terin
formyltransferase.
This enzyme
EC:2.3.1.101 is
involved in
archaebacteria in the
formation of
methane from
carbon dioxide. N-
terminal distal lobe
of alpha+beta
ferredoxin-like fold.
SCOP reports fold
duplication with C-
terminal proximal
lobe.

GO:0007399|nervou
s system
development;

GO:0005634|nucleu
s; . . .

ENSG00000050820 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no BCAR1 protein_coding chr16:75228187-
75268053:-

gi|282398112|ref|NP
_001164185.1| 3910 0

breast cancer anti-
estrogen resistance
protein 1 isoform 1
[Homo sapiens]

gi|34530332|dbj|AK
124526.1| 4641 0

Homo sapiens
cDNA FLJ42535 fis,
clone
BRACE3003595,
highly similar to
Breast cancer anti-
estrogen resistance
protein 1

P56945 179 1.00E-50
Breast cancer anti-
estrogen resistance
protein 1

. . . . pfam12026 DUF3513

Domain of
unknown function
(DUF3513). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 192 to 218
amino acids in
length. This domain
is found associated
with pfam00018,
pfam08824. This
domain has a
conserved QPP
sequence motif.

GO:0007015|actin
filament
organization;GO:00
50851|antigen
receptor-mediated
signaling
pathway;GO:005085
3|B cell receptor
signaling
pathway;GO:000715
5|cell
adhesion;GO:00603
26|cell
chemotaxis;GO:005
1301|cell
division;GO:001647
7|cell
migration;GO:00082
83|cell
proliferation;GO:00
35729|cellular
response to
hepatocyte growth
factor
stimulus;GO:000717
3|epidermal growth
factor receptor
signaling
pathway;GO:000718
6|G-protein coupled
receptor signaling
pathway;GO:004801
2|hepatocyte growth
factor receptor
signaling

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0005829|cytosol;
GO:0005925|focal
adhesion;GO:00300
27|lamellipodium;G
O:0005730|nucleolu
s;GO:0005886|plasm
a
membrane;GO:0001
726|ruffle;

GO:0019901|protein
kinase
binding;GO:000487
1|signal transducer
activity;

K05726

BCAR1, CAS;
breast cancer anti-
estrogen resistance
1

ENSG00000051009 5 13 11 11 10.6724873 13 11 14 11 0.236098453 0.603323027 0.71541583 up no FAM160A2 protein_coding chr11:6211335-
6234711:-

gi|149393140|ref|NP
_115503.2| 4020 0

FTS and Hook-
interacting protein
isoform 1 [Homo
sapiens]

gi|149393139|ref|N
M_032127.3| 3481 0

Homo sapiens
family with
sequence similarity
160, member A2
(FAM160A2),
transcript variant 1,
mRNA

Q8N612 226 9.00E-68 FTS and Hook-
interacting protein . . . . pfam10257 RAI16-like

Retinoic acid
induced 16-like
protein. This is the
conserved N-
terminal 450
residues of a family
of proteins
described as retinoic
acid-induced
protein 16-like
proteins. The exact
function is not
known. The
proteins are found
from worms to
humans.

GO:0045022|early
endosome to late
endosome
transport;GO:00070
32|endosome
organization;GO:00
08333|endosome to
lysosome
transport;GO:00070
40|lysosome
organization;GO:00
15031|protein
transport;

GO:0005829|cytosol
;GO:0070695|FHF
complex;

. . .

ENSG00000051382 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PIK3CB protein_coding chr3:138652699-
138834938:-

gi|5453894|ref|NP_0
06210.1| 5522 0

phosphatidylinositol
4,5-bisphosphate 3-
kinase catalytic
subunit beta
isoform isoform 1
[Homo sapiens]

gi|365777409|ref|N
M_006219.2| 5919 0

Homo sapiens
phosphatidylinositol
-4,5-bisphosphate
3-kinase, catalytic
subunit beta
(PIK3CB),
transcript variant 1,
mRNA

P42338 213 9.00E-62

Phosphatidylinositol
4,5-bisphosphate 3-
kinase catalytic
subunit beta
isoform

SPAC458.05 186 3.00E-47 COG5032 pfam00613 PI3Ka

Phosphoinositide 3-
kinase family,
accessory domain
(PIK domain). PIK
domain is
conserved in all PI3
and PI4-kinases. Its
role is unclear but it
has been suggested
to be involved in
substrate
presentation.

GO:0060055|angiog
enesis involved in
wound
healing;GO:0006914
|autophagy;GO:0006
874|cellular calcium
ion
homeostasis;GO:004
0016|embryonic
cleavage;GO:000689
7|endocytosis;GO:0
001935|endothelial
cell
proliferation;GO:00
07156|homophilic
cell adhesion via
plasma membrane
adhesion
molecules;GO:0048
015|phosphatidylino
sitol-mediated
signaling;GO:00163
10|phosphorylation;
GO:0030168|platelet
activation;GO:00106
28|positive
regulation of gene
expression;GO:0001
952|regulation of
cell-matrix
adhesion;GO:00096
11|response to
wounding;

GO:0005737|cytopla
sm;GO:0045171|inte
rcellular
bridge;GO:0005730|
nucleolus;GO:00056
34|nucleus;GO:0005
942|phosphatidylino
sitol 3-kinase
complex;GO:000588
6|plasma membrane;

GO:0016303|1-
phosphatidylinositol
-3-kinase
activity;GO:0035005
|1-
phosphatidylinositol
-4-phosphate 3-
kinase
activity;GO:0005524
|ATP
binding;GO:004356
0|insulin receptor
substrate
binding;GO:001630
1|kinase
activity;GO:0046934
|phosphatidylinosito
l-4,5-bisphosphate
3-kinase activity;

K00922

PIK3C;
phosphatidylinositol
-4,5-bisphosphate
3-kinase
[EC:2.7.1.153]

ENSG00000051523 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CYBA protein_coding chr16:88643283-
88651152:-

gi|767989478|ref|XP
_011521207.1| 1089 1.00E-146

PREDICTED:
cytochrome b-245
light chain isoform
X1 [Homo sapiens]

gi|92445258|gb|BC0
48338.1| 1406 0

Homo sapiens
mRNA similar to
cytochrome b-245,
alpha polypeptide
(cDNA clone
IMAGE:5212219)

P13498 251 2.00E-79 Cytochrome b-245
light chain . . . . pfam05038 Cytochrom_B558a

Cytochrome
Cytochrome b558
alpha-subunit.
Cytochrome b-245
light chain (p22-
phox) is one of the
key electron transfer
elements of the
NADPH oxidase in
phagocytes.

GO:0071230|cellular
response to amino
acid
stimulus;GO:190438
5|cellular response
to
angiotensin;GO:007
1480|cellular
response to gamma
radiation;GO:00713
33|cellular response
to glucose
stimulus;GO:007126
0|cellular response
to mechanical
stimulus;GO:007140
7|cellular response
to organic cyclic
compound;GO:0071
310|cellular
response to organic
substance;GO:00713
56|cellular response
to tumor necrosis
factor;GO:0017004|c
ytochrome complex
assembly;GO:00506
65|hydrogen
peroxide
biosynthetic
process;GO:000695
4|inflammatory
response;GO:00450
87|innate immune
response;GO:00031

GO:0016324|apical
plasma
membrane;GO:0030
425|dendrite;GO:00
05768|endosome;G
O:0005925|focal
adhesion;GO:00057
94|Golgi
apparatus;GO:00057
39|mitochondrion;G
O:0043020|NADPH
oxidase
complex;GO:004302
5|neuronal cell
body;GO:0005634|n
ucleus;GO:0001725|
stress fiber;

GO:0009055|electro
n carrier
activity;GO:0020037
|heme
binding;GO:004687
2|metal ion
binding;GO:001617
5|superoxide-
generating NADPH
oxidase activity;

K08009
CYBA, P22PHOX;
cytochrome b-245,
alpha polypeptide

ENSG00000051825 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no MPHOSPH9 protein_coding chr12:123152320-
123244014:-

gi|508083049|ref|NP
_073619.3| 5921 0

M-phase
phosphoprotein 9
[Homo sapiens]

gi|426374607|ref|X
M_004054114.1| 4582 0

PREDICTED:
Gorilla gorilla
gorilla M-phase
phosphoprotein 9
(MPHOSPH9),
mRNA

Q99550 226 4.00E-59 M-phase
phosphoprotein 9 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005814|centrio
le;GO:0005813|centr
osome;GO:0005737|
cytoplasm;GO:0005
794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

. K16775
MPHOSPH9, MPP9;
M-phase
phosphoprotein 9

ENSG00000052126 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no PLEKHA5 protein_coding chr12:19129752-
19376400:+

gi|374349211|ref|NP
_001243399.1| 6582 0

pleckstrin
homology domain-
containing family A
member 5 isoform 4
[Homo sapiens]

gi|307219191|ref|N
M_001143821.2| 6487 0

Homo sapiens
pleckstrin
homology domain
containing, family A
member 5
(PLEKHA5),
transcript variant 2,
mRNA

Q9HAU0 2268 0

Pleckstrin
homology domain-
containing family A
member 5

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0061458|reprod
uctive system
development;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0016020|m
embrane;GO:000565
4|nucleoplasm;

GO:0005545|1-
phosphatidylinositol
binding;GO:008002
5|phosphatidylinosit
ol-3,5-bisphosphate
binding;GO:003226
6|phosphatidylinosit
ol-3-phosphate
binding;GO:007027
3|phosphatidylinosit
ol-4-phosphate
binding;GO:001031
4|phosphatidylinosit
ol-5-phosphate
binding;

. .



ENSG00000052841 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no TTC17 protein_coding chr11:43358932-
43494933:+

gi|21361787|ref|NP_
060729.2| 5995 0

tetratricopeptide
repeat protein 17
isoform 1 [Homo
sapiens]

gi|296040451|ref|N
M_018259.5| 4469 0

Homo sapiens
tetratricopeptide
repeat domain 17
(TTC17), transcript
variant 1, mRNA

B5DEL3 60.1 1.00E-07 Tetratricopeptide
repeat protein 17 . . . . pfam13414 TPR_11 TPR repeat.

GO:0030041|actin
filament
polymerization;GO:
0044782|cilium
organization;

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0005886|plasma
membrane;

. . .

ENSG00000053372 1 3 0 3 1.893382437 2 3 2 3 -0.049903134 0.960027366 0.974447046 down no MRTO4 protein_coding chr1:19251539-
19260128:+

gi|14042338|dbj|BA
B55205.1| 1204 1.00E-157

unnamed protein
product [Homo
sapiens]

gi|118572609|ref|N
M_016183.3| 2273 0

Homo sapiens
MRT4 homolog,
ribosome
maturation factor
(MRTO4), mRNA

A4FV84 114 2.00E-29 mRNA turnover
protein 4 homolog SPBC11G11.03 202 2.00E-58 COG0244 pfam00466 Ribosomal_L10 Ribosomal protein

L10.

GO:0000956|nuclear
-transcribed mRNA
catabolic
process;GO:000002
7|ribosomal large
subunit
assembly;GO:00063
64|rRNA
processing;

GO:0005737|cytopla
sm;GO:0031965|nuc
lear
membrane;GO:0005
730|nucleolus;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;GO:0030687|preri
bosome, large
subunit precursor;

GO:0070180|large
ribosomal subunit
rRNA
binding;GO:004482
2|poly(A) RNA
binding;

K14815 MRT4; mRNA
turnover protein 4

ENSG00000053438 5 3 4 10 8.946922943 15 13 15 15 -0.878533664 0.087222798 0.167582536 down no NNAT protein_coding chr20:37521215-
37523693:+

gi|426242021|ref|XP
_004014877.1| 577 2.00E-67

PREDICTED:
neuronatin isoform
X1 [Ovis aries]

gi|32307134|ref|NM
_005386.2| 1294 0

Homo sapiens
neuronatin (NNAT),
transcript variant 1,
mRNA

Q16517 152 2.00E-43 Neuronatin . . . . pfam04529 Herpes_U59

Herpesvirus U59
protein. The
proteins in this
family have no
known function.
Cytomegalovirus
UL88 is also a
member of this
family.

GO:0007420|brain
development;GO:00
30182|neuron
differentiation;GO:0
032024|positive
regulation of insulin
secretion;GO:00092
49|protein
lipoylation;GO:0006
810|transport;

GO:0005737|cytopla
sm; . . .

ENSG00000053524 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no MCF2L2 protein_coding chr3:183178043-
183428778:-

gi|694905366|ref|XP
_003310188.2| 6105 0

PREDICTED:
probable guanine
nucleotide exchange
factor MCF2L2
isoform X1 [Pan
troglodytes]

gi|34368175|emb|BX
649003.1| 7695 0

Homo sapiens
mRNA; cDNA
DKFZp686K0690
(from clone
DKFZp686K0690)

Q86YR7 2185 0
Probable guanine
nucleotide exchange
factor MCF2L2

. . . . pfam13716 CRAL_TRIO_2

Divergent
CRAL/TRIO
domain. This family
includes divergent
members of the
CRAL-TRIO
domain family. This
family includes
ECM25 that
contains a divergent
CRAL-TRIO
domain identified
by Gallego and
colleagues.

GO:0035023|regulati
on of Rho protein
signal transduction;

.

GO:0005089|Rho
guanyl-nucleotide
exchange factor
activity;

. .

ENSG00000053770 0 0 0 1 0.686448036 0 1 0 5 -1.698196917 0.434684117 NA down no AP5M1 protein_coding chr14:57268909-
57298742:+

gi|767980976|ref|XP
_011535242.1| 2583 0

PREDICTED: AP-5
complex subunit
mu-1 isoform X1
[Homo sapiens]

gi|13928041|emb|AL
355834.4| 9941 0

Human
chromosome 14
DNA sequence BAC
R-932A10 of library
RPCI-11 from
chromosome 14 of
Homo sapiens
(Human), complete
sequence

Q4R6Q7 57.8 6.00E-09 AP-5 complex
subunit mu-1 . . . . pfam00928 Adap_comp_sub

Adaptor complexes
medium subunit
family. This family
also contains
members which are
coatomer subunits.

GO:0016197|endoso
mal
transport;GO:00150
31|protein transport;

GO:0030119|AP-
type membrane coat
adaptor
complex;GO:000582
9|cytosol;GO:00057
70|late
endosome;GO:0031
902|late endosome
membrane;GO:0005
765|lysosomal
membrane;GO:0005
764|lysosome;GO:0
016020|membrane;

. K19023
AP5M1, MUDENG;
AP-5 complex
subunit mu-1

ENSG00000054118 0 0 0 2 1.917589151 4 2 6 5 -2.594639997 0.046588553 0.107724214 down no THRAP3 protein_coding chr1:36224416-
36305357:+

gi|167234419|ref|NP
_005110.2| 2780 0

thyroid hormone
receptor-associated
protein 3 [Homo
sapiens]

gi|167234418|ref|N
M_005119.3| 4432 0

Homo sapiens
thyroid hormone
receptor associated
protein 3
(THRAP3), mRNA

Q9Y2W1 297 3.00E-93
Thyroid hormone
receptor-associated
protein 3

. . . . pfam15440 THRAP3_BCLAF1

THRAP3/BCLAF1
family. This family
includes thyroid
hormone receptor-
associated protein 3
(THRAP3), which is
a spliceosome
component and a
subunit of the
TRAP complex
which plays a role
in pre-mRNA
splicing and in
mRNA decay. It
also includes the
transcriptional
repressor Bcl-2-
associated
transcription factor
1 (BCLAF1).

GO:0030521|androg
en receptor
signaling
pathway;GO:000762
3|circadian
rhythm;GO:0030518
|intracellular steroid
hormone receptor
signaling
pathway;GO:000639
7|mRNA
processing;GO:0048
255|mRNA
stabilization;GO:000
0956|nuclear-
transcribed mRNA
catabolic
process;GO:004275
3|positive regulation
of circadian
rhythm;GO:0048026
|positive regulation
of mRNA splicing,
via
spliceosome;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00003
81|regulation of

GO:0070062|extrace
llular
exosome;GO:00165
92|mediator
complex;GO:001660
7|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0005524|ATP
binding;GO:000104
6|core promoter
sequence-specific
DNA
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0051219
|phosphoprotein
binding;GO:004482
2|poly(A) RNA
binding;GO:000487
2|receptor
activity;GO:0001104
|RNA polymerase II
transcription
cofactor
activity;GO:0046966
|thyroid hormone
receptor
binding;GO:000371
3|transcription
coactivator
activity;GO:0003712
|transcription
cofactor
activity;GO:0042809
|vitamin D receptor
binding;

K13112
THRAP3; thyroid
hormone receptor-
associated protein 3

ENSG00000054219 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no LY75 protein_coding chr2:159803355-
159904749:-

gi|144446030|ref|NP
_002340.2| 9316 0

lymphocyte antigen
75 precursor [Homo
sapiens]

gi|311771586|ref|N
M_002349.3| 6886 0

Homo sapiens
lymphocyte antigen
75 (LY75), mRNA

O60449 3593 0 Lymphocyte antigen
75 . . . . pfam00059 Lectin_C

Lectin C-type
domain. This family
includes both long
and short form C-
type

GO:0006897|endocy
tosis;GO:0006955|i
mmune
response;GO:00069
54|inflammatory
response;

GO:0070062|extrace
llular
exosome;GO:00058
87|integral
component of
plasma membrane;

GO:0030246|carboh
ydrate
binding;GO:000487
2|receptor
activity;GO:0004888
|transmembrane
signaling receptor
activity;

K06559 LY75; lymphocyte
antigen 75

ENSG00000054267 14 14 7 13 10.212733 8 3 12 7 1.237357652 0.023504034 0.066024277 up no ARID4B protein_coding chr1:235131634-
235328219:-

gi|68533119|dbj|BA
E06114.1| 4955 0

ARID4B variant
protein [Homo
sapiens]

gi|332164767|ref|N
M_001206794.1| 5946 0

Homo sapiens AT
rich interactive
domain 4B (RBP1-
like) (ARID4B),
transcript variant 3,
mRNA

Q4LE39 207 5.00E-60
AT-rich interactive
domain-containing
protein 4B

SPAC16E8.06c 144 2.00E-35 COG0724 pfam08169 RBB1NT

RBB1NT (NUC162)
domain. This
domain is found N
terminal to the
ARID/BRIGHT
domain in  DNA-
binding proteins of
the Retinoblastoma-
binding protein 1
family.

GO:0006357|regulati
on of transcription
from RNA
polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0044212|transcri
ption regulatory
region DNA
binding;

K19195

ARID4B; AT-rich
interactive domain-
containing protein
4B

ENSG00000054356 23 20 16 25 20.11607426 22 16 18 19 0.728172242 0.048781793 0.11172189 up no PTPRN protein_coding chr2:219289623-
219309648:-

gi|4506321|ref|NP_0
02837.1| 4103 0

receptor-type
tyrosine-protein
phosphatase-like N
isoform 1 precursor
[Homo sapiens]

gi|62088315|dbj|AB
209368.1| 5099 0

Homo sapiens
mRNA for protein
tyrosine
phosphatase,
receptor type, N
precursor variant
protein

P56722 53.9 2.00E-07
Receptor-type
tyrosine-protein
phosphatase-like N

SPAC26F1.10c 136 2.00E-32 COG5599 pfam00102 Y_phosphatase Protein-tyrosine
phosphatase.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:199050
2|dense core granule
maturation;GO:0030
073|insulin
secretion;GO:00357
73|insulin secretion
involved in cellular
response to glucose
stimulus;GO:000155
3|luteinization;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:19046
92|positive
regulation of type B
pancreatic cell
proliferation;GO:00
51591|response to
cAMP;GO:0043627|
response to
estrogen;GO:003286
8|response to
insulin;GO:0000302|
response to reactive
oxygen species;

GO:0043679|axon
terminus;GO:00300
54|cell
junction;GO:000576
8|endosome;GO:000
5794|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0043
025|neuronal cell
body;GO:0005634|n
ucleus;GO:0043204|
perikaryon;GO:0005
886|plasma
membrane;GO:0030
141|secretory
granule;GO:0045202
|synapse;GO:003065
8|transport vesicle
membrane;

GO:0030507|spectri
n
binding;GO:000813
4|transcription
factor
binding;GO:004438
9|ubiquitin-like
protein ligase
binding;

K07817

PTPRN; receptor-
type tyrosine-
protein phosphatase
N [EC:3.1.3.48]

ENSG00000054523 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no KIF1B protein_coding chr1:10210805-
10381603:+

gi|29421178|dbj|BA
A25517.2| 8809 0 KIAA0591 protein

[Homo sapiens]
gi|635111738|ref|X
M_007980603.1| 9325 0

PREDICTED:
Chlorocebus
sabaeus kinesin
family member 1B
(KIF1B), transcript
variant X3, mRNA

O35071 1291 0 Kinesin-like protein
KIF1C SPAC1834.07 233 1.00E-63 COG5059 pfam00225 Kinesin Kinesin motor

domain.

GO:0030705|cytosk
eleton-dependent
intracellular
transport;GO:00070
18|microtubule-
based
movement;GO:0006
890|retrograde
vesicle-mediated
transport, Golgi to
ER;

GO:0005783|endopl
asmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00058
71|kinesin
complex;GO:000587
4|microtubule;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0003777
|microtubule motor
activity;GO:0003774
|motor
activity;GO:0044822
|poly(A) RNA
binding;

K10392 KIF1; kinesin
family member 1

ENSG00000054598 0 0 1 1 0.478813732 0 1 0 1 0.548320646 0.78927923 NA up no FOXC1 protein_coding chr6:1609972-
1613897:+

gi|3859930|gb|AAC7
2915.1| 1747 0

forkhead/winged
helix-like
transcription factor
7 [Homo sapiens]

gi|221139902|ref|NG
_009368.1| 3926 0

Homo sapiens
forkhead box C1
(FOXC1),
RefSeqGene on
chromosome 6

Q12948 677 0 Forkhead box
protein C1 SPBC4C3.05 99.8 2.00E-20 COG5025 pfam00250 Fork_head Fork head domain.

GO:0048844|artery
morphogenesis;GO:
0001974|blood
vessel
remodeling;GO:000
7420|brain
development;GO:00
43010|camera-type
eye
development;GO:00
60038|cardiac
muscle cell
proliferation;GO:00
16477|cell
migration;GO:00082
83|cell
proliferation;GO:00
30199|collagen fibril
organization;GO:00
35050|embryonic
heart tube
development;GO:00
01654|eye
development;GO:00
08354|germ cell
migration;GO:00302
03|glycosaminoglyc
an metabolic
process;GO:000750
7|heart
development;GO:00
01701|in utero
embryonic
development;GO:00
32808|lacrimal

GO:0005737|cytopla
sm;GO:0005720|nuc
lear
heterochromatin;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;

GO:0003677|DNA
binding;GO:000830
1|DNA binding,
bending;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000813
4|transcription
factor
binding;GO:004421
2|transcription
regulatory region
DNA

K09396 FOXC; forkhead
box protein C



ENSG00000054965 0 2 1 8 26.67925623 115 65 18 57 -4.139949204 7.31E-08 4.61E-06 down yes FAM168A protein_coding chr11:73400487-
73598189:-

gi|1665823|dbj|BAA
13408.1| 1078 1.00E-129 KIAA0280 [Homo

sapiens]
gi|554506504|ref|N
M_001286050.1| 7296 0

Homo sapiens
family with
sequence similarity
168, member A
(FAM168A),
transcript variant 1,
mRNA

Q8BGZ2 370 2.00E-114 Protein FAM168A . . . . pfam14944 TCRP1

Tongue Cancer
Chemotherapy
Resistant Protein 1.
This family of
proteins are found
in eukaryotes.
Tongue Cancer
Chemotherapy
Resistant-associated
Protein 1 (TCRP1)
is resistant to the
chemotherapy drug,
cisplatin, which
induces apoptosis in
tumor cells. There is
suggestion that
TCRP1 can be
targeted to reverse
chemotherapy
resistance. The
precise mechanism
of TCRP1 inducing
resistance against
chemotherapy is
still not clear, but it
is thought that
TCRP1 alters cell
signalling pathways
affecting apoptosis
or DNA repair
capacity. Proteins in
this family are
typically between
194 and 235 amino
acids in length

. . . . .

ENSG00000055044 0 0 1 2 0.691065676 2 0 0 1 0.446331444 0.810075376 NA up no NOP58 protein_coding chr2:202265716-
202303666:+

gi|7706254|ref|NP_0
57018.1| 2321 0 nucleolar protein 58

[Homo sapiens]
gi|34222329|ref|NM
_015934.3| 1965 0

Homo sapiens
NOP58
ribonucleoprotein
(NOP58), mRNA

Q4R779 345 3.00E-115 Nucleolar protein 58 SPAC23G3.06 436 2.00E-144 COG1498 pfam01798 Nop

Putative snoRNA
binding domain.
This family consists
of various Pre RNA
processing
ribonucleoproteins.
The function of the
aligned region is
unknown however
it may be a common
RNA or snoRNA or
Nop1p binding
domain. Nop5p
(Nop58p) from
yeast is the protein
component of a
ribonucleoprotein
protein required for
pre-18s rRNA
processing and is
suggested to
function with
Nop1p in a snoRNA
complex. Nop56p
and Nop5p interact
with Nop1p and are
required for
ribosome
biogenesis. Prp31p
is required for pre-
mRNA splicing in
S. cerevisiae.

GO:0042254|riboso
me biogenesis;

GO:0030529|ribonu
cleoprotein
complex;GO:000573
0|nucleolus;GO:000
5654|nucleoplasm;

. K14565 NOP58; nucleolar
protein 58

ENSG00000055070 1 10 4 19 10.09348412 20 18 9 12 -0.403571222 0.502424841 0.622562116 down no SZRD1 protein_coding chr1:16352575-
16398145:+

gi|831248716|ref|XP
_012669158.1| 829 2.00E-108

PREDICTED: SUZ
domain-containing
protein 1-like
[Otolemur garnettii]

gi|428977020|ref|N
M_001114600.2| 3636 0

Homo sapiens SUZ
RNA binding
domain containing 1
(SZRD1), transcript
variant 1, mRNA

Q7Z422 229 1.00E-67 SUZ domain-
containing protein 1 . . . . pfam12752 SUZ

SUZ domain. The
SUZ domain is a
conserved RNA-
binding domain
found in eukaryotes
and enriched in
positively charged
amino acids. It was
first characterized in
the C.elegans
protein Szy-20
where it has been
shown to bind RNA
and allow their
localization to the
centrosome.
Warning- the
domain has a
compositionally
biased character.

GO:0016049|cell
growth;GO:0016925
|protein
sumoylation;GO:00
00154|rRNA
modification;GO:00
06364|rRNA
processing;GO:0048
254|snoRNA
localization;GO:000
6608|snRNP protein
import into nucleus;

GO:0031428|box
C/D snoRNP
complex;GO:001503
0|Cajal
body;GO:0005737|c
ytoplasm;GO:00160
20|membrane;GO:0
005730|nucleolus;G
O:0005654|nucleopl
asm;GO:0005634|nu
cleus;GO:0070761|p
re-snoRNP
complex;GO:000573
2|small nucleolar
ribonucleoprotein
complex;GO:003204
0|small-subunit
processome;

GO:0051117|ATPas
e
binding;GO:004482
2|poly(A) RNA
binding;GO:003051
5|snoRNA
binding;GO:000109
4|TFIID-class
transcription factor
binding;

. .

ENSG00000055118 4 5 6 1 3.708177198 3 0 5 3 1.184578311 0.201447664 0.318500131 up no KCNH2 protein_coding chr7:150944961-
150978315:-

gi|4557729|ref|NP_0
00229.1| 5265 0

potassium voltage-
gated channel
subfamily H
member 2 isoform a
[Homo sapiens]

gi|325651830|ref|N
M_000238.3| 4285 0

Homo sapiens
potassium voltage-
gated channel,
subfamily H (eag-
related), member 2
(KCNH2), transcript
variant 1, mRNA

Q12809 2030 0

Potassium voltage-
gated channel
subfamily H
member 2

CC0285_1 70.9 2.00E-12 COG2202 pfam00520 Ion_trans

Ion transport
protein. This family
contains Sodium,
Potassium, Calcium
ion channels. This
family is 6
transmembrane
helices in which the
last two helices
flank a loop which
determines ion
selectivity. In some
sub-families (e.g.
Na channels) the
domain is repeated
four times, whereas
in others (e.g. K
channels) the
protein forms as a
tetramer in the
membrane. A
bacterial structure
of the protein is
known for the last
two helices but is
not the Pfam family
due to it lacking the
first four helices

GO:0061337|cardiac
conduction;GO:006
0048|cardiac muscle
contraction;GO:003
5690|cellular
response to
drug;GO:0086010|m
embrane
depolarization
during action
potential;GO:008601
1|membrane
repolarization
during action
potential;GO:008601
3|membrane
repolarization
during cardiac
muscle cell action
potential;GO:009891
5|membrane
repolarization
during ventricular
cardiac muscle cell
action
potential;GO:190230
3|negative
regulation of
potassium ion
export;GO:1901380|
negative regulation
of potassium ion
transmembrane
transport;GO:19013
81|positive

GO:0009986|cell
surface;GO:0048471
|perinuclear region
of
cytoplasm;GO:0005
886|plasma
membrane;GO:0008
076|voltage-gated
potassium channel
complex;

GO:0055131|C3HC4
-type RING finger
domain
binding;GO:000525
1|delayed rectifier
potassium channel
activity;GO:0042802
|identical protein
binding;GO:000524
2|inward rectifier
potassium channel
activity;GO:0000155
|phosphorelay
sensor kinase
activity;GO:0042803
|protein
homodimerization
activity;GO:0097110
|scaffold protein
binding;GO:003162
5|ubiquitin protein
ligase
binding;GO:000524
9|voltage-gated
potassium channel
activity;GO:0086008
|voltage-gated
potassium channel
activity involved in
cardiac muscle cell
action potential
repolarization;GO:1
902282|voltage-
gated potassium
channel activity

K04905

KCNH2; potassium
voltage-gated
channel Eag-related
subfamily H
member 2

ENSG00000055130 0 2 0 3 3.48660815 9 9 8 3 -2.106995542 0.027558811 0.073643761 down no CUL1 protein_coding chr7:148697914-
148801036:+

gi|537257109|gb|ER
E89248.1| 4102 0 cullin-1 [Cricetulus

griseus]
gi|32307160|ref|NM
_003592.2| 3064 0 Homo sapiens cullin

1 (CUL1), mRNA Q5R4G6 1582 0 Cullin-1 SPAC17G6.12 564 0 COG5647 pfam00888 Cullin Cullin family.

GO:0009887|organ
morphogenesis;GO:
0006915|apoptotic
process;GO:000828
3|cell
proliferation;GO:00
06513|protein
monoubiquitination;
GO:0031146|SCF-
dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;

GO:1990452|Parkin-
FBXW7-Cul1
ubiquitin ligase
complex;GO:001900
5|SCF ubiquitin
ligase complex;

GO:0004842|ubiquit
in-protein
transferase activity;

K03347 CUL1, CDC53;
cullin 1

ENSG00000055163 0 0 0 2 3.403516923 13 7 4 8 -3.490188086 0.003608481 0.017115639 down yes CYFIP2 protein_coding chr5:157266079-
157395595:+

gi|533121854|ref|XP
_005376289.1| 6875 0

PREDICTED:
cytoplasmic FMR1-
interacting protein 2
isoform X1
[Chinchilla lanigera]

gi|619328948|ref|N
M_001291721.1| 6370 0

Homo sapiens
cytoplasmic FMR1
interacting protein 2
(CYFIP2),
transcript variant 4,
mRNA

Q5R414 262 1.00E-79 Cytoplasmic FMR1-
interacting protein 2 . . . . pfam05994 FragX_IP

Cytoplasmic
Fragile-X
interacting family.
CYFIP1/2
(Cytoplasmic fragile
X mental retardation
interacting protein)
like proteins for a
highly conserved
protein family. The
function of CYFIPs
is unclear, but
CYFIP interaction
with fragile X
mental retardation
interacting protein
(FMRP) involves
the domain of
FMRP which also
mediating homo-
and
heteromerization.

GO:0006915|apopto
tic
process;GO:000715
5|cell adhesion;

GO:0005737|cytopla
sm; . K05749

CYFIP; cytoplasmic
FMR1 interacting
protein

ENSG00000055208 1 5 0 3 4.015864989 6 10 3 10 -1.215883154 0.142876471 0.245092444 down no TAB2 protein_coding chr6:149218641-
149411613:+

gi|20521143|dbj|BA
A34453.2| 3362 0 KIAA0733 protein

[Homo sapiens]
gi|635372943|ref|N
M_015093.5| 4214 0

Homo sapiens TGF-
beta activated
kinase 1/MAP3K7
binding protein 2
(TAB2), transcript
variant 1, mRNA

Q5U303 58.2 1.00E-08

TGF-beta-activated
kinase 1 and
MAP3K7-binding
protein 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007507|heart
development;GO:00
43123|positive
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00458
60|positive
regulation of
protein kinase
activity;

GO:0005829|cytosol
;GO:0005634|nucleu
s;

GO:0070530|K63-
linked polyubiquitin
binding;GO:000827
0|zinc ion binding;

K04404
MAP3K7IP2, TAB2;
TAK1-binding
protein 2



ENSG00000055609 12 14 6 15 14.5383882 18 17 24 18 -0.181952768 0.659159943 0.75932426 down no KMT2C protein_coding chr7:152134922-
152436005:-

gi|91718902|ref|NP_
733751.2| 22369 0

histone-lysine N-
methyltransferase
2C [Homo sapiens]

gi|91718901|ref|NM
_170606.2| 16862 0

Homo sapiens
lysine (K)-specific
methyltransferase
2C (KMT2C),
mRNA

Q8NEZ4 234 5.00E-69
Histone-lysine N-
methyltransferase
2C

SPCC306.04c 104 4.00E-21 COG2940 pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0035097|histone
methyltransferase
complex;GO:004466
6|MLL3/4
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0003677|DNA
binding;GO:004280
0|histone
methyltransferase
activity (H3-K4
specific);GO:001802
4|histone-lysine N-
methyltransferase
activity;GO:0044822
|poly(A) RNA
binding;GO:001674
6|transferase
activity, transferring
acyl
groups;GO:0008270|
zinc ion binding;

K09188

MLL3; histone-
lysine N-
methyltransferase
MLL3 [EC:2.1.1.43]

ENSG00000055813 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no CCDC85A protein_coding chr2:56184123-
56386173:+

gi|15620883|dbj|BA
B67805.1| 2385 0 KIAA1912 protein

[Homo sapiens]
gi|122937260|ref|N
M_001080433.1| 3982 0

Homo sapiens
coiled-coil domain
containing 85A
(CCDC85A),
mRNA

Q96PX6 908 0
Coiled-coil domain-
containing protein
85A

. . . . pfam10226 DUF2216

Uncharacterized
conserved proteins
(DUF2216). This is
the conserved N-
terminal half of a
proteins which are
found from worms
to humans. some
annotation suggests
it might be PKR, the
Hepatitis delta
antigen-interacting
protein A, but this
could not be
confirmed.

GO:0042491|auditor
y receptor cell
differentiation;GO:0
070588|calcium ion
transmembrane
transport;GO:00076
26|locomotory
behavior;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0005
886|plasma
membrane;

GO:0005262|calciu
m channel activity; . .

ENSG00000055917 6 7 4 27 27.3962994 73 65 32 48 -1.882458976 0.000199636 0.001795688 down yes PUM2 protein_coding chr2:20248691-
20352234:-

gi|13491168|ref|NP_
056132.1| 4252 0

pumilio homolog 2
isoform 1 [Homo
sapiens]

gi|544583546|ref|N
M_001282752.1| 6251 0

Homo sapiens
pumilio RNA-
binding family
member 2 (PUM2),
transcript variant 2,
mRNA

Q80U58 76.3 1.00E-14 Pumilio homolog 2 SPAC1687.22c 367 9.00E-112 COG5099 pfam00806 PUF

Pumilio-family
RNA binding
repeat. Puf repeats
(aka PUM-HD,
Pumilio homology
domain) are
necessary and
sufficient for
sequence specific
RNA binding in fly
Pumilio and worm
FBF-1 and FBF-2.
Both proteins
function as
translational
repressors in early
embryonic
development by
binding sequences
in the 3' UTR of
target mRNAs (e.g.
the nanos response
element (NRE) in
fly Hunchback
mRNA, or the point
mutation element
(PME) in worm
fem-3 mRNA).
Other proteins that
contain Puf
domains are also
plausible RNA
binding proteins. S.
cerevisiae JSN1, for
instance appears to

GO:2000637|positiv
e regulation of gene
silencing by
miRNA;GO:190024
6|positive regulation
of RIG-I signaling
pathway;GO:001060
8|posttranscriptional
regulation of gene
expression;GO:0051
983|regulation of
chromosome
segregation;GO:004
3488|regulation of
mRNA
stability;GO:003406
3|stress granule
assembly;

GO:0005737|cytopla
sm;GO:0010494|cyt
oplasmic stress
granule;GO:0031965
|nuclear
membrane;GO:0048
471|perinuclear
region of cytoplasm;

GO:0003730|mRNA
3'-UTR
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

K17943
PUM; pumilio
RNA-binding
family

ENSG00000056097 1 5 0 26 32.77154307 98 80 41 74 -2.918801972 9.93E-05 0.00102007 down yes ZFR protein_coding chr5:32354350-
32444761:-

gi|34101286|ref|NP_
057191.2| 3051 0

zinc finger RNA-
binding protein
[Homo sapiens]

gi|38202203|ref|NM
_016107.3| 4715 0

Homo sapiens zinc
finger RNA binding
protein (ZFR),
mRNA

Q5REX3 190 2.00E-51 Zinc finger RNA-
binding protein . . . . pfam07528 DZF

DZF domain. The
function of this
domain is
unknown. It is often
found associated
with pfam00098 or
pfam00035. This
domain has been
predicted to belong
to the
nucleotidyltransfera
se superfamily.

GO:0007275|multice
llular organismal
development;

GO:0005694|chrom
osome;GO:0005737|
cytoplasm;GO:0005
634|nucleus;

GO:0003677|DNA
binding;GO:000372
3|RNA
binding;GO:000827
0|zinc ion binding;

K13203
ZFR; zinc finger
RNA-binding
protein

ENSG00000056586 690 538 744 384 467.953331 102 203 384 204 2.078242845 1.96E-05 0.000314773 up yes RC3H2 protein_coding chr9:122844556-
122905341:-

gi|156105697|ref|NP
_001094058.1| 5850 0 roquin-2 isoform 1

[Homo sapiens]
gi|426362968|ref|X
M_004048573.1| 9098 0

PREDICTED:
Gorilla gorilla
gorilla ring finger
and CCCH-type
domains 2
(RC3H2), mRNA

P0C090 410 3.00E-133 Roquin-2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001782|B cell
homeostasis;GO:006
0173|limb
development;GO:00
48286|lung alveolus
development;GO:00
48535|lymph node
development;GO:00
35264|multicellular
organism
growth;GO:1901224
|positive regulation
of NIK/NF-kappaB
signaling;GO:00097
91|post-embryonic
development;GO:00
10608|posttranscript
ional regulation of
gene
expression;GO:0000
209|protein
polyubiquitination;
GO:0010468|regulati
on of gene
expression;GO:0048
536|spleen
development;GO:00
43029|T cell
homeostasis;GO:004
2098|T cell
proliferation;GO:00
61470|T follicular
helper cell
differentiation;

GO:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0000
932|cytoplasmic
mRNA processing
body;GO:0016020|
membrane;GO:0005
654|nucleoplasm;

GO:0003677|DNA
binding;GO:001687
4|ligase
activity;GO:0003729
|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000484
2|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K15690

RC3H; RING finger
and CCCH-type zinc
finger domain-
containing protein

ENSG00000057757 6 3 0 5 5.096929659 5 9 8 8 -0.54339524 0.451058366 0.577735788 down no PITHD1 protein_coding chr1:23778405-
23788232:+

gi|119615480|gb|EA
W95074.1| 1352 0

chromosome 1 open
reading frame 128,
isoform CRA_a
[Homo sapiens]

gi|209954793|ref|N
M_020362.4| 1603 0

Homo sapiens PITH
(C-terminal
proteasome-
interacting domain
of thioredoxin-like)
domain containing 1
(PITHD1), mRNA

Q9GZP4 419 1.00E-143 PITH domain-
containing protein 1 . . . . pfam06201 PITH

PITH domain. This
family was formerly
known as DUF1000.
The full-length,
Txnl1, protein
which is a probable
component of the
26S proteasome,
uses its C-terminal,
PITH, domain to
associate
specifically with the
26S proteasome.
PITH derives from
proteasome-
interacting
thioredoxin domain.

GO:0006974|cellular
response to DNA
damage stimulus;

GO:0005634|nucleu
s; . . .

ENSG00000058063 4 2 1 6 5.872078377 13 11 9 7 -1.103930539 0.091593439 0.173209379 down no ATP11B protein_coding
chr3:182793500-
182921635:+

gi|62632750|ref|NP_
055431.1| 6219 0

probable
phospholipid-
transporting ATPase
IF [Homo sapiens]

gi|393290854|ref|N
M_014616.2| 7322 0

Homo sapiens
ATPase, class VI,
type 11B (ATP11B),
mRNA

Q9N0Z4 92.4 6.00E-46

Probable
phospholipid-
transporting ATPase
IF (Fragment)

YAL026c 682 0 COG0474 pfam13246 Hydrolase_like2

Putative hydrolase
of sodium-
potassium ATPase
alpha subunit. This
is a putative
hydrolase of the
sodium-potassium
ATPase alpha
subunit.

.

GO:0005769|early
endosome;GO:0005
783|endoplasmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0005
637|nuclear inner
membrane;GO:0055
038|recycling
endosome
membrane;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:000401
2|phospholipid-
translocating
ATPase activity;

K01530

E3.6.3.1;
phospholipid-
translocating
ATPase [EC:3.6.3.1]

ENSG00000058085 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no LAMC2 protein_coding chr1:183186238-
183244900:+

gi|157419138|ref|NP
_005553.2| 6244 0

laminin subunit
gamma-2 isoform a
precursor [Homo
sapiens]

gi|157419137|ref|N
M_005562.2| 5147 0

Homo sapiens
laminin, gamma 2
(LAMC2), transcript
variant 1, mRNA

Q13753 2241 0 Laminin subunit
gamma-2 . . . . pfam00052 Laminin_B Laminin B (Domain

IV).

GO:0007155|cell
adhesion;GO:00085
44|epidermis
development;GO:00
22617|extracellular
matrix
disassembly;GO:003
0198|extracellular
matrix
organization;GO:00
31581|hemidesmoso
me
assembly;GO:00303
35|positive
regulation of cell
migration;GO:00082
84|positive
regulation of cell

GO:0005938|cell
cortex;GO:0005576|
extracellular
region;GO:0005615|
extracellular
space;GO:0005607|l
aminin-2
complex;GO:001602
0|membrane;GO:00
48471|perinuclear
region of cytoplasm;

GO:0008201|hepari
n binding; K06246 LAMC2; laminin,

gamma 2

ENSG00000058091 0 0 0 1 1.497118821 4 4 2 4 -2.954942476 0.02897768 0.076451752 down no CDK14 protein_coding chr7:90466424-
91210590:+

gi|281183147|ref|NP
_001162462.1| 2578 0

cyclin-dependent
kinase 14 precursor
[Papio anubis]

gi|560231614|ref|N
M_001287135.1| 4995 0

Homo sapiens
cyclin-dependent
kinase 14 (CDK14),
transcript variant 1,
mRNA

B0VXE8 264 2.00E-85 Cyclin-dependent
kinase 14 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0051301|cell
division;GO:000008
6|G2/M transition of
mitotic cell
cycle;GO:0060828|r
egulation of
canonical Wnt
signaling
pathway;GO:001605
5|Wnt signaling
pathway;

GO:0000308|cytopla
smic cyclin-
dependent protein
kinase holoenzyme
complex;GO:000563
4|nucleus;GO:00058
86|plasma
membrane;

GO:0005524|ATP
binding;GO:000469
3|cyclin-dependent
protein
serine/threonine
kinase activity;

K08821

CDK14, PFTK1;
cyclin-dependent
kinase 14
[EC:2.7.11.22]



ENSG00000058272 6 1 3 5 5.180905979 6 9 7 6 -0.306210645 0.65527136 0.75685368 down no PPP1R12A protein_coding chr12:79773563-
79935460:-

gi|4505317|ref|NP_0
02471.1| 3559 0

protein phosphatase
1 regulatory subunit
12A isoform a
[Homo sapiens]

gi|219842210|ref|N
M_002480.2| 5721 0

Homo sapiens
protein phosphatase
1, regulatory
subunit 12A
(PPP1R12A),
transcript variant 1,
mRNA

O14974 214 1.00E-62
Protein phosphatase
1 regulatory subunit
12A

all2748 91.7 4.00E-18 COG0666 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051297|centros
ome
organization;GO:00
07067|mitotic
nuclear
division;GO:004308
6|negative
regulation of
catalytic
activity;GO:0045944
|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00064
70|protein
dephosphorylation;
GO:0030155|regulati
on of cell
adhesion;GO:00355
07|regulation of
myosin-light-chain-
phosphatase
activity;GO:0007165
|signal transduction;

GO:0031672|A
band;GO:0005813|c
entrosome;GO:0005
829|cytosol;GO:000
0776|kinetochore;G
O:0072357|PTW/PP
1 phosphatase
complex;GO:003001
8|Z disc;

GO:0071889|14-3-3
protein
binding;GO:000485
7|enzyme inhibitor
activity;GO:0019208
|phosphatase
regulator
activity;GO:0004721
|phosphoprotein
phosphatase
activity;

K06270

PPP1R12A,
MYPT1; protein
phosphatase 1
regulatory subunit
12A

ENSG00000058404 0 0 0 11 20.61751847 57 56 38 44 -3.821813131 2.51E-06 6.40E-05 down yes CAMK2B protein_coding chr7:44217150-
44334577:-

gi|26051204|ref|NP_
001211.3| 3048 0

calcium/calmodulin-
dependent protein
kinase type II
subunit beta
isoform 1 [Homo
sapiens]

gi|212549591|ref|N
M_001220.4| 4447 0

Homo sapiens
calcium/calmodulin-
dependent protein
kinase II beta
(CAMK2B),
transcript variant 1,
mRNA

P08413 306 5.00E-100

Calcium/calmodulin
-dependent protein
kinase type II
subunit beta

. . . . pfam00069 Pkinase Protein kinase
domain. . .

GO:0005524|ATP
binding;GO:000468
3|calmodulin-
dependent protein
kinase activity;

K04515

CAMK2;
calcium/calmodulin-
dependent protein
kinase (CaM kinase)
II [EC:2.7.11.17]

ENSG00000058804 3 5 0 6 3.075105095 1 3 5 3 0.684836751 0.438298459 0.56786379 up no NDC1 protein_coding chr1:53765460-
53838860:-

gi|119627137|gb|EA
X06732.1| 3895 0

transmembrane
protein 48, isoform
CRA_b [Homo
sapiens]

gi|271398349|ref|N
M_018087.4| 4826 0

Homo sapiens
NDC1
transmembrane
nucleoporin
(NDC1), transcript
variant 1, mRNA

Q9BTX1 1293 0 Nucleoporin NDC1 . . . . pfam09531 Ndc1_Nup

Nucleoporin protein
Ndc1-Nup. Ndc1 is
a nucleoporin
protein that is a
component of the
Nuclear Pore
Complex, and, in
fungi, also of the
Spindle Pole Body.
It consists of six
transmembrane
segments, three
lumenal loops, both
concentrated at the
N-terminus and
cytoplasmic
domains largely at
the C-terminus, all
of which are well
conserved.

GO:0031047|gene
silencing by
RNA;GO:0075733|i
ntracellular
transport of
virus;GO:0007077|
mitotic nuclear
envelope
disassembly;GO:000
6406|mRNA export
from
nucleus;GO:005129
2|nuclear pore
complex
assembly;GO:00310
81|nuclear pore
distribution;GO:001
6925|protein
sumoylation;GO:00
15031|protein
transport;GO:19000
34|regulation of
cellular response to
heat;GO:0010827|re
gulation of glucose
transport;GO:00072
83|spermatogenesis;
GO:0007129|synapsi
s;GO:0006409|tRNA
export from
nucleus;GO:001603
2|viral
process;GO:001908
3|viral transcription;

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0016021|integral
component of
membrane;GO:0016
020|membrane;GO:
0005635|nuclear
envelope;GO:00319
65|nuclear
membrane;GO:0005
643|nuclear
pore;GO:0070762|n
uclear pore
transmembrane
ring;GO:0005886|pl
asma membrane;

GO:0017056|structu
ral constituent of
nuclear pore;

K14315 NDC1, TMEM48;
nucleoporin NDC1

ENSG00000059377 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no TBXAS1 protein_coding chr7:139777051-
140020325:+

gi|261278370|ref|NP
_001159725.1| 2941 0

thromboxane-A
synthase isoform 3
[Homo sapiens]

gi|261278366|ref|N
M_001130966.2| 2185 0

Homo sapiens
thromboxane A
synthase 1 (platelet)
(TBXAS1),
transcript variant 3,
mRNA

P24557 202 8.00E-57 Thromboxane-A
synthase VNG0422G 118 1.00E-27 COG2124 pfam00067 p450

Cytochrome P450.
Cytochrome P450s
are haem-thiolate
proteins involved in
the oxidative
degradation of
various compounds.
They are
particularly well
known for their role
in the degradation
of environmental
toxins and
mutagens. They can
be divided into 4
classes, according to
the method by
which electrons
from NAD(P)H are
delivered to the
catalytic site.
Sequence
conservation is
relatively low
within the family -
there are only 3
absolutely
conserved residues
- but their general
topography and
structural fold are
highly conserved.
The conserved core
is composed of a
coil termed the

GO:0019371|cycloo
xygenase
pathway;GO:000669
0|icosanoid
metabolic process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0036134|12-
hydroxyheptadecatri
enoic acid synthase
activity;GO:0020037
|heme
binding;GO:000550
6|iron ion
binding;GO:000449
7|monooxygenase
activity;GO:0016705
|oxidoreductase
activity, acting on
paired donors, with
incorporation or
reduction of
molecular
oxygen;GO:0004796
|thromboxane-A
synthase activity;

K01832

TBXAS1, CYP5A;
thromboxane-A
synthase
[EC:5.3.99.5]

ENSG00000059728 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MXD1 protein_coding chr2:69897688-
69942945:+

gi|4505069|ref|NP_0
02348.1| 857 2.00E-101

max dimerization
protein 1 isoform 1
[Homo sapiens]

gi|321400049|ref|N
M_002357.3| 5587 0

Homo sapiens MAX
dimerization protein
1 (MXD1),
transcript variant 1,
mRNA

Q05195 334 8.00E-103 Max dimerization
protein 1 . . . . pfam08648 DUF1777

Protein of unknown
function
(DUF1777). This is
a family of
eukaryotic proteins
of unknown
function. Some of
the proteins in this
family are putative
nucleic acid binding
proteins.

GO:0008283|cell
proliferation;GO:00
07275|multicellular
organismal
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0000790|nuclear
chromatin;GO:0005
634|nucleus;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000371
2|transcription
cofactor
activity;GO:0003714
|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09114 MXD, MAD; MAX
dimerization protein

ENSG00000059758 0 0 0 0 0.596728843 2 1 1 2 -2.455634743 0.166544912 NA down no CDK17 protein_coding chr12:96278261-
96400560:-

gi|544472228|ref|XP
_005571975.1| 2857 0

PREDICTED:
cyclin-dependent
kinase 17 isoform
X1 [Macaca
fascicularis]

gi|300116185|ref|N
M_002595.4| 4157 0

Homo sapiens
cyclin-dependent
kinase 17 (CDK17),
transcript variant 1,
mRNA

O35831 1069 0 Cyclin-dependent
kinase 17 . . . . pfam00069 Pkinase Protein kinase

domain. . .

GO:0005524|ATP
binding;GO:000469
3|cyclin-dependent
protein
serine/threonine
kinase activity;

K15595

CDK17, PCTK2;
cyclin-dependent
kinase 17
[EC:2.7.11.22]

ENSG00000059769 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no DNAJC25 protein_coding chr9:111631352-
111654351:+

gi|332222496|ref|XP
_003260405.1| 1274 2.00E-166

PREDICTED: dnaJ
homolog subfamily
C member 25
[Nomascus
leucogenys]

gi|310832400|ref|NR
_037148.1| 2498 0

Homo sapiens DnaJ
(Hsp40) homolog,
subfamily C,
member 25
(DNAJC25),
transcript variant 2,
non-coding RNA

Q9H1X3 161 1.00E-41
DnaJ homolog
subfamily C
member 25

MG019 73.2 7.00E-13 COG0484 pfam00226 DnaJ

DnaJ domain. DnaJ
domains (J-
domains) are
associated with
hsp70 heat-shock
system and it is
thought that this
domain mediates
the interaction.
DnaJ-domain is
therefore part of a
chaperone (protein
folding) system.
The T-antigens,
although not in
Prosite are
confirmed as DnaJ
containing domains
from literature.

.
GO:0016021|integral
component of
membrane;

. K19371
DNAJC25; DnaJ
homolog subfamily
C member 25

ENSG00000059915 0 1 7 9 7.413938693 15 13 10 13 -1.094841764 0.121301452 0.215536663 down no PSD protein_coding chr10:102402617-
102421539:-

gi|24899186|dbj|BA
C23107.1| 4694 0 KIAA2011 protein

[Homo sapiens]
gi|402534557|ref|N
M_002779.4| 4183 0

Homo sapiens
pleckstrin and Sec7
domain containing
(PSD), transcript
variant 1, mRNA

A5PKW4 1726 0
PH and SEC7
domain-containing
protein 1

YDR170c 109 5.00E-23 COG5307 pfam01369 Sec7

Sec7 domain. The
Sec7 domain is a
guanine-nucleotide-
exchange-factor
(GEF) for the
pfam00025 family.

GO:0032012|regulati
on of ARF protein
signal
transduction;GO:00
07165|signal
transduction;

GO:0005886|plasma
membrane;GO:0001
726|ruffle;

GO:0005086|ARF
guanyl-nucleotide
exchange factor
activity;GO:0005543
|phospholipid
binding;GO:000487
1|signal transducer
activity;

K12494
PSD; PH and SEC7
domain-containing
protein

ENSG00000060138 0 1 0 2 0.931414059 0 3 1 2 -0.600569738 0.697118773 NA down no YBX3 protein_coding chr12:10699089-
10723312:-

gi|675792788|ref|XP
_008953220.1| 1008 2.00E-128

PREDICTED: LOW
QUALITY
PROTEIN: Y-box-
binding protein 3
[Pan paniscus]

gi|62089377|dbj|AB
209896.1| 6387 0

Homo sapiens
mRNA for CSDA
protein variant
protein

P16989 139 2.00E-37 Y-box-binding
protein 3 BU489 67 1.00E-12 COG1278 pfam00313 CSD 'Cold-shock' DNA-

binding domain.

GO:0071474|cellular
hyperosmotic
response;GO:00713
56|cellular response
to tumor necrosis
factor;GO:0009566|f
ertilization;GO:0001
701|in utero
embryonic
development;GO:00
08584|male gonad
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:190221
9|negative
regulation of
intrinsic apoptotic
signaling pathway
in response to
osmotic
stress;GO:0060546|n
egative regulation of
necroptotic
process;GO:004864
2|negative
regulation of
skeletal muscle
tissue
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II

GO:0005737|cytopla
sm;GO:0005921|gap
junction;GO:000563
4|nucleus;

GO:0003677|DNA
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:004482
2|poly(A) RNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000369
7|single-stranded
DNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K06099
CSDA, ZONAB;
cold shock domain
protein A

ENSG00000060237 4 0 1 3 3.78099884 8 9 3 5 -1.042897356 0.234187288 0.356935147 down no WNK1 protein_coding chr12:752593-
911452:+

gi|374111529|gb|AE
Y99342.1| 5990 0

WNK lysine
deficient protein
kinase 1 isoform
[Homo sapiens]

gi|296939599|ref|N
M_001184985.1| 11232 0

Homo sapiens WNK
lysine deficient
protein kinase 1
(WNK1), transcript
variant 4, mRNA

P83741 385 3.00E-121
Serine/threonine-
protein kinase
WNK1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0010923|negativ
e regulation of
phosphatase
activity;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:001990
2|phosphatase
binding;GO:000486
0|protein kinase
inhibitor
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K08867

WNK, PRKWNK;
WNK lysine
deficient protein
kinase [EC:2.7.11.1]



ENSG00000060339 1 8 2 25 20.81869173 55 39 33 39 -1.869248291 0.002073215 0.011502596 down yes CCAR1 protein_coding chr10:68721012-
68792377:+

gi|602684792|ref|XP
_007454645.1| 2984 0

PREDICTED: cell
division cycle and
apoptosis regulator
protein 1 isoform
X1 [Lipotes
vexillifer]

gi|545477996|ref|N
M_018237.3| 4683 0

Homo sapiens cell
division cycle and
apoptosis regulator
1 (CCAR1),
transcript variant 1,
mRNA

Q8CH18 90.9 1.00E-19
Cell division cycle
and apoptosis
regulator protein 1

. . . . pfam14443 DBC1

DBC1. DBC1 and it
homologs from
diverse eukaryotes
are a catalytically
inactive version of
the Nudix hydrolase
(MutT) domain.
DBC1 is predicted
to bind NAD
metabolites and
regulate the activity
of SIRT1 or related
deacetylases by
sensing the soluble
products or
substrates of the
NAD-dependent
deacetylation
reaction.

GO:0006915|apopto
tic
process;GO:000704
9|cell
cycle;GO:0043065|p
ositive regulation of
apoptotic
process;GO:003033
5|positive regulation
of cell
migration;GO:00082
84|positive
regulation of cell
proliferation;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005641|nuclear
envelope
lumen;GO:0048471|
perinuclear region
of cytoplasm;

GO:0001047|core
promoter
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0044822
|poly(A) RNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003714
|transcription
corepressor activity;

. .

ENSG00000060709 0 0 0 1 0.308817917 0 1 1 0 -0.157270681 0.950437064 NA down no RIMBP2 protein_coding chr12:130396137-
130517917:-

gi|2224577|dbj|BAA
20776.1| 5459 0 KIAA0318 [Homo

sapiens]
gi|140561069|ref|N
M_015347.4| 6321 0

Homo sapiens
RIMS binding
protein 2
(RIMBP2), mRNA

O15034 1999 0 RIMS-binding
protein 2 . . . . pfam14604 SH3_9 Variant SH3

domain.

GO:0014047|glutam
ate
secretion;GO:00072
69|neurotransmitter
secretion;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005739|mi
tochondrion;GO:00
98793|presynapse;

GO:0030156|benzod
iazepine receptor
binding;

K17591 RIMBP2; RIMS-
binding protein 2

ENSG00000060749 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no QSER1 protein_coding chr11:32893178-
32993316:+

gi|795287150|ref|XP
_011820962.1| 7918 0

PREDICTED:
glutamine and
serine-rich protein 1
[Mandrillus
leucophaeus]

gi|631790806|ref|N
M_001076786.2| 9335 0

Homo sapiens
glutamine and
serine rich 1
(QSER1), mRNA

Q2KHR3 2245 0 Glutamine and
serine-rich protein 1 . . . . pfam13926 DUF4211

Domain of
unknown function
(DUF4211).

GO:0001502|cartilag
e
condensation;GO:00
02063|chondrocyte
development;GO:00
30199|collagen fibril
organization;GO:00
50910|detection of
mechanical stimulus
involved in sensory
perception of
sound;GO:0048704|
embryonic skeletal
system
morphogenesis;GO:
0035987|endoderma
l cell
differentiation;GO:0
042472|inner ear
morphogenesis;GO:
0001503|ossification
;GO:0006029|proteo
glycan metabolic
process;GO:003598
9|tendon
development;GO:00
55010|ventricular
cardiac muscle
tissue
morphogenesis;GO:
0007601|visual
perception;

GO:0005592|collage
n type XI
trimer;GO:0031012|
extracellular matrix;

GO:0005201|extrace
llular matrix
structural
constituent;GO:0046
872|metal ion
binding;

. .

ENSG00000061455 0 2 0 4 1.181788226 0 2 2 1 0.598178621 0.671933069 0.767777154 up no PRDM6 protein_coding chr5:123089121-
123194266:+

gi|210031233|ref|NP
_001129711.1| 2327 0

putative histone-
lysine N-
methyltransferase
PRDM6 [Homo
sapiens]

gi|635123283|ref|X
M_008014254.1| 7636 0

PREDICTED:
Chlorocebus
sabaeus PR domain
containing 6
(PRDM6), transcript
variant X1, mRNA

A6QPM3 223 5.00E-68

Putative histone-
lysine N-
methyltransferase
PRDM6

. . . . pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0051151|negativ
e regulation of
smooth muscle cell
differentiation;GO:0
045892|negative
regulation of
transcription, DNA-
templated;GO:00220
08|neurogenesis;GO
:0006351|transcripti
on, DNA-templated;

GO:0005634|nucleu
s;

GO:0018024|histone
-lysine N-
methyltransferase
activity;GO:0046872
|metal ion
binding;GO:000367
6|nucleic acid
binding;GO:004280
3|protein
homodimerization
activity;

. .

ENSG00000061676 0 1 0 8 10.07004922 41 26 9 15 -2.998806749 0.000840927 0.005747437 down yes NCKAP1 protein_coding chr2:182909115-
183038858:-

gi|45545411|ref|NP_
995314.1| 5970 0

nck-associated
protein 1 isoform 2
[Homo sapiens]

gi|19071689|gb|AC1
08514.3| 16705 0

Homo sapiens BAC
clone RP11-234L7
from 2, complete
sequence

P28660 223 2.00E-65 Nck-associated
protein 1 . . . . pfam09735 Nckap1

Membrane-
associated apoptosis
protein. Expression
of this protein was
found to be
markedly reduced
in patients with
Alzheimer's disease.
It is involved in the
regulation of actin
polymerization in
the brain as part of
a WAVE2 signalling
complex.

GO:0006915|apopto
tic
process;GO:000741
7|central nervous
system
development;GO:00
38096|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:20
00601|positive
regulation of Arp2/3
complex-mediated
actin
nucleation;GO:0010
592|positive
regulation of
lamellipodium
assembly;GO:00166
01|Rac protein
signal
transduction;GO:00
48010|vascular
endothelial growth
factor receptor
signaling
pathway;GO:001603
2|viral process;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00059
25|focal
adhesion;GO:00160
21|integral
component of
membrane;GO:0031
258|lamellipodium
membrane;GO:0031
209|SCAR complex;

GO:0032403|protein
complex binding; K05750

NCKAP1, NAP125;
NCK-associated
protein 1

ENSG00000061936 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no SFSWAP protein_coding chr12:131711081-
131799737:+

gi|387157914|ref|NP
_001248340.1| 2618 0

splicing factor,
suppressor of
white-apricot
homolog isoform 1
[Homo sapiens]

gi|62087421|dbj|AB
208921.1| 5587 0

Homo sapiens
mRNA for SFRS8
protein variant
protein

Q12872 204 0

Splicing factor,
suppressor of
white-apricot
homolog

. . . . pfam09750 DRY_EERY

Alternative splicing
regulator. This entry
represents the
conserved N-
terminal region of
SWAP (suppressor-
of-white-apricot
protein) proteins.
This region contains
two highly
conserved motifs,
viz: DRY and
EERY, which
appear to be the
sites for alternative
splicing of exons 2
and 3 of the SWAP
mRNA. These
proteins are thus
thought to be
involved in auto-
regulation of pre-
mRNA splicing.
Most family
members are
associated with two
Surp domains
pfam01805 and an
Arginine- serine-
rich binding region
towards the C-
terminus.

GO:0000380|alternat
ive mRNA splicing,
via
spliceosome;GO:00
00395|mRNA 5'-
splice site
recognition;GO:004
8025|negative
regulation of mRNA
splicing, via
spliceosome;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003723|RNA
binding; . .

ENSG00000062194 59 42 46 36 41.47942316 27 29 40 28 1.209392833 0.002841239 0.014255463 up yes GPBP1 protein_coding chr5:57173948-
57264679:+

gi|530379444|ref|XP
_005248630.1| 2360 0

PREDICTED:
vasculin isoform X3
[Homo sapiens]

gi|635028305|ref|X
M_007973080.1| 4170 0

PREDICTED:
Chlorocebus
sabaeus GC-rich
promoter binding
protein 1 (GPBP1),
transcript variant
X1, mRNA

Q5R4E9 348 2.00E-113 Vasculin . . . . pfam15337 Vasculin

Vascular protein
family Vasculin-like
1. GC-rich
promoter-binding
protein 1-like 1 or
Vasculin-like
protein family 1, is
likely to be a
transcription factor.
The domain family
is found in
eukaryotes, and is
approximately 90
amino acids in
length.

GO:0045893|positiv
e regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000062282 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no DGAT2 protein_coding chr11:75759512-
75801535:+

gi|21739871|emb|C
AD38961.1| 2216 0 hypothetical protein

[Homo sapiens]
gi|51476479|emb|CR
749377.1| 5893 0

Homo sapiens
mRNA; cDNA
DKFZp686A15125
(from clone
DKFZp686A15125)

Q96PD7 344 7.00E-117 Diacylglycerol O-
acyltransferase 2 . . . . pfam03982 DAGAT

Diacylglycerol
acyltransferase. The
terminal step of
triacylglycerol
(TAG) formation is
catalysed by the
enzyme
diacylglycerol
acyltransferase
(DAGAT).

GO:0036155|acylgly
cerol acyl-chain
remodeling;GO:007
1400|cellular
response to oleic
acid;GO:0035356|cel
lular triglyceride
homeostasis;GO:004
2632|cholesterol
homeostasis;GO:004
6339|diacylglycerol
metabolic
process;GO:006061
3|fat pad
development;GO:00
55089|fatty acid
homeostasis;GO:000
6071|glycerol
metabolic
process;GO:001991
5|lipid
storage;GO:0035336
|long-chain fatty-
acyl-CoA metabolic
process;GO:003438
3|low-density
lipoprotein particle
clearance;GO:00463
22|negative
regulation of fatty
acid
oxidation;GO:00457
22|positive
regulation of
gluconeogenesis;GO

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0030
176|integral
component of
endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0005
811|lipid
particle;GO:0005739
|mitochondrion;GO:
0048471|perinuclear
region of cytoplasm;

GO:0003846|2-
acylglycerol O-
acyltransferase
activity;GO:0004144
|diacylglycerol O-
acyltransferase
activity;GO:0042803
|protein
homodimerization
activity;GO:0050252
|retinol O-fatty-
acyltransferase
activity;

K11160

DGAT2;
diacylglycerol O-
acyltransferase 2
[EC:2.3.1.20
2.3.1.75]



ENSG00000062598 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no ELMO2 protein_coding chr20:46366049-
46432985:-

gi|594054351|ref|XP
_006051442.1| 3794 0

PREDICTED:
engulfment and cell
motility protein 2
isoform X2
[Bubalus bubalis]

gi|19584512|emb|AL
713765.1| 4087 0

Homo sapiens
mRNA; cDNA
DKFZp761J1417
(from clone
DKFZp761J1417)

A4FUD6 117 5.00E-29 Engulfment and cell
motility protein 2 . . . . pfam11841 DUF3361

Domain of
unknown function
(DUF3361). This
domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
presumed domain is
typically between
154 to 168 amino
acids in length.

GO:0006915|apopto
tic
process;GO:006032
6|cell
chemotaxis;GO:009
8609|cell-cell
adhesion;GO:00070
10|cytoskeleton
organization;GO:00
38096|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
48010|vascular
endothelial growth
factor receptor
signaling pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0016020|m
embrane;

GO:0030971|recepto
r tyrosine kinase
binding;

K18985
ELMO2, CED12A;
engulfment and cell
motility protein 2

ENSG00000062650 32 22 23 11 17.10756362 8 6 7 6 2.387779986 2.94E-05 0.000418632 up yes WAPL protein_coding chr10:86435256-
86521815:-

gi|1665789|dbj|BAA
13391.1| 6324 0 KIAA0261 [Homo

sapiens]
gi|93102362|ref|NM
_015045.2| 6302 0

Homo sapiens
wings apart-like
homolog
(Drosophila)
(WAPAL), mRNA

Q65Z40 166 3.00E-40 Wings apart-like
protein homolog . . . . pfam07814 WAPL

Wings apart-like
protein regulation
of heterochromatin.
This family contains
sequences
expressed in
eukaryotic
organisms bearing
high similarity to
the WAPL
conserved region of
D. melanogaster
wings apart-like
protein. This
protein is involved
in the regulation of
heterochromatin
structure. hWAPL,
the human
homologue, is
found to play a role
in the development
of cervical
carcinogenesis, and
is thought to have
similar functions to
Drosophila wapl
protein.
Malfunction of the
hWAPL pathway is
thought to activate
an apoptotic
pathway that
consequently leads
to cell death

GO:0051301|cell
division;GO:004513
2|meiotic
chromosome
segregation;GO:000
7064|mitotic sister
chromatid
cohesion;GO:00355
62|negative
regulation of
chromatin
binding;GO:000815
6|negative
regulation of DNA
replication;GO:0045
875|negative
regulation of sister
chromatid
cohesion;GO:00481
46|positive
regulation of
fibroblast
proliferation;GO:00
71168|protein
localization to
chromatin;GO:0060
623|regulation of
chromosome
condensation;GO:00
71922|regulation of
cohesin localization
to
chromatin;GO:0009
636|response to
toxic

GO:0000785|chrom
atin;GO:0005694|chr
omosome;GO:00007
75|chromosome,
centromeric
region;GO:0008278|
cohesin
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
43231|intracellular
membrane-bounded
organelle;GO:00156
30|microtubule
cytoskeleton;GO:00
00798|nuclear
cohesin
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0000795|synaptone
mal complex;

. . .

ENSG00000063169 2 1 1 0 0.799766225 0 1 0 0 2.442891491 0.181973829 NA up no BICRA protein_coding chr19:47608196-
47703277:+

gi|675762622|ref|XP
_008986556.1| 5206 0

PREDICTED: LOW
QUALITY
PROTEIN: glioma
tumor suppressor
candidate region
gene 1 protein
[Callithrix jacchus]

gi|163914391|ref|N
M_015711.3| 5739 0

Homo sapiens
glioma tumor
suppressor
candidate region
gene 1 (GLTSCR1),
mRNA

Q9NZM4 238 1.00E-70

Glioma tumor
suppressor
candidate region
gene 1 protein

. . . . pfam15249 GLTSCR1

Glioma tumor
suppressor
candidate region.
This domain family
is found in
eukaryotes, and is
typically between
105 and 124 amino
acids in length.
There is a single
completely
conserved residue F
that may be
functionally
important.
Mutations in the
gene for this protein
in humans leads to
the development of
oligodendrogliomas
. There is evidence
that these protein
interacts with SH3
domains.

GO:0006836|neurotr
ansmitter transport;

GO:0005887|integral
component of
plasma
membrane;GO:0005
622|intracellular;

GO:0015171|amino
acid transmembrane
transporter
activity;GO:0005326
|neurotransmitter
transporter
activity;GO:0005328
|neurotransmitter:so
dium symporter
activity;

. .

ENSG00000063177 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RPL18 protein_coding chr19:48615328-
48619536:-

gi|544512506|ref|XP
_005589842.1| 975 4.00E-132

PREDICTED:
uncharacterized
LOC101867006
isoform X1 [Macaca
fascicularis]

gi|345441769|ref|NG
_029867.1| 3844 0

Homo sapiens
sphingosine kinase
2 (SPHK2),
RefSeqGene on
chromosome 19

D0VWQ3 196 1.00E-62 Ribosomal protein
L18 SPBC11C11.07 110 1.00E-26 COG1727 pfam00828 Ribosomal_L18e

Ribosomal protein
L18e/L15. This
family includes
eukaryotic L18 as
well as prokaryotic
L15.

GO:0006412|translat
ion;

GO:0005840|riboso
me;

GO:0003735|structu
ral constituent of
ribosome;

K02883

RP-L18e, RPL18;
large subunit
ribosomal protein
L18e

ENSG00000063244 0 1 0 2 1.139289709 5 1 0 2 -1.03123423 0.499977426 0.619972008 down no U2AF2 protein_coding chr19:55654146-
55674715:+

gi|1334149|emb|CA
A45875.1| 2110 0

unnamed protein
product [Mus
musculus]

gi|60279267|ref|NM
_001012478.1| 3016 0

Homo sapiens U2
small nuclear RNA
auxiliary factor 2
(U2AF2), transcript
variant 2, mRNA

P26368 799 0
Splicing factor
U2AF 65 kDa
subunit

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
48025|negative
regulation of mRNA
splicing, via
spliceosome;GO:19
03955|positive
regulation of
protein targeting to
mitochondrion;GO:
0033120|positive
regulation of RNA
splicing;GO:190314
6|regulation of
mitophagy;GO:0008
380|RNA splicing;

GO:0000243|commi
tment
complex;GO:001660
7|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
000974|Prp19
complex;GO:000568
1|spliceosomal
complex;GO:007100
4|U2-type
prespliceosome;GO:
0089701|U2AF;

GO:0070742|C2H2
zinc finger domain
binding;GO:001989
9|enzyme
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000818
7|poly-pyrimidine
tract
binding;GO:003062
8|pre-mRNA 3'-
splice site binding;

K12837
U2AF2; splicing
factor U2AF 65 kDa
subunit

ENSG00000064042 1 0 0 0 0.496716373 1 2 0 0 -0.732319883 0.744470453 NA down no LIMCH1 protein_coding chr4:41359607-
41700044:+

gi|530376577|ref|XP
_005248117.1| 7300 0

PREDICTED: LIM
and calponin
homology domains-
containing protein 1
isoform X7 [Homo
sapiens]

gi|574281662|ref|N
M_014988.3| 6165 0

Homo sapiens LIM
and calponin
homology domains
1 (LIMCH1),
transcript variant 1,
mRNA

Q3UH68 181 2.00E-51
LIM and calponin
homology domains-
containing protein 1

. . . . pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

GO:0031032|actomy
osin structure
organization;

. GO:0008270|zinc
ion binding; . .

ENSG00000064309 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CDON protein_coding chr11:125955796-
126063335:-

gi|343790941|ref|NP
_001230526.1| 6631 0

cell adhesion
molecule-
related/down-
regulated by
oncogenes isoform
1 precursor [Homo
sapiens]

gi|343790940|ref|N
M_001243597.1| 8116 0

Homo sapiens cell
adhesion associated,
oncogene regulated
(CDON), transcript
variant 1, mRNA

Q4KMG0 210 2.00E-61

Cell adhesion
molecule-
related/down-
regulated by
oncogenes

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
07155|cell
adhesion;GO:00017
08|cell fate
specification;GO:00
21987|cerebral
cortex
development;GO:00
10172|embryonic
body
morphogenesis;GO:
0060059|embryonic
retina
morphogenesis in
camera-type
eye;GO:0002088|len
s development in
camera-type
eye;GO:0007520|my
oblast
fusion;GO:0043410|
positive regulation
of MAPK
cascade;GO:005114
9|positive regulation
of muscle cell
differentiation;GO:0
045663|positive
regulation of
myoblast
differentiation;GO:2
000179|positive
regulation of neural

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

. . .

ENSG00000064313 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no TAF2 protein_coding chr8:119730775-
119832863:-

gi|145559533|sp|Q6
P1X5.3|TAF2_HUM
AN

6179 0

RecName:
Full=Transcription
initiation factor
TFIID subunit 2;
AltName: Full=150
kDa cofactor of
initiator function;
AltName:
Full=RNA
polymerase II TBP-
associated factor
subunit B; AltName:
Full=TBP-
associated factor
150 kDa; AltName:
Full=Transcription
initiation factor
TFIID 150 kDa
subunit;
Short=TAF(II)150;
Short=TAFII-150;
Short=TAFII150

gi|115527086|ref|N
M_003184.3| 5016 0

Homo sapiens
TAF2 RNA
polymerase II,
TATA box binding
protein (TBP)-
associated factor,
150kDa (TAF2),
mRNA

Q6P1X5 219 3.00E-64
Transcription
initiation factor
TFIID subunit 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000086|G2/M
transition of mitotic
cell
cycle;GO:0045944|p
ositive regulation of
transcription from
RNA polymerase II
promoter;GO:19017
96|regulation of
signal transduction
by p53 class
mediator;GO:00140
70|response to
organic cyclic
compound;GO:0006
368|transcription
elongation from
RNA polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;

GO:0005654|nucleo
plasm;GO:0005669|t
ranscription factor
TFIID
complex;GO:003327
6|transcription
factor TFTC
complex;

GO:0003682|chrom
atin
binding;GO:000823
7|metallopeptidase
activity;GO:0001129
|RNA polymerase II
transcription factor
activity, TBP-class
protein binding,
involved in
preinitiation
complex
assembly;GO:00435
65|sequence-
specific DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000827
0|zinc ion binding;

K03128
TAF2; transcription
initiation factor
TFIID subunit 2



ENSG00000064393 4 5 7 2 4.7030904 15 1 1 1 0.638152404 0.532734903 0.649457719 up no HIPK2 protein_coding chr7:139561570-
139777778:-

gi|164420685|ref|NP
_073577.3| 5677 0

homeodomain-
interacting protein
kinase 2 isoform 1
[Homo sapiens]

gi|257470982|ref|N
M_022740.4| 15049 0

Homo sapiens
homeodomain
interacting protein
kinase 2 (HIPK2),
transcript variant 1,
mRNA

Q9H2X6 2191 0
Homeodomain-
interacting protein
kinase 2

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0007628|adult
walking
behavior;GO:00099
52|anterior/posterior
pattern
specification;GO:00
71456|cellular
response to
hypoxia;GO:000697
8|DNA damage
response, signal
transduction by p53
class mediator
resulting in
transcription of p21
class
mediator;GO:00485
96|embryonic
camera-type eye
morphogenesis;GO:
0060059|embryonic
retina
morphogenesis in
camera-type
eye;GO:0030218|ery
throcyte
differentiation;GO:0
001654|eye
development;GO:00
97193|intrinsic
apoptotic signaling
pathway;GO:004277
1|intrinsic apoptotic
signaling pathway
in response to DNA

GO:0005737|cytopla
sm;GO:0016604|nuc
lear
body;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;GO:00
16605|PML
body;GO:0090575|R
NA polymerase II
transcription factor
complex;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0001102
|RNA polymerase II
activating
transcription factor
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0046332
|SMAD
binding;GO:000371
4|transcription
corepressor
activity;GO:0046790
|virion binding;

K08826

HIPK;
homeodomain
interacting protein
kinase [EC:2.7.11.1]

ENSG00000064651 0 0 0 0 0.793117386 3 4 0 1 -2.866599333 0.140416314 NA down no SLC12A2 protein_coding chr5:128083766-
128189688:+

gi|332221621|ref|XP
_003259962.1| 5760 0

PREDICTED: LOW
QUALITY
PROTEIN: solute
carrier family 12
member 2
[Nomascus
leucogenys]

gi|38569461|ref|NM
_001046.2| 6860 0

Homo sapiens
solute carrier family
12
(sodium/potassium/
chloride
transporter),
member 2
(SLC12A2),
transcript variant 1,
mRNA

P55011 2216 0 Solute carrier family
12 member 2 SPBC18H10.16 258 4.00E-69 COG0531 pfam00324 AA_permease Amino acid

permease.

GO:0015696|ammo
nium
transport;GO:00604
44|branching
involved in
mammary gland
duct
morphogenesis;GO:
0050910|detection
of mechanical
stimulus involved in
sensory perception
of
sound;GO:0060763|
mammary duct
terminal end bud
growth;GO:0035264
|multicellular
organism
growth;GO:0006813
|potassium ion
transport;GO:00068
14|sodium ion
transport;GO:00706
34|transepithelial
ammonium
transport;GO:00303
21|transepithelial
chloride transport;

GO:0016324|apical
plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0070
062|extracellular
exosome;GO:19035
61|extracellular
vesicle;GO:0016021|
integral component
of membrane;

GO:0008519|ammo
nium
transmembrane
transporter
activity;GO:0015377
|cation:chloride
symporter activity;

K10951

SLC12A2, NKCC1;
solute carrier family
12
(sodium/potassium/
chloride
transporter),
member 2

ENSG00000064726 2 2 0 3 2.555815153 2 6 3 5 -0.682285059 0.456814903 0.580974851 down no BTBD1 protein_coding chr15:83016422-
83067354:-

gi|817254219|ref|XP
_012304804.1| 2265 0

PREDICTED:
BTB/POZ domain-
containing protein 1
[Aotus nancymaae]

gi|59814019|ref|NM
_025238.3| 3296 0

Homo sapiens BTB
(POZ) domain
containing 1
(BTBD1), transcript
variant 1, mRNA

P58544 154 2.00E-42 BTB/POZ domain-
containing protein 1 . . . . pfam08005 PHR

PHR domain. This
domain is called
PHR as it was
original found in
the proteins PAM,
highwire and RPM.
This domain can be
duplicated in the
highwire, PFAM
and PRM sequence.
The C-terminal
region of the
protein BTBD1
includes the PHR
domain and is
known to interact
with Topoisomerase
I, an enzyme which
relaxes DNA
supercoils.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:004278
7|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:003016
2|regulation of
proteolysis;

GO:0000932|cytopla
smic mRNA
processing
body;GO:0043234|p
rotein
complex;GO:001900
5|SCF ubiquitin
ligase complex;

GO:0031625|ubiquit
in protein ligase
binding;

K10477

BTBD1_2;
BTB/POZ domain-
containing protein
1/2

ENSG00000065029 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ZNF76 protein_coding chr6:35258909-
35295985:+

gi|21361146|ref|NP_
003418.2| 2899 0

zinc finger protein
76 isoform 1 [Homo
sapiens]

gi|62087147|dbj|AB
208784.1| 4630 0

Homo sapiens
mRNA for zinc
finger protein 76
(expressed in testis)
variant protein

B4F7E9 127 9.00E-52 Zinc finger protein
76 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000065150 0 0 0 0 0.997878133 4 4 1 1 -3.196210175 0.049214826 0.112499812 down no IPO5 protein_coding chr13:97953658-
98024297:+

gi|564318391|ref|XP
_001075101.4| 5917 0

PREDICTED:
importin-5 isoform
X1 [Rattus
norvegicus]

gi|51873051|ref|NM
_002271.4| 6002 0

Homo sapiens
importin 5 (IPO5),
mRNA

O00410 2250 0 Importin-5 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0071230|cellular
response to amino
acid
stimulus;GO:000660
7|NLS-bearing
protein import into
nucleus;GO:004230
7|positive regulation
of protein import
into
nucleus;GO:000005
9|protein import
into nucleus,
docking;GO:000006
0|protein import
into nucleus,
translocation;GO:00
06610|ribosomal
protein import into
nucleus;GO:001603
2|viral process;

GO:0005737|cytopla
sm;GO:0005794|Gol
gi
apparatus;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
031965|nuclear
membrane;GO:0034
399|nuclear
periphery;GO:00056
43|nuclear
pore;GO:0005730|n
ucleolus;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0005095|GTPas
e inhibitor
activity;GO:0008139
|nuclear localization
sequence
binding;GO:004482
2|poly(A) RNA
binding;GO:000856
5|protein transporter
activity;GO:0008536
|Ran GTPase
binding;

. .

ENSG00000065243 0 1 1 3 3.522308823 14 6 3 6 -2.074389875 0.032141582 0.082909043 down no PKN2 protein_coding chr1:88684222-
88836255:+

gi|5453974|ref|NP_0
06247.1| 4671 0

serine/threonine-
protein kinase N2
[Homo sapiens]

gi|106507281|ref|N
M_006256.2| 6104 0

Homo sapiens
protein kinase N2
(PKN2), mRNA

Q16513 984 0 Serine/threonine-
protein kinase N2 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0043297|apical
junction
assembly;GO:00069
15|apoptotic
process;GO:000704
9|cell
cycle;GO:0051301|c
ell
division;GO:001063
1|epithelial cell
migration;GO:00355
56|intracellular
signal
transduction;GO:00
18105|peptidyl-
serine
phosphorylation;GO
:0032467|positive
regulation of
cytokinesis;GO:004
5931|positive
regulation of mitotic
cell
cycle;GO:0045070|p
ositive regulation of
viral genome
replication;GO:0006
468|protein
phosphorylation;GO
:2000145|regulation
of cell
motility;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00071

GO:0043296|apical
junction
complex;GO:003005
4|cell
junction;GO:000591
3|cell-cell adherens
junction;GO:000581
3|centrosome;GO:00
32154|cleavage
furrow;GO:0005737
|cytoplasm;GO:0005
829|cytosol;GO:004
5111|intermediate
filament
cytoskeleton;GO:00
30027|lamellipodiu
m;GO:0030496|mid
body;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;GO:00
48471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0043
234|protein
complex;

GO:0005524|ATP
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00428
26|histone
deacetylase
binding;GO:001630
1|kinase
activity;GO:0044822
|poly(A) RNA
binding;GO:000467
2|protein kinase
activity;GO:0004697
|protein kinase C
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0070063
|RNA polymerase
binding;

K06071 PKN; protein kinase
N [EC:2.7.11.13]

ENSG00000065361 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ERBB3 protein_coding chr12:56079857-
56103505:+

gi|54792100|ref|NP_
001973.2| 6450 0

receptor tyrosine-
protein kinase erbB-
3 isoform 1
precursor [Homo
sapiens]

gi|317171925|ref|N
M_001982.3| 5755 0

Homo sapiens v-
erb-b2 avian
erythroblastic
leukemia viral
oncogene homolog
3 (ERBB3),
transcript variant 1,
mRNA

P21860 266 4.00E-86
Receptor tyrosine-
protein kinase erbB-
3

. . . . pfam07714 Pkinase_Tyr Protein tyrosine
kinase.

GO:0007169|transm
embrane receptor
protein tyrosine
kinase signaling
pathway;

GO:0016021|integral
component of
membrane;

GO:0005524|ATP
binding;GO:003813
2|neuregulin
binding;GO:000471
6|receptor signaling
protein tyrosine
kinase
activity;GO:0004714
|transmembrane
receptor protein
tyrosine kinase
activity;

K05084

ERBB3, HER3;
receptor tyrosine-
protein kinase erbB-
3 [EC:2.7.10.1]

ENSG00000065485 0 0 1 2 0.391922528 0 0 0 0 2.444946931 0.374537909 NA up no PDIA5 protein_coding chr3:123067062-
123225227:+

gi|5803121|ref|NP_0
06801.1| 2595 0

protein disulfide-
isomerase A5
precursor [Homo
sapiens]

gi|16549599|dbj|AK
054963.1| 2216 0

Homo sapiens
cDNA FLJ30401 fis,
clone
BRACE2008443,
highly similar to
PROTEIN
DISULFIDE
ISOMERASE-
RELATED
PROTEIN
PRECURSOR (EC
5.3.4.1)

Q14554 296 4.00E-96 Protein disulfide-
isomerase A5 SPAC1F5.02 72 1.00E-12 COG0526 pfam00085 Thioredoxin

Thioredoxin.
Thioredoxins are
small enzymes that
participate in redox
reactions, via the
reversible oxidation
of an active centre
disulfide bond.
Some members
with only the active
site are not
separated from the
noise.

GO:0045454|cell
redox
homeostasis;GO:003
6498|IRE1-mediated
unfolded protein
response;GO:00551
14|oxidation-
reduction
process;GO:000645
7|protein
folding;GO:0034976
|response to
endoplasmic
reticulum stress;

GO:0005788|endopl
asmic reticulum
lumen;GO:0005789|
endoplasmic
reticulum
membrane;

GO:0016491|oxidor
eductase
activity;GO:0003756
|protein disulfide
isomerase activity;

K08520
SEC22A_C; SEC22
vesicle trafficking
protein A/C

ENSG00000065526 0 0 0 0 0.293844671 1 0 0 2 -1.436688986 0.635233166 NA down no SPEN protein_coding chr1:15847864-
15940460:+

gi|14790190|ref|NP_
055816.2| 15387 0

msx2-interacting
protein [Homo
sapiens]

gi|14790189|ref|NM
_015001.2| 12227 0

Homo sapiens spen
family
transcriptional
repressor (SPEN),
mRNA

Q96T58 234 5.00E-65 Msx2-interacting
protein . . . . pfam07744 SPOC

SPOC domain. The
SPOC (Spen
paralogue and
orthologue C-
terminal) domain is
involved in
developmental
signalling.

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00072
19|Notch signaling
pathway;GO:005076
9|positive regulation
of
neurogenesis;GO:00
06351|transcription,
DNA-
templated;GO:00160
32|viral process;

GO:0070062|extrace
llular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0017053|transcrip
tional repressor
complex;

GO:0003677|DNA
binding;GO:000367
6|nucleic acid
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000108
5|RNA polymerase
II transcription
factor
binding;GO:000119
1|transcriptional
repressor activity,
RNA polymerase II
transcription factor
binding;

. .

ENSG00000065548 7 6 6 6 6.746252985 10 12 3 4 0.375880523 0.553210512 0.666926006 up no ZC3H15 protein_coding chr2:186486156-
186509363:+

gi|118150660|ref|NP
_060941.2| 1695 0

zinc finger CCCH
domain-containing
protein 15 [Homo
sapiens]

gi|118150659|ref|N
M_018471.2| 2134 0

Homo sapiens zinc
finger CCCH-type
containing 15
(ZC3H15), mRNA

Q8WU90 195 1.00E-58
Zinc finger CCCH
domain-containing
protein 15

YOR091w 170 2.00E-45 COG5252 pfam00642 zf-CCCH
Zinc finger C-x8-C-
x5-C-x3-H type
(and similar).

GO:0019221|cytokin
e-mediated
signaling pathway;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5730|nucleolus;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00468
72|metal ion
binding;GO:004482
2|poly(A) RNA
binding;

. .



ENSG00000065559 122 77 165 47 96.20789668 50 55 100 74 1.284428288 0.014680249 0.047020133 up yes MAP2K4 protein_coding chr17:12020824-
12143830:+

gi|114669021|ref|XP
_001163981.1| 2052 0

PREDICTED: dual
specificity mitogen-
activated protein
kinase kinase 4
isoform X1 [Pan
troglodytes]

gi|526479850|ref|N
M_001281435.1| 3856 0

Homo sapiens
mitogen-activated
protein kinase
kinase 4 (MAP2K4),
transcript variant 2,
mRNA

P45985 270 9.00E-79

Dual specificity
mitogen-activated
protein kinase
kinase 4

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006915|apopto
tic
process;GO:006104
9|cell growth
involved in cardiac
muscle cell
development;GO:00
71260|cellular
response to
mechanical
stimulus;GO:007270
9|cellular response
to
sorbitol;GO:003809
5|Fc-epsilon
receptor signaling
pathway;GO:000725
4|JNK
cascade;GO:200067
2|negative
regulation of motor
neuron apoptotic
process;GO:004574
0|positive regulation
of DNA
replication;GO:0043
525|positive
regulation of
neuron apoptotic
process;GO:005177
0|positive regulation
of nitric-oxide
synthase
biosynthetic
process;GO:003439

GO:0030424|axon;G
O:0005737|cytoplas
m;GO:0005829|cyto
sol;GO:0032839|den
drite
cytoplasm;GO:0005
634|nucleus;GO:004
3204|perikaryon;

GO:0005524|ATP
binding;GO:000854
5|JUN kinase kinase
activity;GO:0004672
|protein kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase activity;

K04430

MAP2K4, MKK4;
mitogen-activated
protein kinase
kinase 4
[EC:2.7.12.2]

ENSG00000065609 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SNAP91 protein_coding chr6:83552880-
83709691:-

gi|40788317|dbj|BA
A31631.2| 2787 0 KIAA0656 protein

[Homo sapiens]
gi|375493603|ref|N
M_001256717.1| 4493 0

Homo sapiens
synaptosomal-
associated protein,
91kDa (SNAP91),
transcript variant 6,
mRNA

O60641 255 5.00E-77
Clathrin coat
assembly protein
AP180

. . . . pfam07651 ANTH

ANTH domain.
AP180 is an
endocytotic
accessory proteins
that has been
implicated in the
formation of
clathrin-coated pits.
The domain is
involved in
phosphatidylinositol
4,5-bisphosphate
binding and is a
universal adaptor
for nucleation of
clathrin coats.

GO:0007268|synapti
c
transmission;GO:00
48268|clathrin coat
assembly;GO:00150
31|protein
transport;GO:20003
69|regulation of
clathrin-mediated
endocytosis;

GO:0005905|coated
pit;GO:0030136|clat
hrin-coated
vesicle;GO:0005886|
plasma membrane;

GO:0005545|1-
phosphatidylinositol
binding;GO:001990
1|protein kinase
binding;

. .

ENSG00000065613 0 0 0 0 0.206560414 0 0 2 0 -0.901932469 0.798356839 NA down no SLK protein_coding chr10:103967201-
104029233:+

gi|41281453|ref|NP_
055535.2| 5467 0

STE20-like
serine/threonine-
protein kinase
isoform 1 [Homo
sapiens]

gi|426366088|ref|X
M_004050049.1| 7120 0

PREDICTED:
Gorilla gorilla
gorilla STE20-like
kinase, transcript
variant 2 (SLK),
mRNA

O08815 200 3.00E-57
STE20-like
serine/threonine-
protein kinase

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006915|apopto
tic
process;GO:007135
6|cellular response
to tumor necrosis
factor;GO:0043065|
positive regulation
of apoptotic
process;GO:003312
9|positive regulation
of histone
phosphorylation;GO
:0046777|protein
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:0030334|regulation
of cell
migration;GO:00518
93|regulation of
focal adhesion
assembly;

GO:0031252|cell
leading
edge;GO:0005737|cy
toplasm;GO:004847
1|perinuclear region
of cytoplasm;

GO:0005524|ATP
binding;GO:004280
3|protein
homodimerization
activity;GO:0004672
|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase activity;

K08836 SLK; STE20-like
kinase [EC:2.7.11.1]

ENSG00000065665 1 0 0 6 3.41915487 10 4 2 10 -1.49571689 0.159060781 0.268086908 down no SEC61A2 protein_coding chr10:12129637-
12169961:+

gi|10946604|ref|NP_
067280.1| 2495 0

protein transport
protein Sec61
subunit alpha
isoform 2 [Mus
musculus]

gi|217330617|ref|N
M_001142628.1| 2462 0

Homo sapiens
Sec61 alpha 2
subunit (S.
cerevisiae)
(SEC61A2),
transcript variant 2,
mRNA

Q5NVM7 204 4.00E-60

Protein transport
protein Sec61
subunit alpha
isoform 2

SPBC354.02c 189 2.00E-55 COG0201 pfam00344 SecY SecY translocase. GO:0015031|protein
transport;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

. K10956

SEC61A; protein
transport protein
SEC61 subunit
alpha

ENSG00000065883 2 1 1 6 3.532024166 6 5 4 7 -0.652326733 0.405225298 0.535366147 down no CDK13 protein_coding chr7:39950037-
40097134:+

gi|145309302|ref|NP
_003709.3| 4881 0

cyclin-dependent
kinase 13 isoform 1
[Homo sapiens]

gi|397474570|ref|X
M_003808701.1| 7184 0

PREDICTED: Pan
paniscus cyclin-
dependent kinase 13
(CDK13), transcript
variant X1, mRNA

E1BB52 72.8 3.00E-11 Cyclin-dependent
kinase 13 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0000380|alternat
ive mRNA splicing,
via
spliceosome;GO:00
30097|hemopoiesis;
GO:0070816|phosph
orylation of RNA
polymerase II C-
terminal domain;

GO:0002945|cyclin
K-CDK13
complex;GO:000561
5|extracellular
space;GO:0005794|
Golgi
apparatus;GO:00199
08|nuclear cyclin-
dependent protein
kinase holoenzyme
complex;GO:001660
7|nuclear speck;

GO:0005524|ATP
binding;GO:000469
3|cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0044822
|poly(A) RNA
binding;GO:000835
3|RNA polymerase
II carboxy-terminal
domain kinase
activity;

K08819

CDK12_13; cyclin-
dependent kinase
12/13 [EC:2.7.11.22
2.7.11.23]

ENSG00000065970 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no FOXJ2 protein_coding chr12:8032703-
8055503:+

gi|521023772|gb|EP
Q05560.1| 2545 0

Forkhead box
protein J2 [Myotis
brandtii]

gi|38146114|ref|NM
_018416.2| 5463 0

Homo sapiens
forkhead box J2
(FOXJ2), mRNA

Q9P0K8 727 0 Forkhead box
protein J2 ECU11g1330 108 2.00E-24 COG5025 pfam00250 Fork_head Fork head domain.

GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;

GO:0005730|nucleol
us;GO:0005634|nucl
eus;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09403 FOXJ2_3; forkhead
box protein J2/3

ENSG00000065978 589 905 421 946 630.1675649 503 556 647 518 0.876468103 9.05E-05 0.000958252 up no YBX1 protein_coding chr1:42682427-
42702349:+

gi|297278427|ref|XP
_001088540.2| 908 3.00E-152

PREDICTED:
hypothetical protein
LOC700140
[Macaca mulatta]

gi|15426607|gb|BC0
13838.1| 1524 0

Homo sapiens Y
box binding protein
1, mRNA (cDNA
clone
IMAGE:4154898)

P62961 218 2.00E-67
Nuclease-sensitive
element-binding
protein 1

SA0747 67.4 7.00E-13 COG1278 pfam00313 CSD 'Cold-shock' DNA-
binding domain.

GO:0070934|CRD-
mediated mRNA
stabilization;GO:000
6397|mRNA
processing;GO:0043
066|negative
regulation of
apoptotic
process;GO:004662
7|negative
regulation of insulin
receptor signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00517
81|positive
regulation of cell
division;GO:000828
4|positive regulation
of cell
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00083
80|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0010494|cyt
oplasmic stress
granule;GO:0030425
|dendrite;GO:00055
76|extracellular
region;GO:0071204|
histone pre-mRNA
3'end processing
complex;GO:003052
9|ribonucleoprotein
complex;GO:199012
4|messenger
ribonucleoprotein
complex;GO:000563
4|nucleus;GO:00484
71|perinuclear
region of cytoplasm;

GO:0003729|mRNA
binding;GO:000203
9|p53
binding;GO:000372
3|RNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000369
7|single-stranded
DNA
binding;GO:000813
4|transcription
factor binding;

K09276
YBX1, NSEP1; Y-
box-binding protein
1

ENSG00000066027 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no PPP2R5A protein_coding chr1:212285537-
212361863:+

gi|5453950|ref|NP_0
06234.1| 2018 0

serine/threonine-
protein phosphatase
2A 56 kDa
regulatory subunit
alpha isoform
isoform 1 [Homo
sapiens]

gi|315113858|ref|N
M_006243.3| 3128 0

Homo sapiens
protein phosphatase
2, regulatory
subunit B', alpha
(PPP2R5A),
transcript variant 1,
mRNA

Q15172 164 1.00E-45

Serine/threonine-
protein phosphatase
2A 56 kDa
regulatory subunit
alpha isoform

. . . . pfam01603 B56

Protein phosphatase
2A regulatory B
subunit (B56
family). Protein
phosphatase 2A
(PP2A) is a major
intracellular protein
phosphatase that
regulates multiple
aspects of cell
growth and
metabolizm. The
ability of this widely
distributed
heterotrimeric
enzyme to act on a
diverse array of
substrates is largely
controlled by the
nature of its
regulatory B
subunit. There are
multiple families of
B subunits (See also
pfam01240), this
family is called the
B56 family.

GO:0090005|negativ
e regulation of
establishment of
protein localization
to plasma
membrane;GO:0090
219|negative
regulation of lipid
kinase
activity;GO:0035307
|positive regulation
of protein
dephosphorylation;
GO:0007165|signal
transduction;

GO:0000775|chrom
osome, centromeric
region;GO:0005737|
cytoplasm;GO:0031
430|M
band;GO:0005634|n
ucleus;GO:0000159|
protein phosphatase
type 2A
complex;GO:003001
8|Z disc;

GO:0019900|kinase
binding;GO:000860
1|protein
phosphatase type
2A regulator
activity;

K11584

PPP2R5;
serine/threonine-
protein phosphatase
2A regulatory
subunit B'

ENSG00000066032 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CTNNA2 protein_coding chr2:79185231-
80648861:+

gi|821013078|ref|XP
_004090482.2| 4786 0

PREDICTED:
catenin alpha-2
isoform X1
[Nomascus
leucogenys]

gi|34534050|dbj|AK
127226.1| 4340 0

Homo sapiens
cDNA FLJ45293 fis,
clone
BRHIP3003063,
highly  similar to
Alpha-2 catenin

P26232 97.1 8.00E-22 Catenin alpha-2 . . . . pfam01044 Vinculin Vinculin family.

GO:0007409|axonog
enesis;GO:0048854|
brain
morphogenesis;GO:
0048813|dendrite
morphogenesis;GO:
0030855|epithelial
cell
differentiation;GO:0
051823|regulation of
synapse structural
plasticity;GO:00163
37|single organismal
cell-cell adhesion;

GO:0015629|actin
cytoskeleton;GO:00
05912|adherens
junction;GO:003042
4|axon;GO:0005913|
cell-cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5634|nucleus;GO:00
05886|plasma
membrane;

GO:0005198|structu
ral molecule
activity;

K05691 CTNNA; catenin
alpha



ENSG00000066044 1 2 5 2 2.166953552 0 1 5 0 1.324108945 0.285616062 0.410478028 up no ELAVL1 protein_coding chr19:7958579-
8005659:-

gi|426386983|ref|XP
_004059958.1| 1901 0

PREDICTED:
ELAV-like protein 1
isoform 2 [Gorilla
gorilla gorilla]

gi|38201713|ref|NM
_001419.2| 6015 0

Homo sapiens
ELAV like RNA
binding protein 1
(ELAVL1), mRNA

P70372 125 6.00E-32 ELAV-like protein 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007409|axonog
enesis;GO:0048854|
brain
morphogenesis;GO:
0048813|dendrite
morphogenesis;GO:
0060134|prepulse
inhibition;GO:00219
42|radial glia guided
migration of
Purkinje
cell;GO:0051823|reg
ulation of synapse
structural
plasticity;GO:00163
37|single organismal
cell-cell adhesion;

GO:0015629|actin
cytoskeleton;GO:00
05912|adherens
junction;GO:003042
4|axon;GO:0016323|
basolateral plasma
membrane;GO:0005
913|cell-cell
adherens
junction;GO:000573
7|cytoplasm;GO:003
0027|lamellipodium;
GO:0005634|nucleu
s;GO:0014069|posts
ynaptic density;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00051
98|structural
molecule activity;

K13088 ELAVL1, HUR;
ELAV-like protein 1

ENSG00000066117 0 2 0 3 3.1603465 7 6 5 8 -1.928920656 0.036932319 0.091590212 down no SMARCD1 protein_coding chr12:50084972-
50100712:+

gi|297691800|ref|XP
_002823254.1| 2804 0

PREDICTED:
SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily D
member 1 [Pongo
abelii]

gi|133908628|ref|N
M_003076.4| 3429 0

Homo sapiens
SWI/SNF related,
matrix associated,
actin dependent
regulator of
chromatin,
subfamily d,
member 1
(SMARCD1),
transcript variant 1,
mRNA

Q61466 202 1.00E-60

SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily D
member 1

SPAC23G3.10c 231 3.00E-65 COG5531 pfam02201 SWIB

SWIB/MDM2
domain. This family
includes the SWIB
domain and the
MDM2 domain. The
p53-associated
protein (MDM2) is
an inhibitor of the
p53 tumor
suppressor gene
binding the
transactivation
domain and down
regulating the ability
of p53 to activate
transcription. This
family contains the
p53 binding domain
of MDM2.

GO:0071398|cellular
response to fatty
acid;GO:0016569|co
valent chromatin
modification;GO:00
06338|chromatin
remodeling;GO:004
8096|chromatin-
mediated
maintenance of
transcription;GO:00
07399|nervous
system
development;GO:00
06337|nucleosome
disassembly;GO:000
6357|regulation of
transcription from
RNA polymerase II
promoter;

GO:0071565|nBAF
complex;GO:007156
4|npBAF
complex;GO:001651
4|SWI/SNF
complex;

GO:0003682|chrom
atin
binding;GO:003294
7|protein complex
scaffold;GO:000371
3|transcription
coactivator activity;

K11650

SMARCD;
SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily D

ENSG00000066336 8 7 1 5 3.393477024 0 1 1 0 3.974371679 0.001984071 0.011178597 up yes SPI1 protein_coding chr11:47354860-
47378576:-

gi|478525637|ref|XP
_004437006.1| 1241 1.00E-166

PREDICTED:
transcription factor
PU.1
[Ceratotherium
simum simum]

gi|124028516|ref|N
M_003120.2| 1403 0

Homo sapiens Spi-1
proto-oncogene
(SPI1), transcript
variant 2, mRNA

P17947 293 5.00E-95 Transcription factor
PU.1 . . . . pfam00178 Ets Ets-domain.

GO:0060033|anatom
ical structure
regression;GO:1902
262|apoptotic
process involved in
patterning of blood
vessels;GO:0071361
|cellular response to
ethanol;GO:0030218
|erythrocyte
differentiation;GO:0
030851|granulocyte
differentiation;GO:0
043966|histone H3
acetylation;GO:0044
027|hypermethylatio
n of CpG
island;GO:0030098|l
ymphocyte
differentiation;GO:0
002320|lymphoid
progenitor cell
differentiation;GO:0
030225|macrophage
differentiation;GO:0
043011|myeloid
dendritic cell
differentiation;GO:0
045814|negative
regulation of gene
expression,
epigenetic;GO:0090
241|negative
regulation of
histone H4

GO:0000790|nuclear
chromatin;

GO:0001047|core
promoter
binding;GO:005152
5|NFAT protein
binding;GO:000372
3|RNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000108
5|RNA polymerase
II transcription
factor
binding;GO:000370
5|transcription
factor activity RNA

K09438 SPI1; transcription
factor PU.1

ENSG00000066382 1 2 3 6 7.048245427 14 9 19 12 -1.680798642 0.008912074 0.033200345 down yes MPPED2 protein_coding chr11:30384493-
30586872:-

gi|507699538|ref|XP
_004644164.1| 1621 0

PREDICTED:
metallophosphoeste
rase MPPED2
[Octodon degus]

gi|223972682|ref|N
M_001145399.1| 5591 0

Homo sapiens
metallophosphoeste
rase domain
containing 2
(MPPED2),
transcript variant 2,
mRNA

B1WBP0 217 1.00E-67 Metallophosphoeste
rase MPPED2 . . . . pfam00149 Metallophos

Calcineurin-like
phosphoesterase.
This family includes
a diverse range of
phosphoesterases,
including protein
phosphoserine
phosphatases,
nucleotidases,
sphingomyelin
phosphodiesterases
and 2'-3' cAMP
phosphodiesterases
as well as nucleases
such as bacterial
SbcD or yeast
MRE11. The most
conserved regions
in this superfamily
centre around the
metal chelating
residues.

. .

GO:0016787|hydrol
ase
activity;GO:0046872
|metal ion binding;

. .

ENSG00000066468 2 9 2 5 6.170939518 8 16 2 12 -0.587088314 0.418626867 0.547653535 down no FGFR2 protein_coding chr10:121478334-
121598458:-

gi|675782748|ref|XP
_008949230.1| 4221 0

PREDICTED:
fibroblast growth
factor receptor 2
isoform X1 [Pan
paniscus]

gi|189083823|ref|N
M_000141.4| 4255 0

Homo sapiens
fibroblast growth
factor receptor 2
(FGFR2), transcript
variant 1, mRNA

P21802 197 2.00E-56 Fibroblast growth
factor receptor 2 . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0001525|angiog
enesis;GO:0009887|
organ
morphogenesis;GO:
0006915|apoptotic
process;GO:000740
9|axonogenesis;GO:
0060348|bone
development;GO:00
30282|bone
mineralization;GO:0
060349|bone
morphogenesis;GO:
0060667|branch
elongation involved
in salivary gland
morphogenesis;GO:
0060670|branching
involved in
labyrinthine layer
morphogenesis;GO:
0060442|branching
involved in prostate
gland
morphogenesis;GO:
0060445|branching
involved in salivary
gland
morphogenesis;GO:
0048755|branching
morphogenesis of a
nerve;GO:0060449|b
ud elongation
involved in lung
branching;GO:0045

GO:0005938|cell
cortex;GO:0009986|
cell
surface;GO:0005737
|cytoplasm;GO:0016
023|cytoplasmic
membrane-bounded
vesicle;GO:0060076|
excitatory
synapse;GO:000557
6|extracellular
region;GO:0005794|
Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;GO:0005886|plasm
a membrane;

GO:0016303|1-
phosphatidylinositol
-3-kinase
activity;GO:0005524
|ATP
binding;GO:001713
4|fibroblast growth
factor
binding;GO:000500
7|fibroblast growth
factor-activated
receptor
activity;GO:0008201
|heparin
binding;GO:004693
4|phosphatidylinosit
ol-4,5-bisphosphate
3-kinase
activity;GO:0042803
|protein
homodimerization
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor activity;

K05093

FGFR2; fibroblast
growth factor
receptor 2
[EC:2.7.10.1]

ENSG00000066651 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no TRMT11 protein_coding chr6:125986430-
126039276:+

gi|94420683|ref|NP_
001026882.2| 2482 0

tRNA (guanine(10)-
N2)-
methyltransferase
homolog [Homo
sapiens]

gi|10197645|gb|AF1
82423.1|AF182423 2067 0

Homo sapiens
MDS024 (MDS024)
mRNA, complete
cds

Q7Z4G4 271 3.00E-87

tRNA (guanine(10)-
N2)-
methyltransferase
homolog

YOL124c 256 5.00E-78 COG1041 pfam01170 UPF0020

Putative RNA
methylase family
UPF0020. This
domain is probably
a methylase. It is
associated with the
THUMP domain
that also occurs
with RNA
modification
domains.

. .

GO:0004809|tRNA
(guanine-N2-)-
methyltransferase
activity;GO:0000049
|tRNA binding;

K15430

TRM11, TRMT11;
tRNA (guanine10-
N2)-
methyltransferase
[EC:2.1.1.214]

ENSG00000066777 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no ARFGEF1 protein_coding chr8:67173511-
67343677:-

gi|51479145|ref|NP_
006412.2| 9558 0

brefeldin A-
inhibited guanine
nucleotide-exchange
protein 1 [Homo
sapiens]

gi|344030207|ref|N
M_006421.4| 7225 0

Homo sapiens ADP-
ribosylation factor
guanine nucleotide-
exchange factor 1
(brefeldin A-
inhibited)
(ARFGEF1), mRNA

Q9Y6D6 245 5.00E-73

Brefeldin A-
inhibited guanine
nucleotide-exchange
protein 1

SPAC30.01c 640 0 COG5307 pfam01369 Sec7

Sec7 domain. The
Sec7 domain is a
guanine-nucleotide-
exchange-factor
(GEF) for the
pfam00025 family.

GO:0010256|endom
embrane system
organization;GO:00
06887|exocytosis;G
O:0007030|Golgi
organization;GO:00
30837|negative
regulation of actin
filament
polymerization;GO:
0034260|negative
regulation of
GTPase
activity;GO:0031175
|neuron projection
development;GO:00
90284|positive
regulation of
protein
glycosylation in
Golgi;GO:0051897|p
ositive regulation of
protein kinase B
signaling;GO:00903
03|positive
regulation of wound
healing;GO:0015031
|protein
transport;GO:00320
12|regulation of
ARF protein signal
transduction;GO:20
00114|regulation of
establishment of cell
polarity;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005794|G
olgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
363|nuclear
matrix;GO:0005730|
nucleolus;GO:00056
54|nucleoplasm;GO:
0048471|perinuclear
region of
cytoplasm;GO:0030
532|small nuclear
ribonucleoprotein
complex;GO:000580
2|trans-Golgi
network;

GO:0005086|ARF
guanyl-nucleotide
exchange factor
activity;GO:0005085
|guanyl-nucleotide
exchange factor
activity;GO:0017022
|myosin
binding;GO:003423
7|protein kinase A
regulatory subunit
binding;

K18442

ARFGEF, BIG;
brefeldin A-
inhibited guanine
nucleotide-exchange
protein

ENSG00000067082 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no KLF6 protein_coding chr10:3775996-
3785281:-

gi|1848233|gb|AAC2
3699.1| 1169 2.00E-144

DNA-binding
protein CPBP
[Homo sapiens]

gi|236460447|ref|N
M_001300.5| 4656 0

Homo sapiens
Kruppel-like factor
6 (KLF6), transcript
variant A, mRNA

O08584 116 4.00E-29 Krueppel-like factor
6 SPAC1039.05c 57 2.00E-08 COG5048 pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0030183|B cell
differentiation;GO:0
045893|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09207 KLF6_7; krueppel-
like factor 6/7



ENSG00000067141 1 4 1 19 11.4968238 32 17 14 23 -1.448921778 0.039692394 0.096828014 down no NEO1 protein_coding chr15:73051710-
73305206:+

gi|157311649|ref|NP
_002490.2| 7171 0

neogenin isoform 1
precursor [Homo
sapiens]

gi|290655699|ref|N
M_002499.3| 7088 0

Homo sapiens
neogenin 1 (NEO1),
transcript variant 1,
mRNA

Q92859 218 1.00E-64 Neogenin . . . . pfam06583 Neogenin_C

Neogenin C-
terminus. This
family represents
the C-terminus of
eukaryotic neogenin
precursor proteins,
which contains
several potential
phosphorylation
sites. Neogenin is a
member of the N-
CAM family of cell
adhesion molecules
(and therefore
contains multiple
copies of
pfam00047 and
pfam00041) and is
closely related to the
DCC tumor
suppressor gene
product - these
proteins may play
an integral role in
regulating
differentiation
programmes and/or
cell migration
events within many
adult and
embryonic tissues.

GO:0007411|axon
guidance;GO:00071
55|cell
adhesion;GO:00550
72|iron ion
homeostasis;GO:003
0513|positive
regulation of BMP
signaling pathway;

GO:0005794|Golgi
apparatus;GO:00058
87|integral
component of
plasma
membrane;GO:0005
654|nucleoplasm;G
O:0005886|plasma
membrane;GO:0098
797|plasma
membrane protein
complex;

GO:0039706|co-
receptor
binding;GO:000487
2|receptor activity;

K06766 NEO1; neogenin

ENSG00000067208 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no EVI5 protein_coding chr1:92508696-
92792404:-

gi|815891150|ref|NP
_001295177.1| 3922 0

ecotropic viral
integration site 5
protein homolog
isoform 1 [Homo
sapiens]

gi|21629394|gb|AC1
04456.2| 5277 0

Homo sapiens
chromosome 1
clone RP5-1014C4,
complete sequence

E7EU14 54.3 5.00E-09 Protein PPP5D1 . . . . pfam00566 RabGAP-TBC

Rab-GTPase-TBC
domain.
Identification of a
TBC domain in
GYP6_YEAST and
GYP7_YEAST,
which are GTPase
activator proteins of
yeast Ypt6 and
Ypt7, implies that
these domains are
GTPase activator
proteins of Rab-like
small GTPases.

.

GO:0042383|sarcole
mma;GO:0005891|v
oltage-gated calcium
channel complex;

GO:0005245|voltage
-gated calcium
channel activity;

. .

ENSG00000067225 1 4 1 5 2.32085056 2 2 3 2 0.740694645 0.411214357 0.542041096 up no PKM protein_coding chr15:72199029-
72231822:-

gi|332164775|ref|NP
_001193725.1| 3239 0

pyruvate kinase
PKM isoform c
[Homo sapiens]

gi|22028108|gb|BC0
35487.1| 2977 0

Homo sapiens
pyruvate kinase,
muscle, mRNA
(cDNA clone
IMAGE:4779421),
with apparent
retained intron

P11974 140 5.00E-37 Pyruvate kinase
PKM YAL038w 117 8.00E-27 COG0469 pfam00224 PK

Pyruvate kinase,
barrel domain. This
domain of the is
actually a small
beta-barrel domain
nested within a
larger TIM barrel.
The active site is
found in a cleft
between the two
domains.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:001630
1|kinase
activity;GO:0000287
|magnesium ion
binding;GO:003095
5|potassium ion
binding;GO:000474
3|pyruvate kinase
activity;

K00873 PK, pyk; pyruvate
kinase [EC:2.7.1.40]

ENSG00000067445 0 0 0 1 0.210694493 0 0 1 0 0.569016584 0.865048656 NA up no TRO protein_coding chrX:54920462-
54931431:+

gi|58257678|dbj|BA
A83066.3| 4456 0 KIAA1114 protein

[Homo sapiens]
gi|403310644|ref|N
M_001039705.2|

4647 0

Homo sapiens
trophinin (TRO),
transcript variant 6,
mRNA

Q12816 1689 0 Trophinin . . . . pfam01454 MAGE

MAGE family. The
MAGE (melanoma
antigen-encoding
gene) family are
expressed in a wide
variety of tumors
but not in normal
cells, with the
exception of the
male germ cells,
placenta, and,
possibly, cells of the
developing embryo.
The cellular
function of this
family is unknown.
This family also
contains the yeast
protein, Nse3. The
Nse3 protein is part
of the Smc5-6
complex. Nse3 has
been demonstrated
to be important for
meiosis.

GO:0007566|embry
o
implantation;GO:00
07156|homophilic
cell adhesion via
plasma membrane
adhesion
molecules;GO:0030
308|negative
regulation of cell
growth;

GO:0005737|cytopla
sm;GO:0005887|inte
gral component of
plasma
membrane;GO:0005
634|nucleus;GO:000
5886|plasma
membrane;

. . .

ENSG00000067560 195 186 144 129 128.5244748 53 75 60 82 1.916216887 3.05E-08 2.78E-06 up yes RHOA protein_coding chr3:49359145-
49412998:-

gi|640784144|ref|XP
_008047756.1| 1037 2.00E-134

PREDICTED:
transforming
protein RhoA
[Tarsius syrichta]

gi|50593005|ref|NM
_001664.2| 1922 0

Homo sapiens ras
homolog family
member A (RHOA),
mRNA

P22122 108 5.00E-28
Ras-like GTP-
binding protein O-
RHO

. . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0007264|small
GTPase mediated
signal transduction;

GO:0005622|intracel
lular;GO:0005886|pl
asma membrane;

GO:0005525|GTP
binding; K04513

RHOA; Ras
homolog gene
family, member A

ENSG00000067715 0 2 0 8 14.54804348 27 27 36 45 -3.339263805 8.61E-07 3.11E-05 down yes SYT1 protein_coding chr12:78863993-
79452008:+

gi|297263039|ref|XP
_001084494.2| 1727 0

PREDICTED:
synaptotagmin-1
isoform 7 [Macaca
mulatta]

gi|209447071|ref|N
M_005639.2| 4802 0

Homo sapiens
synaptotagmin I
(SYT1), transcript
variant 1, mRNA

P21579 199 3.00E-59 Synaptotagmin-1 SPAPYUK71.03c 60.1 4.00E-08 COG5038 pfam00168 C2 C2 domain.

GO:0007420|brain
development;GO:00
17156|calcium ion-
dependent
exocytosis;GO:0048
791|calcium ion-
dependent
exocytosis of
neurotransmitter;G
O:0071277|cellular
response to calcium
ion;GO:0005513|det
ection of calcium
ion;GO:0098746|fast
, calcium ion-
dependent
exocytosis of
neurotransmitter;G
O:0045956|positive
regulation of
calcium ion-
dependent
exocytosis;GO:1903
861|positive
regulation of
dendrite
extension;GO:00508
06|positive
regulation of
synaptic
transmission;GO:00
31340|positive
regulation of vesicle
fusion;GO:0017158|
regulation of

GO:0030054|cell
junction;GO:004258
4|chromaffin
granule
membrane;GO:0005
737|cytoplasm;GO:0
031045|dense core
granule;GO:0060076
|excitatory
synapse;GO:000579
4|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0043
229|intracellular
organelle;GO:00058
86|plasma
membrane;GO:0042
734|presynaptic
membrane;GO:0030
141|secretory
granule;GO:0008021
|synaptic
vesicle;GO:0030672|
synaptic vesicle
membrane;GO:0043
195|terminal
bouton;

GO:0005509|calciu
m ion
binding;GO:000554
4|calcium-
dependent
phospholipid
binding;GO:004830
6|calcium-
dependent protein
binding;GO:000551
6|calmodulin
binding;GO:003027
6|clathrin
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;GO:000178
6|phosphatidylserin
e
binding;GO:000554
3|phospholipid
binding;GO:000802
2|protein C-
terminus
binding;GO:000014
9|SNARE
binding;GO:001990
5|syntaxin
binding;GO:001707
5|syntaxin-1
binding;

K15290 SYT1;
synaptotagmin-1

ENSG00000067798 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no NAV3 protein_coding chr12:77324641-
78213008:+

gi|557636663|ref|NP
_001019554.1| 10453 0

neuron navigator 3
isoform 1 [Homo
sapiens]

gi|557636662|ref|N
M_001024383.1| 9821 0

Homo sapiens
neuron navigator 3
(NAV3), transcript
variant 1, mRNA

O00370 218 6.00E-64

LINE-1
retrotransposable
element ORF2
protein

ECU09g0290 72 3.00E-12 COG5069 pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

.

GO:0005635|nuclear
envelope;GO:00056
40|nuclear outer
membrane;GO:0005
634|nucleus;

GO:0005524|ATP
binding; . .

ENSG00000067900 0 0 0 1 1.809042494 5 6 4 2 -3.243457936 0.014716697 0.047036551 down yes ROCK1 protein_coding chr18:20946906-
21111851:-

gi|4885583|ref|NP_0
05397.1| 6865 0

rho-associated
protein kinase 1
[Homo sapiens]

gi|112382209|ref|N
M_005406.2| 6650 0

Homo sapiens Rho-
associated, coiled-
coil containing
protein kinase 1
(ROCK1), mRNA

P61584 219 1.00E-64
Rho-associated
protein kinase 1
(Fragment)

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0030036|actin
cytoskeleton
organization;GO:00
51451|myoblast
migration;GO:00400
38|polar body
extrusion after
meiotic
divisions;GO:19034
31|positive
regulation of cell
maturation;GO:0051
894|positive
regulation of focal
adhesion
assembly;GO:20001
14|regulation of
establishment of cell
polarity;GO:005149
2|regulation of
stress fiber
assembly;GO:00072
66|Rho protein
signal transduction;

GO:0032059|bleb;G
O:0005814|centriole;
GO:0005737|cytopla
sm;GO:0000139|Gol
gi
membrane;GO:0030
027|lamellipodium;
GO:0005886|plasma
membrane;GO:0001
726|ruffle;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K04514

ROCK1; Rho-
associated protein
kinase 1
[EC:2.7.11.1]



ENSG00000068305 0 0 0 1 1.70343702 7 3 2 4 -3.152448254 0.020269986 0.059440364 down no MEF2A protein_coding chr15:99565417-
99716466:+

gi|195972799|ref|NP
_005578.2| 2066 0

myocyte-specific
enhancer factor 2A
isoform 1 [Homo
sapiens]

gi|195972798|ref|N
M_005587.2| 5552 0

Homo sapiens
myocyte enhancer
factor 2A (MEF2A),
transcript variant 1,
mRNA

A2VDZ3 171 4.00E-49 Myocyte-specific
enhancer factor 2A YPL089c 87.8 9.00E-19 COG5068 pfam12347 HJURP_C

Holliday junction
regulator protein
family C-terminal
repeat. Although
this family is
conserved in the
Holliday junction
regulator, HJURP,
proteins in higher
eukaryotes,
alongside an Scm3,
pfam10384, family,
its exact function is
not known. The C-
terminal region of
Scm3 proteins has
been evolving
rapidly, and this
short repeat at the
C-terminal end can
be present in up to
two copies in the
higher eukaryotes.

GO:0006915|apopto
tic
process;GO:006133
7|cardiac
conduction;GO:007
1277|cellular
response to calcium
ion;GO:0048813|den
drite
morphogenesis;GO:
0070375|ERK5
cascade;GO:000016
5|MAPK
cascade;GO:000000
2|mitochondrial
genome
maintenance;GO:00
48311|mitochondrio
n
distribution;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-
templated;GO:00550
05|ventricular
cardiac myofibril

GO:0005634|nucleu
s;

GO:0033613|activati
ng transcription
factor
binding;GO:000368
2|chromatin
binding;GO:003503
5|histone
acetyltransferase
binding;GO:004282
6|histone
deacetylase
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004633
2|SMAD binding;

K04454
MEF2C; MADS-box
transcription
enhancer factor 2C

ENSG00000068308 2 14 6 24 15.84687346 23 19 23 36 -0.721578459 0.153807144 0.26126145 down no OTUD5 protein_coding chrX:48922028-
48958386:-

gi|119571108|gb|EA
W50723.1| 2407 0

OTU domain
containing 5,
isoform CRA_b
[Homo sapiens]

gi|209977024|ref|N
M_017602.3| 2740 0

Homo sapiens OTU
deubiquitinase 5
(OTUD5), transcript
variant 1, mRNA

Q2YDU3 194 5.00E-58 OTU domain-
containing protein 5 . . . . pfam02338 OTU

OTU-like cysteine
protease. This
family is comprised
of a group of
predicted cysteine
proteases,
homologous to the
Ovarian tumor
(OTU) gene in
Drosophila.
Members include
proteins from
eukaryotes, viruses
and pathogenic
bacterium. The
conserved cysteine
and histidine, and
possibly the
aspartate, represent
the catalytic
residues in this
putative group of
proteases.

GO:0071108|protein
K48-linked
deubiquitination;GO
:0070536|protein
K63-linked
deubiquitination;GO
:0032496|response
to
lipopolysaccharide;

.
GO:0004843|ubiquit
in-specific protease
activity;

K12655

OTUD5, DUBA;
OTU domain-
containing protein 5
[EC:3.4.19.12]

ENSG00000068366 1 0 0 1 2.296193764 7 4 3 6 -2.775433166 0.022039466 0.063136161 down no ACSL4 protein_coding chrX:109624244-
109733403:-

gi|821130248|ref|XP
_012386230.1| 3897 0

PREDICTED: long-
chain-fatty-acid--
CoA ligase 4
isoform X1
[Dasypus
novemcinctus]

gi|168480129|ref|N
M_022977.2| 5333 0

Homo sapiens acyl-
CoA synthetase
long-chain family
member 4 (ACSL4),
transcript variant 2,
mRNA

O60488 260 7.00E-81 Long-chain-fatty-
acid--CoA ligase 4 SPBC18H10.02 343 1.00E-100 COG1022 pfam00501 AMP-binding AMP-binding

enzyme.

GO:0060996|dendrit
ic spine
development;GO:00
60136|embryonic
process involved in
female
pregnancy;GO:0015
908|fatty acid
transport;GO:00086
10|lipid biosynthetic
process;GO:000662
9|lipid metabolic
process;GO:003533
8|long-chain fatty-
acyl-CoA
biosynthetic
process;GO:003230
7|negative
regulation of
prostaglandin
secretion;GO:00303
07|positive
regulation of cell
growth;GO:0070672
|response to
interleukin-
15;GO:0007584|resp
onse to
nutrient;GO:000664
1|triglyceride
metabolic process;

GO:0005737|cytopla
sm;GO:0005789|end
oplasmic reticulum
membrane;GO:0044
233|ER-
mitochondrion
membrane contact
site;GO:0070062|ext
racellular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
811|lipid
particle;GO:0016020
|membrane;GO:000
5741|mitochondrial
outer
membrane;GO:0043
025|neuronal cell
body;GO:0005778|p
eroxisomal
membrane;

GO:0047676|arachid
onate-CoA ligase
activity;GO:0005524
|ATP
binding;GO:000446
7|long-chain fatty
acid-CoA ligase
activity;GO:0031957
|very long-chain
fatty acid-CoA
ligase activity;

K01897

ACSL, fadD; long-
chain acyl-CoA
synthetase
[EC:6.2.1.3]

ENSG00000068383 0 0 0 1 0.408498792 2 1 0 0 -0.743994479 0.752327304 NA down no INPP5A protein_coding chr10:132537820-
132783480:+

gi|109702906|ref|NP
_005530.3| 2241 0

type I inositol 1,4,5-
trisphosphate 5-
phosphatase [Homo
sapiens]

gi|109702905|ref|N
M_005539.3| 2938 0

Homo sapiens
inositol
polyphosphate-5-
phosphatase, 40kDa
(INPP5A), mRNA

Q14642 250 7.00E-80
Type I inositol
1,4,5-trisphosphate
5-phosphatase

. . . . pfam03372 Exo_endo_phos

Endonuclease/Exon
uclease/phosphatase
family. This large
family of proteins
includes magnesium
dependent
endonucleases and a
large number of
phosphatases
involved in
intracellular
signalling. This
family includes: AP
endonuclease
proteins
EC:4.2.99.18,
DNase I proteins
EC:3.1.21.1,
Synaptojanin an
inositol-1,4,5-
trisphosphate
phosphatase
EC:3.1.3.56,
Sphingomyelinase
EC:3.1.4.12 and
Nocturnin

GO:0046855|inositol
phosphate
dephosphorylation;
GO:0043647|inositol
phosphate
metabolic
process;GO:004801
6|inositol
phosphate-mediated
signaling;GO:00468
56|phosphatidylinos
itol
dephosphorylation;

GO:0070062|extrace
llular
exosome;GO:00056
22|intracellular;GO:
0016020|membrane;
GO:0005886|plasma
membrane;

GO:0052659|inositol
-1,3,4,5-
tetrakisphosphate 5-
phosphatase
activity;GO:0052658
|inositol-1,4,5-
trisphosphate 5-
phosphatase
activity;GO:0004445
|inositol-
polyphosphate 5-
phosphatase
activity;GO:0042731
|PH domain
binding;

K01106

E3.1.3.56; inositol-
1,4,5-trisphosphate
5-phosphatase
[EC:3.1.3.56]

ENSG00000068438 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no FTSJ1 protein_coding chrX:48476021-
48486364:+

gi|7110661|ref|NP_0
36412.1| 1611 0

putative tRNA
(cytidine(32)/guano
sine(34)-2'-O)-
methyltransferase
isoform a [Homo
sapiens]

gi|531990792|ref|N
M_177439.2| 1986 0

Homo sapiens FtsJ
RNA
methyltransferase
homolog 1 (E. coli)
(FTSJ1), transcript
variant 3, mRNA

Q9UET6 196 2.00E-114

Putative tRNA
(cytidine(32)/guano
sine(34)-2'-O)-
methyltransferase

SPAC4F10.03c 134 2.00E-34 COG0293 pfam01728 FtsJ

FtsJ-like
methyltransferase.
This family consists
of FtsJ from various
bacterial and
archaeal sources
FtsJ is a
methyltransferase,
but actually has no
effect on cell
division. FtsJ's
substrate is the 23S
rRNA. The 1.5 A
crystal structure of
FtsJ in complex
with its cofactor S-
adenosylmethionine
revealed that FtsJ
has a
methyltransferase
fold. This family
also includes the N
terminus of
flaviviral NS5
protein. It has been
hypothesised that
the N-terminal
domain of NS5 is a
methyltransferase
involved in viral
RNA capping.

GO:0002181|cytopla
smic
translation;GO:0030
488|tRNA
methylation;GO:000
2128|tRNA
nucleoside ribose
methylation;

GO:0005737|cytopla
sm;

GO:0008175|tRNA
methyltransferase
activity;

K14864

FTSJ1, TRM7;
tRNA
(cytidine32/guanosi
ne34-2'-O)-
methyltransferase
[EC:2.1.1.205]

ENSG00000068697 113 176 104 243 145.9877213 127 148 157 136 0.659683283 0.001718924 0.010219437 up no LAPTM4A protein_coding chr2:20032650-
20052028:-

gi|40788948|dbj|BA
A03522.2| 1136 1.00E-149 KIAA0108 [Homo

sapiens]
gi|196049387|ref|N
M_014713.4| 1765 0

Homo sapiens
lysosomal protein
transmembrane 4
alpha (LAPTM4A),
mRNA

Q4R4I5 103 5.00E-26

Lysosomal-
associated
transmembrane
protein 4A

. . . . pfam03821 Mtp

Golgi 4-
transmembrane
spanning
transporter.

GO:0006810|transpo
rt;

GO:0005794|Golgi
apparatus;GO:00160
21|integral
component of
membrane;

. K12387

LAPTM; lysosomal-
associated
transmembrane
protein

ENSG00000068796 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no KIF2A protein_coding chr5:62306162-
62537249:+

gi|148612849|ref|NP
_001091981.1| 3677 0

kinesin-like protein
KIF2A isoform 2
[Homo sapiens]

gi|345441816|ref|N
M_001243952.1| 3360 0

Homo sapiens
kinesin heavy chain
member 2A
(KIF2A), transcript
variant 3, mRNA

O00139 274 5.00E-85 Kinesin-like protein
KIF2A ECU11g0470 243 5.00E-69 COG5059 pfam00225 Kinesin Kinesin motor

domain.

GO:0030154|cell
differentiation;GO:0
051301|cell
division;GO:000701
8|microtubule-based
movement;GO:0090
307|mitotic spindle
assembly;GO:00070
52|mitotic spindle
organization;GO:00
07399|nervous
system
development;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;GO:000581
5|microtubule
organizing
center;GO:0000922|
spindle pole;

GO:0005524|ATP
binding;GO:000377
7|microtubule motor
activity;

K10393
KIF2_24, MCAK;
kinesin family
member 2/24

ENSG00000068878 0 0 1 1 2.280122816 7 7 3 3 -2.778537451 0.023763609 0.066538105 down no PSME4 protein_coding chr2:53864067-
53970840:-

gi|163644283|ref|NP
_055429.2| 9197 0

proteasome
activator complex
subunit 4 [Homo
sapiens]

gi|163644282|ref|N
M_014614.2| 7099 0

Homo sapiens
proteasome
(prosome,
macropain)
activator subunit 4
(PSME4), mRNA

Q14997 2452 0
Proteasome
activator complex
subunit 4

. . . . pfam11919 DUF3437

Domain of
unknown function
(DUF3437). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 142 to 163
amino acids in
length.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:000628
1|DNA
repair;GO:0007275|
multicellular
organismal
development;GO:00
10499|proteasomal
ubiquitin-
independent protein
catabolic
process;GO:003509
3|spermatogenesis,
exchange of
chromosomal

GO:0005829|cytosol
;GO:0016607|nuclea
r
speck;GO:0005634|
nucleus;GO:199011
1|spermatoproteaso
me complex;

GO:0070577|lysine-
acetylated histone
binding;GO:001650
4|peptidase activator
activity;

K06699 PSME4; proteasome
activator subunit 4



ENSG00000068912 6 3 3 5 3.942478749 3 3 4 3 0.966642422 0.187871314 0.303108366 up no ERLEC1 protein_coding chr2:53787044-
53818819:+

gi|20070264|ref|NP_
056516.2| 2388 0

endoplasmic
reticulum lectin 1
isoform 1 precursor
[Homo sapiens]

gi|211948016|gb|EU
794676.1| 2433 0

Homo sapiens
epididymis luminal
protein 117
(HEL117) mRNA,
complete cds

Q8VEH8 68.6 2.00E-12 Endoplasmic
reticulum lectin 1 . . . . pfam07915 PRKCSH

Glucosidase II beta
subunit-like protein.
The sequences
found in this family
are similar to a
region found in the
beta-subunit of
glucosidase II,
which is also
known as protein
kinase C substrate
80K-H (PRKCSH).
The enzyme
catalyses the
sequential removal
of two alpha-1,3-
linked glucose
residues in the
second step of N-
linked
oligosaccharide
processing. The
beta subunit is
required for the
solubility and
stability of the
heterodimeric
enzyme, and is
involved in
retaining the
enzyme within the
endoplasmic
reticulum.
Mutations in the
gene coding for

GO:0030433|ER-
associated
ubiquitin-dependent
protein catabolic
process;GO:190415
3|negative
regulation of
retrograde protein
transport, ER to
cytosol;GO:0030970
|retrograde protein
transport, ER to
cytosol;

GO:0005788|endopl
asmic reticulum
lumen;

GO:0001948|glycop
rotein
binding;GO:005108
2|unfolded protein
binding;

K14008
ERLEC1, XTP3B;
endoplasmic
reticulum lectin 1

ENSG00000069018 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no TRPC7 protein_coding chr5:136213320-
136365537:-

gi|9966865|ref|NP_0
65122.1| 4332 0

short transient
receptor potential
channel 7 isoform 1
[Homo sapiens]

gi|262399373|ref|N
M_020389.2| 2926 0

Homo sapiens
transient receptor
potential cation
channel, subfamily
C, member 7
(TRPC7), transcript
variant 1, mRNA

Q9HCX4 520 8.00E-172
Short transient
receptor potential
channel 7

. . . . pfam08344 TRP_2

Transient receptor
ion channel II. This
domain is found in
the transient
receptor ion channel
(Trp) family of
proteins. There is
strong evidence that
Trp proteins are
structural elements
of calcium-ion entry
channels activated
by G protein-
coupled receptors.
This domain does
not tend to appear
with the TRP
domain
(pfam06011) but is
often found to the
C-terminus of
Ankyrin repeats
(pfam00023).

GO:0070588|calciu
m ion
transmembrane
transport;GO:00068
28|manganese ion
transport;GO:00301
68|platelet
activation;GO:00514
80|cytosolic calcium
ion
homeostasis;GO:000
7338|single
fertilization;

GO:0005801|cis-
Golgi
network;GO:000588
7|integral
component of
plasma
membrane;GO:0005
635|nuclear
envelope;GO:00484
71|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0005262|calciu
m channel
activity;GO:0015279
|store-operated
calcium channel
activity;

K04970

TRPC7; transient
receptor potential
cation channel
subfamily C
member 7

ENSG00000069329 0 0 0 3 1.228954015 3 2 3 1 -1.227125856 0.390307888 0.519214172 down no VPS35 protein_coding chr16:46656132-
46689518:-

gi|545212061|ref|XP
_001490275.4| 3982 0

PREDICTED:
vacuolar protein
sorting-associated
protein 35 [Equus
caballus]

gi|426382078|ref|X
M_004057600.1| 4772 0

PREDICTED:
Gorilla gorilla
gorilla vacuolar
protein sorting 35
homolog (S.
cerevisiae)
(VPS35), mRNA

Q2HJG5 209 8.00E-61
Vacuolar protein
sorting-associated
protein 35

. . . . pfam03635 Vps35

Vacuolar protein
sorting-associated
protein 35. Vacuolar
protein sorting-
associated protein
(Vps) 35 is one of
around 50 proteins
involved in protein
trafficking. In
particular, Vps35
assembles into a
retromer complex
with at least four
other proteins Vps5,
Vps17, Vps26 and
Vps29. Vps35
contains a central
region of weaker
sequence similarity,
thought to indicate
the presence of at
least three domains.

GO:0006886|intracel
lular protein
transport;GO:19028
23|negative
regulation of late
endosome to
lysosome
transport;GO:00902
63|positive
regulation of
canonical Wnt
signaling
pathway;GO:006135
7|positive regulation
of Wnt protein
secretion;GO:00316
47|regulation of
protein
stability;GO:004214
7|retrograde
transport, endosome
to
Golgi;GO:1990126|r
etrograde transport,
endosome to plasma
membrane;GO:0045
056|transcytosis;GO:
0006624|vacuolar
protein processing;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005769|ea
rly
endosome;GO:0005
768|endosome;GO:0
070062|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
770|late
endosome;GO:0005
765|lysosomal
membrane;GO:0014
069|postsynaptic
density;GO:0030904
|retromer
complex;GO:009742
2|tubular endosome;

GO:0031748|D1
dopamine receptor
binding;GO:000856
5|protein transporter
activity;

K18468

VPS35; vacuolar
protein sorting-
associated protein
35

ENSG00000069345 0 1 0 0 0.228051418 1 0 0 0 0.569016491 0.861660548 NA up no DNAJA2 protein_coding chr16:46955362-
46973788:-

gi|403292522|ref|XP
_003937295.1| 2006 0

PREDICTED: dnaJ
homolog subfamily
A member 2
[Saimiri boliviensis
boliviensis]

gi|156142193|ref|N
M_005880.3| 3048 0

Homo sapiens DnaJ
(Hsp40) homolog,
subfamily A,
member 2
(DNAJA2), mRNA

Q2HJ94 196 2.00E-57
DnaJ homolog
subfamily A
member 2

YNL064c 314 9.00E-96 COG0484 pfam00226 DnaJ

DnaJ domain. DnaJ
domains (J-
domains) are
associated with
hsp70 heat-shock
system and it is
thought that this
domain mediates
the interaction.
DnaJ-domain is
therefore part of a
chaperone (protein
folding) system.
The T-antigens,
although not in
Prosite are
confirmed as DnaJ
containing domains
from literature.

GO:0042026|protein
refolding;GO:00094
08|response to heat;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0005524|ATP
binding;GO:004687
2|metal ion binding;

K09503
DNAJA2; DnaJ
homolog subfamily
A member 2

ENSG00000069424 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no KCNAB2 protein_coding chr1:5991466-
6101193:+

gi|795071709|ref|XP
_011836518.1| 2280 0

PREDICTED:
voltage-gated
potassium channel
subunit beta-2
isoform X1
[Mandrillus
leucophaeus]

gi|315434244|ref|N
M_001199860.1| 4268 0

Homo sapiens
potassium channel,
voltage gated
subfamily A
regulatory beta
subunit 2
(KCNAB2),
transcript variant 3,
mRNA

P62483 55.8 2.00E-07
Voltage-gated
potassium channel
subunit beta-2

XF0367 79 6.00E-16 COG0667 pfam00248 Aldo_ket_red

Aldo/keto reductase
family. This family
includes a number
of K+ ion channel
beta chain
regulatory domains
- these are reported
to have
oxidoreductase
activity.

GO:0045445|myobla
st
differentiation;GO:0
070995|NADPH
oxidation;GO:00551
14|oxidation-
reduction
process;GO:005129
1|protein
heterooligomerizatio
n;GO:1901379|regul
ation of potassium
ion transmembrane
transport;GO:20000
08|regulation of
protein localization
to cell surface;

GO:0030424|axon;G
O:0030054|cell
junction;GO:000585
6|cytoskeleton;GO:0
005829|cytosol;GO:
0031234|extrinsic
component of
cytoplasmic side of
plasma
membrane;GO:0044
224|juxtaparanode
region of
axon;GO:0043005|n
euron
projection;GO:1990
031|pinceau
fiber;GO:0034705|p
otassium channel
complex;GO:004520
2|synapse;

GO:0004033|aldo-
keto reductase
(NADP)
activity;GO:0044325
|ion channel
binding;GO:001545
9|potassium channel
regulator
activity;GO:0005249
|voltage-gated
potassium channel
activity;

K04883

KCNAB2;
potassium voltage-
gated channel
Shaker-related
subfamily A, beta
member 2

ENSG00000069535 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no MAOB protein_coding chrX:43766611-
43882447:-

gi|38202207|ref|NP_
000889.3| 2678 0

amine oxidase
[flavin-containing]
B [Homo sapiens]

gi|156630984|ref|N
M_000898.4| 2566 0

Homo sapiens
monoamine oxidase
B (MAOB), mRNA

P27338 341 2.00E-112
Amine oxidase
[flavin-containing]
B

Rv3170 238 2.00E-68 COG1231 pfam01593 Amino_oxidase

Flavin containing
amine
oxidoreductase.
This family consists
of various amine
oxidases, including
maze polyamine
oxidase (PAO) and
various flavin
containing
monoamine
oxidases (MAO).
The aligned region
includes the flavin
binding site of these
enzymes. The
family also contains
phytoene
dehydrogenases and
related enzymes. In
vertebrates MAO
plays an important
role regulating the
intracellular levels
of amines via there
oxidation; these
include various
neurotransmitters,
neurotoxins and
trace amines. In
lower eukaryotes
such as aspergillus
and in bacteria the
main role of amine
oxidases is to

GO:0042420|dopam
ine catabolic
process;GO:005066
5|hydrogen
peroxide
biosynthetic
process;GO:001406
3|negative
regulation of
serotonin
secretion;GO:00421
35|neurotransmitter
catabolic
process;GO:004596
4|positive regulation
of dopamine
metabolic
process;GO:001004
4|response to
aluminum
ion;GO:0051412|res
ponse to
corticosterone;GO:0
042493|response to
drug;GO:0045471|re
sponse to
ethanol;GO:0032496
|response to
lipopolysaccharide;
GO:0010269|respon
se to selenium
ion;GO:0009636|res
ponse to toxic
substance;GO:00217
62|substantia nigra

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
740|mitochondrial
envelope;GO:00057
43|mitochondrial
inner
membrane;GO:0005
741|mitochondrial
outer
membrane;GO:0005
739|mitochondrion;

GO:0009055|electro
n carrier
activity;GO:0050660
|flavin adenine
dinucleotide
binding;GO:000813
1|primary amine
oxidase activity;

K00274
MAO, aofH;
monoamine oxidase
[EC:1.4.3.4]

ENSG00000069667 7 2 10 3 4.229338581 1 2 0 2 2.861852863 0.005311445 0.022599678 up yes RORA protein_coding chr15:60488284-
61229319:-

gi|19743901|ref|NP_
599022.1| 2923 0

nuclear receptor
ROR-alpha isoform
b [Homo sapiens]

gi|213385293|ref|N
M_134261.2| 10825 0

Homo sapiens
RAR-related orphan
receptor A (RORA),
transcript variant 1,
mRNA

P31396 67.4 5.00E-10
Probable nuclear
hormone receptor
HR3

. . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0007552|metam
orphosis;GO:001631
9|mushroom body
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00400
34|regulation of
development,
heterochronic;GO:0
006351|transcription
, DNA-templated;

GO:0005634|nucleu
s;

GO:0000977|RNA
polymerase II
regulatory region
sequence-specific
DNA
binding;GO:000487
9|RNA polymerase
II transcription
factor activity,
ligand-activated
sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0004887
|thyroid hormone
receptor
activity;GO:0008270
|zinc ion binding;

K08532
NR1F1, RORA;
RAR-related orphan
receptor alpha

ENSG00000069956 0 0 1 1 1.278361964 3 1 2 4 -1.775635884 0.194651817 0.310869876 down no MAPK6 protein_coding chr15:51952106-
52067372:+

gi|297275237|ref|XP
_001083937.2| 3791 0

PREDICTED:
mitogen-activated
protein kinase 6
isoform 2 [Macaca
mulatta]

gi|426379104|ref|X
M_004056197.1| 4330 0

PREDICTED:
Gorilla gorilla
gorilla mitogen-
activated protein
kinase 6 (MAPK6),
mRNA

Q16659 1456 0 Mitogen-activated
protein kinase 6 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0007049|cell
cycle;GO:0060999|p
ositive regulation of
dendritic spine
development;GO:00
06468|protein
phosphorylation;GO
:0007165|signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;GO:004
3234|protein
complex;GO:003215
6|septin
cytoskeleton;

GO:0005524|ATP
binding;GO:000470
7|MAP kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K06855

MAPK4_6;
mitogen-activated
protein kinase 4/6
[EC:2.7.11.24]



ENSG00000070018 0 1 1 1 3.902025521 19 5 2 9 -3.033910132 0.008030156 0.031116855 down yes LRP6 protein_coding chr12:12116025-
12267012:-

gi|148727288|ref|NP
_002327.2| 8093 0

low-density
lipoprotein
receptor-related
protein 6 precursor
[Homo sapiens]

gi|148727287|ref|N
M_002336.2| 10020 0

Homo sapiens low
density lipoprotein
receptor-related
protein 6 (LRP6),
mRNA

O75581 170 9.00E-47

Low-density
lipoprotein
receptor-related
protein 6

MT0958_2 55.8 5.00E-07 COG3391 pfam14670 FXa_inhibition

Coagulation Factor
Xa inhibitory site.
This short domain
on coagulation
enzyme factor Xa is
found to be the
target for a potent
inhibitor of
coagulation, TAK-
442.

GO:0090245|axis
elongation involved
in
somitogenesis;GO:0
060070|canonical
Wnt signaling
pathway;GO:004433
5|canonical Wnt
signaling pathway
involved in neural
crest cell
differentiation;GO:0
044340|canonical
Wnt signaling
pathway involved in
regulation of cell
proliferation;GO:00
71397|cellular
response to
cholesterol;GO:0021
587|cerebellum
morphogenesis;GO:
0021987|cerebral
cortex
development;GO:00
07268|synaptic
transmission;GO:00
60026|convergent
extension;GO:00715
42|dopaminergic
neuron
differentiation;GO:0
009880|embryonic
pattern
specification;GO:00

GO:0009986|cell
surface;GO:0031410
|cytoplasmic
vesicle;GO:0031901|
early endosome
membrane;GO:0005
783|endoplasmic
reticulum;GO:00055
76|extracellular
region;GO:0016021|
integral component
of
membrane;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0043
235|receptor
complex;GO:004520
2|synapse;GO:19908
51|Frizzled-LRP5/6
complex;

GO:0034185|apolip
oprotein
binding;GO:007193
6|coreceptor activity
involved in Wnt
signaling
pathway;GO:000510
9|frizzled
binding;GO:001921
0|kinase inhibitor
activity;GO:0005041
|low-density
lipoprotein receptor
activity;GO:0042803
|protein
homodimerization
activity;GO:0005102
|receptor
binding;GO:001953
4|toxin transporter
activity;GO:0042813
|Wnt-activated
receptor
activity;GO:0017147
|Wnt-protein
binding;

K03068

LRP5_6; low
density lipoprotein
receptor-related
protein 5/6

ENSG00000070087 2112 1283 3137 801 1570.154145 592 750 1270 843 1.823059127 0.000629797 0.004631397 up yes PFN2 protein_coding chr3:149964904-
150050788:-

gi|826289695|ref|XP
_012498351.1| 1003 7.00E-135

PREDICTED:
profilin-2 isoform
X1 [Propithecus
coquereli]

gi|27696177|gb|BC0
43646.1| 2253 0

Homo sapiens
profilin 2, mRNA
(cDNA clone
MGC:43904
IMAGE:5274799),
complete cds

Q5R4E2 210 1.00E-67 Profilin-2 . . . . pfam00235 Profilin Profilin.

GO:0030036|actin
cytoskeleton
organization;GO:00
30837|negative
regulation of actin
filament
polymerization;GO:
0010633|negative
regulation of
epithelial cell
migration;GO:19000
28|negative
regulation of ruffle
assembly;GO:00322
33|positive
regulation of actin
filament bundle
assembly;GO:00308
38|positive
regulation of actin
filament
polymerization;GO:
0032781|positive
regulation of
ATPase
activity;GO:0033138
|positive regulation
of peptidyl-serine
phosphorylation;GO
:0051496|positive
regulation of stress
fiber
assembly;GO:00508
21|protein
stabilization;GO:200

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00058
29|cytosol;GO:0070
062|extracellular
exosome;GO:00431
95|terminal bouton;

GO:0003779|actin
binding;GO:000378
5|actin monomer
binding;GO:000077
4|adenyl-nucleotide
exchange factor
activity;GO:0005546
|phosphatidylinosito
l-4,5-bisphosphate
binding;

K05759 PFN; profilin

ENSG00000070182 0 0 0 0 0.400623688 3 0 0 1 -1.878924153 0.502648221 NA down no SPTB protein_coding chr14:64746283-
64879883:-

gi|62088410|dbj|BA
D92652.1| 11803 0

spectrin, beta,
erythrocytic
(includes
spherocytosis,
clinical type I)
variant [Homo
sapiens]

gi|266452703|ref|N
M_001024858.2| 10064 0

Homo sapiens
spectrin, beta,
erythrocytic
(SPTB), transcript
variant 1, mRNA

P11277 4089 0 Spectrin beta chain,
erythrocytic SPAC15A10.08 256 1.00E-70 COG5069 pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

GO:0051693|actin
filament
capping;GO:000741
1|axon
guidance;GO:00068
88|ER to Golgi
vesicle-mediated
transport;GO:00001
65|MAPK cascade;

GO:0015629|actin
cytoskeleton;GO:00
09986|cell
surface;GO:0005737
|cytoplasm;GO:0005
829|cytosol;GO:003
1235|intrinsic
component of the
cytoplasmic side of
the plasma
membrane;GO:0043
234|protein
complex;GO:000809
1|spectrin;GO:00147
31|spectrin-
associated
cytoskeleton;

GO:0003779|actin
binding;GO:005101
5|actin filament
binding;GO:003050
6|ankyrin
binding;GO:000508
8|Ras guanyl-
nucleotide exchange
factor
activity;GO:0005200
|structural
constituent of
cytoskeleton;

K06115 SPTB; spectrin beta

ENSG00000070193 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no FGF10 protein_coding chr5:44303544-
44389706:-

gi|4758360|ref|NP_0
04456.1| 990 1.00E-126

fibroblast growth
factor 10 precursor
[Homo sapiens]

gi|564730521|ref|N
M_001287283.1| 1947 0

Macaca fascicularis
fibroblast growth
factor 10 (FGF10),
mRNA

O15520 385 5.00E-128 Fibroblast growth
factor 10 . . . . pfam00167 FGF

Fibroblast growth
factor. Fibroblast
growth factors are a
family of proteins
involved in growth
and differentiation
in a wide range of
contexts. They are
found in a wide
range of organisms,
from nematodes to
humans. Most share
an internal core
region of high
similarity,
conserved residues
in which are
involved in binding
with their receptors.
On binding, they
cause dimerization
of their tyrosine
kinase receptors
leading to
intracellular
signalling. There are
currently four
known tyrosine
kinase receptors for
fibroblast growth
factors. These
receptors can each
bind several
different members
of this family

GO:0031532|actin
cytoskeleton
reorganization;GO:0
000187|activation of
MAPK
activity;GO:0001525
|angiogenesis;GO:00
01974|blood vessel
remodeling;GO:006
0667|branch
elongation involved
in salivary gland
morphogenesis;GO:
0048754|branching
morphogenesis of
an epithelial
tube;GO:0060436|br
onchiole
morphogenesis;GO:
0060449|bud
elongation involved
in lung
branching;GO:0060
447|bud outgrowth
involved in lung
branching;GO:0007
368|determination
of left/right
symmetry;GO:00310
76|embryonic
camera-type eye
development;GO:00
48557|embryonic
digestive tract
morphogenesis;GO:

GO:0009986|cell
surface;GO:0005576
|extracellular
region;GO:0005615|
extracellular
space;GO:0005634|n
ucleus;GO:0005886|
plasma membrane;

GO:0016303|1-
phosphatidylinositol
-3-kinase
activity;GO:0042056
|chemoattractant
activity;GO:0005104
|fibroblast growth
factor receptor
binding;GO:000808
3|growth factor
activity;GO:0008201
|heparin
binding;GO:004693
4|phosphatidylinosit
ol-4,5-bisphosphate
3-kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0005111
|type 2 fibroblast
growth factor
receptor binding;

K04358 FGF; fibroblast
growth factor

ENSG00000070214 9 21 10 34 19.24571601 35 21 15 23 0.108070183 0.801214144 0.864992385 up no SLC44A1 protein_coding chr9:105244622-
105439171:+

gi|19571182|emb|C
AB75541.2| 3236 0

choline transporter-
like protein [Homo
sapiens]

gi|557878644|ref|N
M_080546.4| 10511 0

Homo sapiens
solute carrier family
44 (choline
transporter),
member 1
(SLC44A1),
transcript variant 1,
mRNA

Q8VII6 103 3.00E-24 Choline transporter-
like protein 1 . . . . pfam04515 Choline_transpo

Plasma-membrane
choline transporter.
This family
represents a high-
affinity plasma-
membrane choline
transporter in
C.elegans which is
thought to be rate-
limiting for ACh
synthesis in
cholinergic nerve
terminals.

GO:0006810|transpo
rt;

GO:0016021|integral
component of
membrane;

. K06515

SLC44A1, CDW92;
solute carrier family
44 (choline
transporter-like
protein), member 1

ENSG00000070269 2 10 0 6 5.597551714 8 12 7 6 -0.43612248 0.547401508 0.661761154 down no TMEM260 protein_coding chr14:56488354-
56650606:+

gi|93277080|ref|NP_
060269.3| 3465 0

transmembrane
protein 260 [Homo
sapiens]

gi|93277079|ref|NM
_017799.3| 4264 0

Homo sapiens
transmembrane
protein 260
(TMEM260),
mRNA

Q9NX78 201 2.00E-53 Transmembrane
protein 260 . . . . pfam11028 DUF2723

Protein of unknown
function
(DUF2723). This
family is conserved
in bacteria. The
function is not
known.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000070366 0 1 0 2 3.447960325 12 6 7 6 -2.906747675 0.006302532 0.025804708 down yes SMG6 protein_coding chr17:2059839-
2303771:-

gi|115511020|ref|NP
_060045.4| 6450 0

telomerase-binding
protein EST1A
isoform 1 [Homo
sapiens]

gi|115511019|ref|N
M_017575.4| 5960 0

Homo sapiens
SMG6 nonsense
mediated mRNA
decay factor
(SMG6), transcript
variant 1, mRNA

Q5RAK6 94.7 2.00E-18 Telomerase-binding
protein EST1A . . . . pfam10373 EST1_DNA_bind

Est1 DNA/RNA
binding domain.
Est1 is a protein
which recruits or
activates telomerase
at the site of
polymerization.
This is the
DNA/RNA binding
domain of EST1.

GO:0006406|mRNA
export from
nucleus;GO:190435
4|negative
regulation of
telomere
capping;GO:000018
4|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0035303|r
egulation of
dephosphorylation;
GO:0043487|regulati
on of RNA
stability;GO:003221
0|regulation of
telomere
maintenance via
telomerase;GO:0000
723|telomere
maintenance;

GO:0000781|chrom
osome, telomeric
region;GO:0005737|
cytoplasm;GO:0005
829|cytosol;GO:000
5730|nucleolus;GO:
0005634|nucleus;G
O:0005697|telomera
se holoenzyme
complex;

GO:0070182|DNA
polymerase
binding;GO:000452
1|endoribonuclease
activity;GO:0046872
|metal ion
binding;GO:004302
1|ribonucleoprotein
complex
binding;GO:007003
4|telomeric RNA
binding;GO:004216
2|telomeric DNA
binding;

K11124
SMG6, EST1A;
protein SMG6
[EC:3.1.-.-]

ENSG00000070367 0 0 1 1 0.87593861 1 1 1 3 -1.032605783 0.493599316 NA down no EXOC5 protein_coding chr14:57200507-
57269008:-

gi|5730037|ref|NP_0
06535.1| 3710 0

exocyst complex
component 5
[Homo sapiens]

gi|82546833|ref|NM
_006544.3| 8511 0

Homo sapiens
exocyst complex
component 5
(EXOC5), mRNA

O00471 367 1.00E-120 Exocyst complex
component 5 . . . . pfam07393 Sec10

Exocyst complex
component Sec10.
This family contains
the Sec10
component
(approximately 650
residues long) of
the eukaryotic
exocyst complex,
which specifically
affects the synthesis
and delivery of
secretory and
basolateral plasma
membrane proteins.

GO:0042384|cilium
assembly;GO:00068
87|exocytosis;GO:00
06892|post-Golgi
vesicle-mediated
transport;GO:00150
31|protein
transport;GO:00482
78|vesicle docking;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0000145|ex
ocyst;

GO:0017160|Ral
GTPase binding; . .

ENSG00000070413 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no DGCR2 protein_coding chr22:19036282-
19122454:-

gi|4826694|ref|NP_0
05128.1| 2560 0

integral membrane
protein
DGCR2/IDD
isoform 1 precursor
[Homo sapiens]

gi|60416851|emb|CR
936871.1| 4814 0

Homo sapiens
mRNA; cDNA
DKFZp686I1730
(from clone
DKFZp686I1730)

P98153 234 8.00E-66
Integral membrane
protein
DGCR2/IDD

. . . . pfam00059 Lectin_C

Lectin C-type
domain. This family
includes both long
and short form C-
type

GO:0009887|organ
morphogenesis;GO:
0007155|cell
adhesion;GO:00508
90|cognition;

GO:0016021|integral
component of
membrane;

GO:0030246|carboh
ydrate binding; . .



ENSG00000070614 0 1 0 0 0.222752943 0 0 0 1 0.569016519 0.862720545 NA up no NDST1 protein_coding chr5:150485818-
150558211:+

gi|4505351|ref|NP_0
01534.1| 4580 0

bifunctional
heparan sulfate N-
deacetylase/N-
sulfotransferase 1
isoform 1 [Homo
sapiens]

gi|196049385|ref|N
M_001543.4| 8030 0

Homo sapiens N-
deacetylase/N-
sulfotransferase
(heparan
glucosaminyl) 1
(NDST1), transcript
variant 1, mRNA

P52848 323 2.00E-103

Bifunctional
heparan sulfate N-
deacetylase/N-
sulfotransferase 1

. . . . pfam12062 HSNSD

heparan sulfate-N-
deacetylase. This
family of proteins is
are heparan sulfate
N-deacetylase
enzymes. This
protein is found in
eukaryotes. This
proteinenzyme is
often found
associated with
pfam00685.

GO:0035904|aorta
development;GO:00
03279|cardiac
septum
development;GO:00
60976|coronary
vasculature
development;GO:00
48702|embryonic
neurocranium
morphogenesis;GO:
0048703|embryonic
viscerocranium
morphogenesis;GO:
0008543|fibroblast
growth factor
receptor signaling
pathway;GO:003090
0|forebrain
development;GO:00
15012|heparan
sulfate proteoglycan
biosynthetic
process;GO:003021
0|heparin
biosynthetic
process;GO:000695
4|inflammatory
response;GO:00001
65|MAPK
cascade;GO:003090
1|midbrain
development;GO:00
00271|polysaccharid
e biosynthetic

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0015016|[hepar
an sulfate]-
glucosamine N-
sulfotransferase
activity;GO:0019213
|deacetylase activity;

K02576

NDST1; heparan
sulfate N-
deacetylase/N-
sulfotransferase
NDST1 [EC:3.1.1.-
2.8.2.-]

ENSG00000070756 46 197 38 332 201.2628713 371 383 206 294 -0.69968422 0.164352161 0.274541719 down no PABPC1 protein_coding chr8:100685816-
100722809:-

gi|472365705|ref|XP
_004402403.1| 3188 0

PREDICTED:
polyadenylate-
binding protein 1
isoform X1
[Odobenus
rosmarus divergens]

gi|27693140|gb|BC0
41863.1| 3474 0

Homo sapiens
poly(A) binding
protein, cytoplasmic
1, mRNA (cDNA
clone
IMAGE:5271298)

P11940 1232 0 Polyadenylate-
binding protein 1 . . . . pfam00658 PABP

Poly-adenylate
binding protein,
unique domain. The
region featured in
this family is found
towards the C-
terminus of
poly(A)-binding
proteins (PABPs).
These are
eukaryotic proteins
that, through their
binding of the 3'
poly(A) tail on
mRNA, have very
important roles in
the pathways of
gene expression.
They seem to
provide a scaffold
on which other
proteins can bind
and mediate
processes such as
export, translation
and turnover of the
transcripts.
Moreover, they may
act as antagonists to
the binding of
factors that allow
mRNA degradation,
regulating mRNA
longevity. PABPs
are also involved in

GO:0031047|gene
silencing by
RNA;GO:0006397|
mRNA
processing;GO:0048
255|mRNA
stabilization;GO:006
0212|negative
regulation of
nuclear-transcribed
mRNA poly(A) tail
shortening;GO:1900
153|positive
regulation of
nuclear-transcribed
mRNA catabolic
process,
deadenylation-
dependent
decay;GO:0060213|
positive regulation
of nuclear-
transcribed mRNA
poly(A) tail
shortening;GO:0006
417|regulation of
translation;GO:0006
412|translation;

GO:0005737|cytopla
sm;GO:0005844|pol
ysome;

GO:0031370|eukary
otic initiation factor
4G
binding;GO:000016
6|nucleotide
binding;GO:000814
3|poly(A)
binding;GO:004362
1|protein self-
association;

K13126
PABPC;
polyadenylate-
binding protein

ENSG00000070770 1 9 4 14 10.63239835 15 20 19 17 -0.90179207 0.080649904 0.159644508 down no CSNK2A2 protein_coding chr16:58157907-
58197920:-

gi|4503097|ref|NP_0
01887.1| 1681 0

casein kinase II
subunit alpha'
[Homo sapiens]

gi|28951164|gb|AC0
09107.11| 4597 0

Homo sapiens
chromosome 16
clone RP11-459F6,
complete sequence

P19784 201 8.00E-62 Casein kinase II
subunit alpha' . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0006915|apopto
tic
process;GO:007117
4|mitotic spindle
checkpoint;GO:1903
955|positive
regulation of
protein targeting to
mitochondrion;GO:
0006457|protein
folding;GO:1903146
|regulation of
mitophagy;GO:1901
796|regulation of
signal transduction
by p53 class
mediator;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0005829|cytosol
;GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0005524|ATP
binding;GO:004748
5|protein N-
terminus
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K03097
CSNK2A; casein
kinase II subunit
alpha [EC:2.7.11.1]

ENSG00000070808 0 0 0 2 1.396415243 2 5 1 4 -2.087431921 0.14443789 0.247137786 down no CAMK2A protein_coding chr5:150219491-
150290291:-

gi|4589580|dbj|BAA
76812.1| 2748 0 KIAA0968 protein

[Homo sapiens]
gi|212549565|ref|N
M_171825.2| 4871 0

Homo sapiens
calcium/calmodulin-
dependent protein
kinase II alpha
(CAMK2A),
transcript variant 2,
mRNA

P11275 108 2.00E-26

Calcium/calmodulin
-dependent protein
kinase type II
subunit alpha

. . . . pfam00069 Pkinase Protein kinase
domain. .

GO:0030054|cell
junction;GO:004273
4|presynaptic
membrane;

GO:0005524|ATP
binding;GO:000468
3|calmodulin-
dependent protein
kinase
activity;GO:0046872
|metal ion binding;

K04515

CAMK2;
calcium/calmodulin-
dependent protein
kinase (CaM kinase)
II [EC:2.7.11.17]

ENSG00000070831 20 19 43 11 21.90035049 14 12 25 16 1.155665471 0.04287445 0.101958967 up no CDC42 protein_coding chr1:22052627-
22092946:+

gi|194387042|dbj|B
AG59887.1| 1195 7.00E-164

unnamed protein
product [Homo
sapiens]

gi|89903011|ref|NM
_001039802.1| 2253 0

Homo sapiens cell
division cycle 42
(CDC42), transcript
variant 3, mRNA

Q8CFN2 392 1.00E-130 Cell division control
protein 42 homolog SPAC110.03 325 3.00E-105 COG1100 pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0030036|actin
cytoskeleton
organization;GO:00
51017|actin filament
bundle
assembly;GO:00343
32|adherens
junction
organization;GO:00
60070|canonical
Wnt signaling
pathway;GO:000316
1|cardiac
conduction system
development;GO:00
34613|cellular
protein
localization;GO:003
6336|dendritic cell
migration;GO:00068
97|endocytosis;GO:
0048730|epidermis
morphogenesis;GO:
0090136|epithelial
cell-cell
adhesion;GO:00606
84|epithelial-
mesenchymal cell
signaling;GO:00350
88|establishment or
maintenance of
apical/basal cell
polarity;GO:004684
7|filopodium
assembly;GO:00600

GO:0005912|adhere
ns
junction;GO:004517
7|apical part of
cell;GO:0042995|cell
projection;GO:0005
911|cell-cell
junction;GO:000573
7|cytoplasm;GO:003
6464|cytoplasmic
ribonucleoprotein
granule;GO:0005829
|cytosol;GO:007006
2|extracellular
exosome;GO:00301
75|filopodium;GO:0
005925|focal
adhesion;GO:00312
56|leading edge
membrane;GO:0030
496|midbody;GO:00
72686|mitotic
spindle;GO:0043209
|myelin
sheath;GO:0043005|
neuron
projection;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0051
233|spindle
midzone;GO:000032
2|storage vacuole;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0061630
|ubiquitin protein
ligase activity;

K04393
CDC42; cell
division control
protein 42

ENSG00000070961 1 0 2 2 4.067355555 15 9 4 5 -2.171228715 0.020132984 0.05933932 down no ATP2B1 protein_coding chr12:89588049-
89709300:-

gi|48255945|ref|NP_
001673.2| 5857 0

plasma membrane
calcium-
transporting ATPase
1 isoform 1b [Homo
sapiens]

gi|48255946|ref|NM
_001001323.1| 6933 0

Homo sapiens
ATPase, Ca++
transporting, plasma
membrane 1
(ATP2B1),
transcript variant 1,
mRNA

G5E829 2252 0

Plasma membrane
calcium-
transporting ATPase
1

. . . . pfam00689 Cation_ATPase_C

Cation transporting
ATPase, C-
terminus. Members
of this families are
involved in
Na+/K+, H+/K+,
Ca++ and Mg++
transport. This
family represents 5
transmembrane
helices.

GO:0006874|cellular
calcium ion
homeostasis;

GO:0005887|integral
component of
plasma
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;

GO:0005524|ATP
binding;GO:000538
8|calcium-
transporting ATPase
activity;GO:0046872
|metal ion
binding;GO:003016
5|PDZ domain
binding;

K05850

ATP2B; Ca2+
transporting
ATPase, plasma
membrane
[EC:3.6.3.8]

ENSG00000071054 2 13 6 29 21.5548468 49 40 26 39 -1.233510625 0.015631218 0.049248265 down yes MAP4K4 protein_coding chr2:101696850-
101894689:+

gi|119622210|gb|EA
X01805.1| 3572 0

mitogen-activated
protein kinase
kinase kinase kinase
4, isoform CRA_a
[Homo sapiens]

gi|336020354|ref|N
M_145686.3| 7640 0

Homo sapiens
mitogen-activated
protein kinase
kinase kinase kinase
4 (MAP4K4),
transcript variant 2,
mRNA

O95819 164 3.00E-45

Mitogen-activated
protein kinase
kinase kinase kinase
4

. . . . pfam00780 CNH

CNH domain.
Domain found in
NIK1-like kinase,
mouse citron and
yeast ROM1,
ROM2.
Unpublished
observations.

GO:0035556|intracel
lular signal
transduction;GO:00
43066|negative
regulation of
apoptotic
process;GO:000646
8|protein
phosphorylation;GO
:0046328|regulation
of JNK cascade;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000411
1|creatine kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase activity;

K04407

MAP4K4, HGK;
mitogen-activated
protein kinase
kinase kinase kinase
4 [EC:2.7.11.1]

ENSG00000071082 71 117 75 69 64.67375957 33 35 39 44 1.714522379 3.66E-08 3.03E-06 up yes RPL31 protein_coding chr2:101001715-
101024032:+

gi|297287320|ref|XP
_001103204.2| 592 1.00E-69

PREDICTED: 60S
ribosomal protein
L31-like isoform 4
[Macaca mulatta]

gi|18464324|gb|AC0
16738.6| 2210 0

Homo sapiens BAC
clone RP11-426K3
from 2, complete
sequence

P62902 179 5.00E-55 60S ribosomal
protein L31 YLR406c 129 2.00E-34 COG2097 pfam01198 Ribosomal_L31e Ribosomal protein

L31e.
GO:0002181|cytopla
smic translation;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0005730
|nucleolus;GO:0005
654|nucleoplasm;

GO:0003735|structu
ral constituent of
ribosome;

K02910

RP-L31e, RPL31;
large subunit
ribosomal protein
L31e

ENSG00000071189 0 0 0 5 5.092754134 16 13 3 14 -2.826011169 0.007656866 0.029937656 down yes SNX13 protein_coding chr7:17790761-
17940501:-

gi|829846055|ref|XP
_012636472.1| 5032 0

PREDICTED:
sorting nexin-13
[Microcebus
murinus]

gi|3882146|dbj|AB0
18256.1| 6805 0

Homo sapiens
mRNA for
KIAA0713 protein,
partial cds

Q9Y5W8 201 3.00E-58 Sorting nexin-13 . . . . pfam02194 PXA

PXA domain. This
domain is
associated with PX
domains
pfam00787.

GO:0006886|intracel
lular protein
transport;GO:00099
68|negative
regulation of signal
transduction;GO:00
43547|positive
regulation of
GTPase activity;

GO:0005769|early
endosome;GO:0031
901|early endosome
membrane;

GO:0035091|phosph
atidylinositol
binding;GO:003226
6|phosphatidylinosit
ol-3-phosphate
binding;

K17925 SNX13; sorting
nexin-13



ENSG00000071243 3 2 2 4 1.83020061 0 2 0 0 3.013905694 0.027707488 0.073886636 up no ING3 protein_coding chr7:120950749-
120977216:+

gi|38201655|ref|NP_
061944.2| 1796 0

inhibitor of growth
protein 3 isoform 1
[Homo sapiens]

gi|635115852|ref|X
M_007982710.1| 3399 0

PREDICTED:
Chlorocebus
sabaeus inhibitor of
growth family,
member 3 (ING3),
transcript variant
X1, mRNA

Q8VEK6 186 2.00E-52 Inhibitor of growth
protein 3 YNL097c 90.9 2.00E-18 COG5034 pfam12998 ING

Inhibitor of growth
proteins N-terminal
histone-binding.
Histones undergo
numerous post-
translational
modifications,
including
acetylation and
methylation, at
residues which are
then probable
docking sites for
various chromatin
remodelling
complexes.
Inhibitor of growth
proteins (INGs)
specifically bind to
residues that have
been thus modified.
INGs carry a well-
characterized C-
terminal PHD-type
zinc-finger domain,
binding with lysine
4-tri-methylated
histone H3
(H3K4me3), as well
as this N-terminal
domain that binds
unmodified H3 tails.
Although these two
regions can bind
histones

GO:0043968|histone
H2A
acetylation;GO:0043
967|histone H4
acetylation;GO:0043
065|positive
regulation of
apoptotic
process;GO:004000
8|regulation of
growth;GO:0006355
|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0035267|Nu
A4 histone
acetyltransferase
complex;GO:000573
0|nucleolus;GO:000
5634|nucleus;GO:00
32777|Piccolo NuA4
histone
acetyltransferase
complex;GO:000081
2|Swr1 complex;

GO:0004402|histone
acetyltransferase
activity;GO:0035064
|methylated histone
binding;GO:000827
0|zinc ion binding;

K11319 ING3; inhibitor of
growth protein 3

ENSG00000071246 0 1 0 4 3.330096401 10 7 2 9 -2.078705378 0.04315232 0.102410331 down no VASH1 protein_coding chr14:76762189-
76783015:+

gi|40789026|dbj|BA
A82988.2| 1767 0 KIAA1036 protein

[Homo sapiens]
gi|187607315|ref|N
M_014909.4| 5728 0

Homo sapiens
vasohibin 1
(VASH1), mRNA

Q7L8A9 658 0 Vasohibin-1 . . . . pfam14822 Vasohibin

Vasohibin. This
family of proteins
function as
angiogenesis
inhibitors in
animals.

GO:0001525|angiog
enesis;GO:0007050|
cell cycle
arrest;GO:0016525|n
egative regulation of
angiogenesis;GO:00
43537|negative
regulation of blood
vessel endothelial
cell
migration;GO:00105
96|negative
regulation of
endothelial cell
migration;GO:00019
37|negative
regulation of
endothelial cell
proliferation;GO:19
01491|negative
regulation of
lymphangiogenesis;
GO:2000772|regulati
on of cellular
senescence;GO:0009
611|response to
wounding;

GO:0045177|apical
part of
cell;GO:0005737|cyt
oplasm;GO:0005783
|endoplasmic
reticulum;GO:00056
15|extracellular
space;

. . .

ENSG00000071575 0 0 0 0 0.402565047 3 1 0 0 -1.884965981 0.500886848 NA down no TRIB2 protein_coding chr2:12716889-
12742734:+

gi|11056054|ref|NP_
067675.1| 1829 0 tribbles homolog 2

[Homo sapiens]
gi|187607349|ref|N
M_021643.3| 4391 0

Homo sapiens
tribbles
pseudokinase 2
(TRIB2), transcript
variant 1, mRNA

Q92519 390 2.00E-134 Tribbles homolog 2 . . . . pfam00069 Pkinase Protein kinase
domain.

GO:0045599|negativ
e regulation of fat
cell
differentiation;GO:0
045081|negative
regulation of
interleukin-10
biosynthetic
process;GO:000646
9|negative
regulation of
protein kinase
activity;GO:0032436
|positive regulation
of proteasomal
ubiquitin-dependent
protein catabolic
process;GO:004340
5|regulation of MAP
kinase activity;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00056
34|nucleus;

GO:0031434|mitoge
n-activated protein
kinase kinase
binding;GO:000486
0|protein kinase
inhibitor
activity;GO:0008134
|transcription factor
binding;GO:003162
5|ubiquitin protein
ligase
binding;GO:005510
6|ubiquitin-protein
transferase regulator
activity;

K08814 TRIB1_2; tribbles
homolog 1/2

ENSG00000071626 3 1 3 2 1.669110541 0 0 1 1 2.811333244 0.043685126 0.103180107 up no DAZAP1 protein_coding chr19:1407569-
1435687:+

gi|612012267|ref|XP
_007489410.1| 1353 2.00E-178

PREDICTED: DAZ-
associated protein 1
isoform X2
[Monodelphis
domestica]

gi|34530406|dbj|AK
124583.1| 3934 0

Homo sapiens
cDNA FLJ42592 fis,
clone
BRACE3009747

Q96EP5 251 1.00E-80 DAZ-associated
protein 1 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0007275|multice
llular organismal
development;GO:00
48477|oogenesis;

GO:0005737|cytopla
sm;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K14411 MSI; RNA-binding
protein Musashi

ENSG00000072110 0 0 0 1 0.71318263 2 2 2 0 -1.749907855 0.322038986 NA down no ACTN1 protein_coding chr14:68874143-
68979440:-

gi|194097350|ref|NP
_001123476.1| 4952 0

alpha-actinin-1
isoform a [Homo
sapiens]

gi|34365004|emb|BX
641076.1| 4621 0

Homo sapiens
mRNA; cDNA
DKFZp686J22226
(from clone
DKFZp686J22226)

P05094 320 6.00E-102 Alpha-actinin-1 SPAC15A10.08 271 4.00E-77 COG5069 pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

GO:0051764|actin
crosslink
formation;GO:0051
017|actin filament
bundle
assembly;GO:00516
39|actin filament
network
formation;GO:0007
015|actin filament
organization;GO:00
30865|cortical
cytoskeleton
organization;GO:00
48041|focal
adhesion
assembly;GO:00512
71|negative
regulation of
cellular component
movement;GO:0030
220|platelet
formation;GO:0036
344|platelet
morphogenesis;

GO:0005884|actin
filament;GO:000590
3|brush
border;GO:0042995|
cell
projection;GO:0005
911|cell-cell
junction;GO:003086
3|cortical
cytoskeleton;GO:00
05737|cytoplasm;G
O:0032127|dense
core granule
membrane;GO:0070
062|extracellular
exosome;GO:00056
15|extracellular
space;GO:0005916|f
ascia
adherens;GO:00059
25|focal
adhesion;GO:00056
22|intracellular;GO:
0005886|plasma
membrane;GO:0001
726|ruffle;GO:00300
17|sarcomere;GO:00
30141|secretory
granule;GO:0001725
|stress
fiber;GO:0030018|Z
disc;

GO:0051015|actin
filament
binding;GO:000550
9|calcium ion
binding;GO:000372
5|double-stranded
RNA
binding;GO:000517
8|integrin
binding;GO:004432
5|ion channel
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0042803
|protein
homodimerization
activity;GO:0017166
|vinculin binding;

K05699 ACTN; actinin alpha

ENSG00000072182 0 1 0 1 0.929221339 0 4 2 1 -1.293721526 0.420437941 NA down no ASIC4 protein_coding chr2:219514170-
219538772:+

gi|767918752|ref|XP
_005246728.2| 2787 0

PREDICTED: acid-
sensing ion channel
4 isoform X1
[Homo sapiens]

gi|45708701|gb|BC0
31812.1| 3328 0

Homo sapiens
amiloride-sensitive
cation channel 4,
pituitary, mRNA
(cDNA clone
MGC:24860
IMAGE:4944238),
complete cds

Q7TNS7 348 3.00E-116 Acid-sensing ion
channel 4 . . . . pfam00858 ASC Amiloride-sensitive

sodium channel.
GO:0006810|transpo
rt;

GO:0005887|integral
component of
plasma membrane;

GO:0005216|ion
channel
activity;GO:0005272
|sodium channel
activity;GO:0015081
|sodium ion
transmembrane
transporter activity;

K04831

ASIC4, ACCN4,
BNAC4; acid-
sensing ion channel
4

ENSG00000072195 0 0 0 1 0.705942795 1 1 2 2 -1.737285249 0.285201846 NA down no SPEG protein_coding chr2:219434846-
219498287:+

gi|157785645|ref|NP
_005867.3| 14026 0

striated muscle
preferentially
expressed protein
kinase isoform 1
[Homo sapiens]

gi|157785644|ref|N
M_005876.4| 10650 0

Homo sapiens
SPEG complex
locus (SPEG),
transcript variant 1,
mRNA

P05548 67.4 4.00E-13 CAVP-target
protein . . . . pfam00069 Pkinase Protein kinase

domain. .
GO:0016021|integral
component of
membrane;

GO:0005272|sodium
channel activity; K08809

SPEG; striated
muscle-specific
serine/threonine
protein kinase
[EC:2.7.11.1]

ENSG00000072274 1 5 5 8 5.767357673 9 8 7 8 -0.260484488 0.663117465 0.76236551 down no TFRC protein_coding chr3:196027183-
196082189:-

gi|62088088|dbj|BA
D92491.1| 4129 0

transferrin receptor
variant [Homo
sapiens]

gi|189458818|ref|N
M_001128148.1| 5083 0

Homo sapiens
transferrin receptor
(TFRC), transcript
variant 2, mRNA

P02786 220 1.00E-65 Transferrin receptor
protein 1 . . . . pfam04253 TFR_dimer

Transferrin
receptor-like
dimerization
domain. This
domain is involved
in dimerization of
the transferrin
receptor as shown
in its crystal
structure.

GO:0006879|cellular
iron ion
homeostasis;GO:003
5690|cellular
response to
drug;GO:0097286|ir
on ion
import;GO:0030316|
osteoclast
differentiation;GO:0
030890|positive
regulation of B cell
proliferation;GO:00
45780|positive
regulation of bone
resorption;GO:0045
830|positive
regulation of
isotype
switching;GO:00421
02|positive
regulation of T cell
proliferation;GO:00
31623|receptor
internalization;GO:0
033572|transferrin
transport;

GO:0016323|basolat
eral plasma
membrane;GO:0072
562|blood
microparticle;GO:00
09986|cell
surface;GO:0005905
|coated
pit;GO:0016023|cyto
plasmic membrane-
bounded
vesicle;GO:0005768|
endosome;GO:0009
897|external side of
plasma
membrane;GO:0070
062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:1903561|e
xtracellular
vesicle;GO:1990712|
HFE-transferrin
receptor
complex;GO:000588
7|integral
component of
plasma
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00424
70|melanosome;GO:

GO:0003725|double
-stranded RNA
binding;GO:000194
8|glycoprotein
binding;GO:004482
2|poly(A) RNA
binding;GO:004280
3|protein
homodimerization
activity;GO:0004998
|transferrin receptor
activity;GO:0033570
|transferrin
transmembrane
transporter
activity;GO:0001618
|virus receptor
activity;

K06503 TFRC, CD71;
transferrin receptor



ENSG00000072315 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no TRPC5 protein_coding chrX:111774315-
112082776:-

gi|6912736|ref|NP_0
36603.1| 4593 0

short transient
receptor potential
channel 5 [Homo
sapiens]

gi|93004076|ref|NM
_012471.2| 5839 0

Homo sapiens
transient receptor
potential cation
channel, subfamily
C, member 5
(TRPC5), mRNA

Q9UL62 1773 0
Short transient
receptor potential
channel 5

. . . . pfam00520 Ion_trans

Ion transport
protein. This family
contains Sodium,
Potassium, Calcium
ion channels. This
family is 6
transmembrane
helices in which the
last two helices
flank a loop which
determines ion
selectivity. In some
sub-families (e.g.
Na channels) the
domain is repeated
four times, whereas
in others (e.g. K
channels) the
protein forms as a
tetramer in the
membrane. A
bacterial structure
of the protein is
known for the last
two helices but is
not the Pfam family
due to it lacking the
first four helices

GO:0070588|calciu
m ion
transmembrane
transport;GO:00068
16|calcium ion
transport;GO:00068
28|manganese ion
transport;GO:00507
74|negative
regulation of
dendrite
morphogenesis;GO:
0007399|nervous
system
development;GO:00
30182|neuron
differentiation;GO:0
045773|positive
regulation of axon
extension;GO:00082
84|positive
regulation of cell
proliferation;GO:00
07204|positive
regulation of
cytosolic calcium
ion
concentration;GO:0
010800|positive
regulation of
peptidyl-threonine
phosphorylation;GO
:0051480|cytosolic
calcium ion
homeostasis;GO:190

GO:0034704|calciu
m channel
complex;GO:000573
7|cytoplasm;GO:003
0425|dendrite;GO:0
030426|growth
cone;GO:0005887|in
tegral component of
plasma
membrane;GO:0045
121|membrane
raft;GO:0043025|ne
uronal cell
body;GO:0005886|p
lasma membrane;

GO:0005262|calciu
m channel
activity;GO:0070679
|inositol 1,4,5
trisphosphate
binding;GO:001527
9|store-operated
calcium channel
activity;

K04968

TRPC5; transient
receptor potential
cation channel
subfamily C
member 5

ENSG00000072364 23 13 21 11 15.39713395 8 13 10 12 1.337668965 0.011060087 0.038171592 up yes AFF4 protein_coding chr5:132875379-
132963634:-

gi|7656879|ref|NP_0
55238.1| 4634 0

AF4/FMR2 family
member 4 [Homo
sapiens]

gi|98985830|ref|NM
_014423.3| 9552 0

Homo sapiens
AF4/FMR2 family,
member 4 (AFF4),
mRNA

Q9UHB7 1789 0 AF4/FMR2 family
member 4 . . . . pfam05110 AF-4

AF-4 proto-
oncoprotein. This
family consists of
AF4 (Proto-
oncogene AF4) and
FMR2 (Fragile X E
mental retardation
syndrome) nuclear
proteins. These
proteins have been
linked to human
diseases such as
acute lymphoblastic
leukaemia and
mental retardation.
The family also
contains a
Drosophila AF4
protein homologue
Lilliputian which
contains an AT-
hook domain.
Lilliputian
represents a novel
pair-rule gene that
acts in cytoskeleton
regulation,
segmentation and
morphogenesis in
Drosophila.

GO:0007286|sperma
tid
development;GO:00
06366|transcription
from RNA
polymerase II
promoter;

GO:0008023|transcri
ption elongation
factor
complex;GO:003532
7|transcriptionally
active chromatin;

GO:0003700|transcri
ption factor activity,
sequence-specific
DNA binding;

K15185 AFF4; AF4/FMR2
family member 4

ENSG00000072415 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MPP5 protein_coding chr14:67241109-
67335819:+

gi|38570142|ref|NP_
071919.2| 3381 0

MAGUK p55
subfamily member
5 isoform 1 [Homo
sapiens]

gi|375065849|ref|N
M_022474.3| 5366 0

Homo sapiens
membrane protein,
palmitoylated 5
(MAGUK p55
subfamily member
5) (MPP5),
transcript variant 1,
mRNA

Q5RDQ2 202 9.00E-57
MAGUK p55
subfamily member
5

YDR454c 124 2.00E-30 COG0194 pfam00625 Guanylate_kin Guanylate kinase.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K06091

MPP5, PALS1;
MAGUK p55
subfamily member
5

ENSG00000072501 1 7 5 3 5.654113795 11 6 3 14 -0.548196922 0.447888535 0.575525165 down no SMC1A protein_coding chrX:53374149-
53422728:-

gi|829960914|ref|XP
_012602081.1| 5873 0

PREDICTED:
structural
maintenance of
chromosomes
protein 1A
[Microcebus
murinus]

gi|527317370|ref|N
M_001281463.1| 9930 0

Homo sapiens
structural
maintenance of
chromosomes 1A
(SMC1A), transcript
variant 2, mRNA

O97593 209 4.00E-59

Structural
maintenance of
chromosomes
protein 1A

SPBC29A10.04 595 6.00E-180 COG1196 pfam02463 SMC_N

RecF/RecN/SMC N
terminal domain.
This domain is
found at the N
terminus of SMC
proteins. The SMC
(structural
maintenance of
chromosomes)
superfamily
proteins have ATP-
binding domains at
the N- and C-
termini, and two
extended coiled-coil
domains separated
by a hinge in the
middle. The
eukaryotic SMC
proteins form two
kind of
heterodimers: the
SMC1/SMC3 and
the SMC2/SMC4
types. These
heterodimers
constitute an
essential part of
higher order
complexes, which
are involved in
chromatin and DNA
dynamics.   This
family also includes
the RecF and RecN

GO:0051301|cell
division;GO:000628
1|DNA
repair;GO:0007126|
meiotic nuclear
division;GO:000709
3|mitotic cell cycle
checkpoint;GO:0007
064|mitotic sister
chromatid
cohesion;GO:00000
70|mitotic sister
chromatid
segregation;GO:000
7052|mitotic spindle
organization;GO:00
32876|negative
regulation of DNA
endoreduplication;G
O:0016925|protein
sumoylation;GO:00
09314|response to
radiation;GO:00427
70|signal
transduction in
response to DNA
damage;GO:000706
2|sister chromatid
cohesion;GO:00198
27|stem cell
population
maintenance;

GO:0005694|chrom
osome;GO:0000775|
chromosome,
centromeric
region;GO:0008280|
cohesin core
heterodimer;GO:000
0777|condensed
chromosome
kinetochore;GO:000
0794|condensed
nuclear
chromosome;GO:00
05737|cytoplasm;G
O:0005829|cytosol;
GO:0000776|kinetoc
hore;GO:0030893|m
eiotic cohesin
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0005524|ATP
binding;GO:000368
2|chromatin
binding;GO:004482
2|poly(A) RNA
binding;GO:004698
2|protein
heterodimerization
activity;

K06636
SMC1; structural
maintenance of
chromosome 1

ENSG00000072518 0 1 0 2 2.154437855 8 2 5 3 -2.155236148 0.071151172 0.146002879 down no MARK2 protein_coding chr11:63838928-
63911019:+

gi|254028234|ref|NP
_001034558.2| 4146 0

serine/threonine-
protein kinase
MARK2 isoform d
[Homo sapiens]

gi|254028233|ref|N
M_001039469.2| 4728 0

Homo sapiens
MAP/microtubule
affinity-regulating
kinase 2 (MARK2),
transcript variant 4,
mRNA

O08679 1428 0
Serine/threonine-
protein kinase
MARK2

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0030010|establis
hment of cell
polarity;GO:004519
7|establishment or
maintenance of
epithelial cell
apical/basal
polarity;GO:003555
6|intracellular signal
transduction;GO:00
00226|microtubule
cytoskeleton
organization;GO:00
01764|neuron
migration;GO:00109
76|positive
regulation of
neuron projection
development;GO:00
46777|protein
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:0050770|regulation
of
axonogenesis;GO:00
51493|regulation of
cytoskeleton
organization;GO:00
16055|Wnt signaling
pathway;

GO:0005884|actin
filament;GO:000573
7|cytoplasm;GO:001
6328|lateral plasma
membrane;GO:0016
020|membrane;GO:
0097427|microtubul
e
bundle;GO:0005886|
plasma membrane;

GO:0005524|ATP
binding;GO:000828
9|lipid
binding;GO:000028
7|magnesium ion
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0050321
|tau-protein kinase
activity;

K08798

MARK;
MAP/microtubule
affinity-regulating
kinase [EC:2.7.11.1]

ENSG00000072657 0 0 0 0 0.293844671 1 0 0 2 -1.436688986 0.635233166 NA down no TRHDE protein_coding chr12:72087266-
72670757:+

gi|119617687|gb|EA
W97281.1| 5256 0

thyrotropin-
releasing hormone
degrading enzyme
[Homo sapiens]

gi|23343638|gb|AC1
33480.2| 7708 0

Homo sapiens 12
BAC RP11-12K6
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q10836 217 9.00E-64

Thyrotropin-
releasing hormone-
degrading
ectoenzyme

SSO2154 96.7 5.00E-22 COG0308 pfam01433 Peptidase_M1

Peptidase family
M1. Members of
this family are
aminopeptidases.
The members differ
widely in
specificity,
hydrolysing acidic,
basic or neutral N-
terminal residues.
This family includes
leukotriene-A4
hydrolase, this
enzyme also has an
aminopeptidase
activity.

GO:0007267|cell-
cell
signaling;GO:00431
71|peptide catabolic
process;GO:000650
8|proteolysis;GO:00
08217|regulation of
blood
pressure;GO:000716
5|signal
transduction;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0005
886|plasma
membrane;

GO:0004177|amino
peptidase
activity;GO:0070006
|metalloaminopeptid
ase
activity;GO:0042277
|peptide
binding;GO:000827
0|zinc ion binding;

K01306

TRHDE;
pyroglutamyl-
peptidase II
[EC:3.4.19.6]

ENSG00000072803 0 1 0 1 4.127839348 15 7 7 10 -3.753348162 0.000927328 0.006215606 down yes FBXW11 protein_coding chr5:171861549-
172006873:-

gi|3327206|dbj|BAA
31671.1| 2896 0 KIAA0696 protein

[Homo sapiens]
gi|48928045|ref|NM
_033644.2| 4536 0

Homo sapiens F-
box and WD repeat
domain containing
11 (FBXW11),
transcript variant 2,
mRNA

Q5SRY7 45.1 3.00E-09
F-box/WD repeat-
containing protein
11

. . . . pfam12125 Beta-TrCP_D

D domain of beta-
TrCP. This domain
is found in
eukaryotes, and is
approximately 40
amino acids in
length. It is found
associated with
pfam00646,
pfam00400. The
protein that contains
this domain
functions as a
ubiquitin ligase.
Ubiquitination is
required to direct
proteins towards the
proteasome for
degradation. This
protein is part of the
WD40 class of F
box proteins. The D
domain of these F
box proteins is
involved in
mediating the
dimerization of the
protein.
Dimerization is
necessary to
polyubiquitinate
substrates so this D
domain is vital in
directing substrates
towards the

GO:0007049|cell
cycle;GO:0042347|n
egative regulation of
NF-kappaB import
into
nucleus;GO:004589
2|negative
regulation of
transcription, DNA-
templated;GO:00427
53|positive
regulation of
circadian
rhythm;GO:0045862
|positive regulation
of
proteolysis;GO:0045
893|positive
regulation of
transcription, DNA-
templated;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:000647
0|protein
dephosphorylation;
GO:0031648|protein
destabilization;GO:0
000209|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;GO:0
042752|regulation of

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00056
34|nucleus;GO:0019
005|SCF ubiquitin
ligase complex;

GO:0004842|ubiquit
in-protein
transferase activity;

K03362

FBXW1_11, BTRC,
beta-TRCP; F-box
and WD-40 domain
protein 1/11



ENSG00000072849 0 1 0 0 0.222752943 0 0 0 1 0.569016519 0.862720545 NA up no DERL2 protein_coding chr17:5471251-
5486811:-

gi|332847091|ref|XP
_511992.3| 1125 1.00E-139

PREDICTED:
derlin-2 isoform X1
[Pan troglodytes]

gi|402743356|ref|N
M_001133840.2| 3704 0 Pongo abelii derlin

2 (DERL2), mRNA Q5RC74 212 3.00E-67 Derlin-2 ECU11g1920 123 9.00E-29 COG5291 pfam04511 DER1

Der1-like family.
The endoplasmic
reticulum (ER) of
the yeast
Saccharomyces
cerevisiae contains
of proteolytic
system able to
selectively degrade
misfolded lumenal
secretory proteins.
For examination of
the components
involved in this
degradation
process, mutants
were isolated. They
could be divided
into four
complementation
groups. The
mutations led to
stabilisation of two
different substrates
for this process.
The mutant classes
were called 'der' for
'degradation in the
ER'. DER1 was
cloned by
complementation of
the der1-2 mutation.
The DER1 gene
codes for a novel,
hydrophobic

GO:0030968|endopl
asmic reticulum
unfolded protein
response;GO:00304
33|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:190415
3|negative
regulation of
retrograde protein
transport, ER to
cytosol;GO:0030307
|positive regulation
of cell
growth;GO:0008284
|positive regulation
of cell
proliferation;GO:00
30970|retrograde
protein transport,
ER to
cytosol;GO:0001967
|suckling behavior;

GO:0005769|early
endosome;GO:0030
176|integral
component of
endoplasmic
reticulum
membrane;GO:0005
770|late endosome;

. K13989 DERL2_3; Derlin-
2/3

ENSG00000073150 0 0 0 3 3.714660108 11 11 6 6 -3.062087853 0.005136362 0.022284745 down yes PANX2 protein_coding chr22:50170731-
50180294:+

gi|163659920|ref|NP
_443071.2| 2833 0 pannexin-2 isoform

1 [Homo sapiens]
gi|163659919|ref|N
M_052839.3| 3051 0

Homo sapiens
pannexin 2
(PANX2), transcript
variant 1, mRNA

Q96RD6 1026 0 Pannexin-2 . . . . pfam00876 Innexin

Innexin. This family
includes the
drosophila proteins
Ogre and shaking-
B, and the C.
elegans proteins
Unc-7 and Unc-9.
Members of this
family are integral
membrane proteins
which are involved
in the formation of
gap junctions. This
family has been
named the Innexins.

GO:0006811|ion
transport;GO:00342
14|protein
hexamerization;GO:
0002931|response to
ischemia;

GO:0005737|cytopla
sm;GO:0005921|gap
junction;GO:001602
1|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0055077|gap
junction hemi-
channel activity;

K03443 PANX; pannexin

ENSG00000073350 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no LLGL2 protein_coding chr17:75525080-
75575208:+

gi|73427803|ref|NP_
001026973.1| 5176 0

lethal(2) giant larvae
protein homolog 2
isoform c [Homo
sapiens]

gi|34533263|dbj|AK
126687.1| 3521 0

Homo sapiens
cDNA FLJ44733 fis,
clone
BRACE3026290,
highly similar to
Lethal(2) giant
larvae protein
homolog 2

Q5RCX2 53.1 2.00E-07
Lethal(2) giant
larvae protein
homolog 2

. . . . pfam08366 LLGL

LLGL2. This
domain is found in
lethal giant larvae
homolog 2 (LLGL2)
proteins and
syntaxin-binding
proteins like
tomosyn. It has
been identified in
eukaryotes and
tends to be found
together with WD
repeats
(pfam00400).

GO:0007049|cell
cycle;GO:0051301|c
ell
division;GO:000688
7|exocytosis;

GO:0005737|cytopla
sm; . K06094 LLGL; lethal(2)

giant larvae protein

ENSG00000073584 2 8 2 27 14.91685579 32 21 19 31 -1.0573745 0.087266482 0.167582536 down no SMARCE1 protein_coding chr17:40624962-
40648508:-

gi|21264355|ref|NP_
003070.3| 1586 0

SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily E
member 1 [Homo
sapiens]

gi|117414204|gb|AC
004585.2| 4036 0

Homo sapiens
chromosome 17,
clone RP5-1028K7,
complete sequence

O54941 206 2.00E-62

SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily E
member 1

YBR089c-a 50.4 4.00E-06 COG5648 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:000
7420|brain
development;GO:00
16569|covalent
chromatin
modification;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00072
86|spermatid
development;

GO:0005634|nucleu
s;GO:0016514|SWI/
SNF complex;

GO:0003677|DNA
binding;GO:004748
5|protein N-
terminus binding;

K11651

SMARCE1;
SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily E,
member 1

ENSG00000073614 1 0 2 2 1.368233122 4 1 0 1 0.311136203 0.815332913 0.876419775 up no KDM5A protein_coding chr12:280129-
389454:-

gi|110618244|ref|NP
_001036068.1| 7836 0

lysine-specific
demethylase 5A
[Homo sapiens]

gi|528881085|ref|N
M_001042603.2| 10763 0

Homo sapiens
lysine (K)-specific
demethylase 5A
(KDM5A), mRNA

P29375 238 1.00E-70 Lysine-specific
demethylase 5A . . . . pfam08429 PLU-1

PLU-1-like protein.
Sequences in this
family bear
similarity to the
central region of
PLU-1. This is a
nuclear protein that
may have a role in
DNA-binding and
transcription, and is
closely associated
with the malignant
phenotype of breast
cancer. This region
is found in various
other Jumonji/ARID
domain-containing
proteins (see
pfam02373,
pfam01388).

GO:0032922|circadi
an regulation of
gene
expression;GO:0034
720|histone H3-K4
demethylation;GO:0
008584|male gonad
development;GO:19
01726|negative
regulation of
histone deacetylase
activity;GO:0000122
|negative regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00072
83|spermatogenesis;
GO:0006366|transcri
ption from RNA
polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
032993|protein-
DNA complex;

GO:0031490|chrom
atin DNA
binding;GO:000367
7|DNA
binding;GO:003245
2|histone
demethylase
activity;GO:0016706
|oxidoreductase
activity, acting on
paired donors, with
incorporation or
reduction of
molecular oxygen,
2-oxoglutarate as
one donor, and
incorporation of
one atom each of
oxygen into both
donors;GO:0003713
|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000827
0|zinc ion binding;

K11446

KDM5, JARID1;
histone demethylase
JARID1
[EC:1.14.11.-]

ENSG00000073849 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ST6GAL1 protein_coding chr3:186930485-
187078553:+

gi|4506949|ref|NP_0
03023.1| 2144 0

beta-galactoside
alpha-2,6-
sialyltransferase 1
isoform a [Homo
sapiens]

gi|34536250|dbj|AK
128726.1| 4890 0

Homo sapiens
cDNA FLJ46893 fis,
clone
UTERU3019230,
highly  similar to
CMP-N-
acetylneuraminate-
beta-galactosamide-
alpha-2, 6-
sialyltransferase (EC
2.4.99.1)

P15907 209 2.00E-63
Beta-galactoside
alpha-2,6-
sialyltransferase 1

. . . . pfam00777 Glyco_transf_29

Glycosyltransferase
family 29
(sialyltransferase).
Members of this
family belong to
glycosyltransferase
family 29.

GO:0006959|humor
al immune
response;GO:00060
54|N-
acetylneuraminate
metabolic
process;GO:001626
6|O-glycan
processing;GO:0009
311|oligosaccharide
metabolic
process;GO:001827
9|protein N-linked
glycosylation via
asparagine;GO:0097
503|sialylation;

GO:0070062|extrace
llular
exosome;GO:00325
80|Golgi cisterna
membrane;GO:0000
139|Golgi
membrane;GO:0030
173|integral
component of Golgi
membrane;

GO:0003835|beta-
galactoside alpha-
2,6-sialyltransferase
activity;GO:0008373
|sialyltransferase
activity;

K00778

SIAT1, ST6GAL1;
beta-galactoside
alpha-2,6-
sialyltransferase
(sialyltransferase 1)
[EC:2.4.99.1]

ENSG00000073921 1 9 1 28 22.072152 59 42 32 43 -1.874071134 0.00522793 0.022464572 down yes PICALM protein_coding chr11:85957684-
86069882:-

gi|68533089|dbj|BA
E06099.1| 3491 0

PICALM variant
protein [Homo
sapiens]

gi|332688230|ref|N
M_001206946.1| 3610 0

Homo sapiens
phosphatidylinositol
binding clathrin
assembly protein
(PICALM),
transcript variant 3,
mRNA

O55012 320 4.00E-104
Phosphatidylinositol
-binding clathrin
assembly protein

. . . . pfam07651 ANTH

ANTH domain.
AP180 is an
endocytotic
accessory proteins
that has been
implicated in the
formation of
clathrin-coated pits.
The domain is
involved in
phosphatidylinositol
4,5-bisphosphate
binding and is a
universal adaptor
for nucleation of
clathrin coats.

GO:0007409|axonog
enesis;GO:0035459|
cargo loading into
vesicle;GO:0008283|
cell
proliferation;GO:00
48268|clathrin coat
assembly;GO:00725
83|clathrin-mediated
endocytosis;GO:004
8813|dendrite
morphogenesis;GO:
0055072|iron ion
homeostasis;GO:009
7459|iron ion
import into
cell;GO:0010629|ne
gative regulation of
gene
expression;GO:1902
963|negative
regulation of
metalloendopeptida
se activity involved
in amyloid
precursor protein
catabolic
process;GO:190296
1|positive regulation
of aspartic-type
endopeptidase
activity involved in
amyloid precursor
protein catabolic
process;GO:190200

GO:0005905|coated
pit;GO:0030136|clat
hrin-coated
vesicle;GO:0005768|
endosome;GO:0005
794|Golgi
apparatus;GO:00974
18|neurofibrillary
tangle;GO:0043025|
neuronal cell
body;GO:0005634|n
ucleus;GO:0005886|
plasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0042
734|presynaptic
membrane;GO:0045
202|synapse;GO:000
8021|synaptic
vesicle;GO:0031982|
vesicle;

GO:0005545|1-
phosphatidylinositol
binding;GO:003561
5|clathrin adaptor
activity;GO:0030276
|clathrin
binding;GO:004280
2|identical protein
binding;GO:001712
4|SH3 domain
binding;

. .

ENSG00000074054 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no CLASP1 protein_coding chr2:121337776-
121649587:-

gi|397496802|ref|XP
_003819217.1| 6894 0

PREDICTED:
CLIP-associating
protein 1 isoform
X17 [Pan paniscus]

gi|214010171|ref|N
M_015282.2| 8092 0

Homo sapiens
cytoplasmic linker
associated protein 1
(CLASP1),
transcript variant 1,
mRNA

Q7Z460 189 2.00E-53 CLIP-associating
protein 1 . . . . pfam12348 CLASP_N

CLASP N terminal.
This region is found
at the N terminal of
CLIP-associated
proteins (CLASPs).
CLASPs are widely
conserved
microtubule plus-
end-tracking
proteins that
regulate the stability
of dynamic
microtubules. In
yeast, Drosophila,
and Xenopus, a
single CLASP
orthologue is
present. In
mammals, a second
paralogue
(CLASP2) exists
which has some
functional overlap
with CLASP1.

GO:0030953|astral
microtubule
organization;GO:00
51301|cell
division;GO:009016
2|establishment of
epithelial cell
polarity;GO:004000
1|establishment of
mitotic spindle
localization;GO:005
1294|establishment
of spindle
orientation;GO:0007
163|establishment or
maintenance of cell
polarity;GO:001045
8|exit from
mitosis;GO:0000086
|G2/M transition of
mitotic cell
cycle;GO:0007030|G
olgi
organization;GO:00
34453|microtubule
anchoring;GO:0001
578|microtubule
bundle
formation;GO:0000
226|microtubule
cytoskeleton
organization;GO:00
07020|microtubule
nucleation;GO:0031
023|microtubule

GO:0045180|basal
cortex;GO:0005938|
cell
cortex;GO:0031592|
centrosomal
corona;GO:0005813|
centrosome;GO:000
0777|condensed
chromosome
kinetochore;GO:003
0981|cortical
microtubule
cytoskeleton;GO:00
05881|cytoplasmic
microtubule;GO:000
5829|cytosol;GO:00
70062|extracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00007
76|kinetochore;GO:
0005828|kinetochor
e
microtubule;GO:001
6020|membrane;GO
:0035371|microtubul
e plus-
end;GO:0005876|spi
ndle microtubule;

GO:0002162|dystrog
lycan
binding;GO:004351
5|kinetochore
binding;GO:000801
7|microtubule
binding;GO:005101
0|microtubule plus-
end binding;

K16578
CLASP1_2; CLIP-
associating protein
1/2



ENSG00000074181 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NOTCH3 protein_coding chr19:15159038-
15200981:-

gi|134244285|ref|NP
_000426.2| 10567 0

neurogenic locus
notch homolog
protein 3 precursor
[Homo sapiens]

gi|134244284|ref|N
M_000435.2| 8071 0

Homo sapiens notch
3 (NOTCH3),
mRNA

Q9R172 235 2.00E-69
Neurogenic locus
notch homolog
protein 3

TVN1399 67 8.00E-11 COG0666 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0048844|artery
morphogenesis;GO:
0030900|forebrain
development;GO:00
72104|glomerular
capillary
formation;GO:0045
665|negative
regulation of
neuron
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00486
63|neuron fate
commitment;GO:00
07220|Notch
receptor
processing;GO:0007
219|Notch signaling
pathway;GO:004866
1|positive regulation
of smooth muscle
cell
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
67|transcription
initiation from RNA
polymerase II

GO:0015629|actin
cytoskeleton;GO:00
05913|cell-cell
adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05789|endoplasmic
reticulum
membrane;GO:0005
576|extracellular
region;GO:0000139|
Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0005
654|nucleoplasm;G
O:0005886|plasma
membrane;GO:0043
235|receptor
complex;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00055
09|calcium ion
binding;GO:000487
2|receptor activity;

K02599 NOTCH; Notch

ENSG00000074201 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no CLNS1A protein_coding chr11:77514936-
77637805:-

gi|296216990|ref|XP
_002754839.1| 1002 4.00E-125

PREDICTED:
methylosome
subunit pICln
[Callithrix jacchus]

gi|426369886|ref|X
M_004051865.1| 2621 0

PREDICTED:
Gorilla gorilla
gorilla chloride
channel, nucleotide-
sensitive, 1A
(CLNS1A), mRNA

P35521 49.7 7.00E-06 Methylosome
subunit pICln . . . . pfam03517 Voldacs

Regulator of
volume decrease
after cellular
swelling. ICln is a
ubiquitously
expressed multi-
functional protein
that plays a critical
role in regulating
volume decrease in
cells after cellular
swelling. In plants,
ICln induces Cl-
currents, thus
regulating Cl-
homoeostasis in
eukaryotes.
Structurally, the
fold resembles a
pleckstrin
homology fold, on
of whose roles is to
recruit and tether
their host protein to
the cell membrane;
and although the
surface charges of
the ICln fold are not
equivalent to those
of the PH domain,
ICln can be
phosphorylated in
vitro and the PH-
nature of the
domain may be the

GO:0006884|cell
volume
homeostasis;GO:000
6821|chloride
transport;GO:00003
87|spliceosomal
snRNP assembly;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00058
29|cytosol;GO:0034
709|methylosome;G
O:0005654|nucleopl
asm;GO:0005634|nu
cleus;GO:0034715|p
ICln-Sm protein
complex;GO:000588
6|plasma membrane;

GO:0044822|poly(A
) RNA
binding;GO:004698
2|protein
heterodimerization
activity;

K05019
CLNS1A; chloride
channel, nucleotide-
sensitive, 1A

ENSG00000074211 0 0 0 4 6.183064162 18 19 6 15 -3.427452961 0.000531267 0.004009909 down yes PPP2R2C protein_coding chr4:6320578-
6563600:-

gi|829965266|ref|XP
_012603136.1| 2449 0

PREDICTED:
protein phosphatase
2, regulatory
subunit B, gamma
isoform X2
[Microcebus
murinus]

gi|62087945|dbj|AB
209183.1| 4452 0

Homo sapiens
mRNA for gamma
isoform of
regulatory subunit
B55, protein
phosphatase 2
isoform b variant
protein

P97888 72.4 1.00E-13

Serine/threonine-
protein phosphatase
2A 55 kDa
regulatory subunit B
gamma isoform

SPAC227.07c 459 6.00E-147 COG5170 pfam15449 Retinal

Retinal protein. This
family of proteins is
found in the
photoreceptor cells
of the retina.
Mutations of the
gene encoding this
protein have been
associated with
retinal disorders
such as retinitis
pigmentosa and
late-onset
progressive retinal
atrophy. The
function of this
family of proteins is
unknown, but it is
likely to be
important in the
development and
function of the
retina.

.
GO:0000159|protein
phosphatase type
2A complex;

GO:0008601|protein
phosphatase type
2A regulator
activity;

K04354

PPP2R2;
serine/threonine-
protein phosphatase
2A regulatory
subunit B

ENSG00000074266 28 27 27 18 19.12420054 6 6 15 7 2.18179287 2.11E-05 0.000329427 up yes EED protein_coding chr11:86244544-
86278813:+

gi|3236452|gb|AAC2
3685.1| 2445 0

embryonic
ectoderm
development
protein [Homo
sapiens]

gi|342187254|ref|NG
_029595.1| 2273 0

Homo sapiens
embryonic
ectoderm
development (EED),
RefSeqGene on
chromosome 11

Q3SZ25 141 7.00E-36 Polycomb protein
EED . . . . pfam00400 WD40 WD domain, G-beta

repeat.

GO:0016571|histone
methylation;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00610
87|positive
regulation of
histone H3-K27
methylation;GO:000
6349|regulation of
gene expression by
genetic
imprinting;GO:0021
510|spinal cord
development;GO:00
06351|transcription,
DNA-templated;

GO:0035098|ESC/E(
Z)
complex;GO:000573
0|nucleolus;GO:000
5654|nucleoplasm;G
O:0005634|nucleus;
GO:0045120|pronuc
leus;GO:0001739|se
x chromatin;

GO:0003682|chrom
atin
binding;GO:004205
4|histone
methyltransferase
activity;GO:0042802
|identical protein
binding;

K11462 EED; polycomb
protein EED

ENSG00000074317 3 0 0 1 1.094407972 1 0 0 3 0.747289341 0.671979769 0.767777154 up no SNCB protein_coding chr5:176620084-
176630556:-

gi|634881977|ref|XP
_007951125.1| 483 3.00E-55

PREDICTED: beta-
synuclein isoform
X1 [Orycteropus
afer afer]

gi|351629584|gb|JF9
60950.1| 1407 0

Homo sapiens beta-
synuclein transcript
variant 3 (SNCB)
mRNA, complete
cds, alternatively
spliced

Q16143 84.3 1.00E-18 Beta-synuclein . . . . pfam01387 Synuclein

Synuclein. There
are three types of
synucleins in
humans, these are
called alpha, beta
and gamma. Alpha
synuclein has been
found mutated in
families with
autosomal dominant
Parkinson's disease.
A peptide of alpha
synuclein has also
been found in
amyloid plaques in
Alzheimer's
patients.

GO:0007268|synapti
c
transmission;GO:00
42417|dopamine
metabolic
process;GO:004352
4|negative
regulation of
neuron apoptotic
process;GO:005080
8|synapse
organization;

GO:0005737|cytopla
sm;GO:0005794|Gol
gi
apparatus;GO:00162
34|inclusion
body;GO:0005739|
mitochondrion;GO:
0005654|nucleoplas
m;GO:0045202|syna
pse;

GO:0005509|calciu
m ion
binding;GO:000485
9|phospholipase
inhibitor activity;

. .

ENSG00000074356 0 0 0 2 0.813357081 1 1 2 2 -1.112373566 0.486640078 NA down no NCBP3 protein_coding chr17:3802165-
3846251:-

gi|166295179|ref|NP
_001107590.1| 2564 0

uncharacterized
protein C17orf85
[Homo sapiens]

gi|22038652|gb|AC1
16914.5| 11112 0

Homo sapiens
chromosome 17,
clone CTD-3195I5,
complete sequence

Q53F19 175 4.00E-44 Nuclear cap-binding
protein subunit 3 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006370|7-
methylguanosine
mRNA
capping;GO:005160
7|defense response
to
virus;GO:0051028|
mRNA transport;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0034518|R
NA cap binding
complex;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000034
0|RNA 7-
methylguanosine
cap binding;

. .

ENSG00000074370 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ATP2A3 protein_coding chr17:3923870-
3964464:-

gi|426383571|ref|XP
_004058352.1| 6020 0

PREDICTED:
sarcoplasmic/endopl
asmic reticulum
calcium ATPase 3
isoform 1 [Gorilla
gorilla gorilla]

gi|346986473|ref|N
M_174956.2| 4826 0

Homo sapiens
ATPase, Ca++
transporting,
ubiquitous
(ATP2A3),
transcript variant 3,
mRNA

Q93084 2023 0
Sarcoplasmic/endop
lasmic reticulum
calcium ATPase 3

BH2515 529 3.00E-165 COG0474 pfam00122 E1-E2_ATPase E1-E2 ATPase.

GO:0006816|calciu
m ion
transport;GO:00068
74|cellular calcium
ion
homeostasis;GO:003
4220|ion
transmembrane
transport;GO:19037
79|regulation of
cardiac
conduction;GO:000
6810|transport;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0031
965|nuclear
membrane;GO:0031
095|platelet dense
tubular network
membrane;GO:0016
529|sarcoplasmic
reticulum;GO:00330
17|sarcoplasmic
reticulum
membrane;

GO:0005524|ATP
binding;GO:000538
8|calcium-
transporting ATPase
activity;GO:0046872
|metal ion binding;

K05853

ATP2A; Ca2+
transporting
ATPase,
sarcoplasmic/endopl
asmic reticulum
[EC:3.6.3.8]

ENSG00000074590 0 0 0 0 0.391968096 1 1 0 2 -1.853860153 0.419387044 NA down no NUAK1 protein_coding chr12:106063340-
106140033:-

gi|40788284|dbj|BA
A25463.2| 3215 0 KIAA0537 protein

[Homo sapiens]
gi|48374438|ref|NM
_014840.2| 6821 0

Homo sapiens
NUAK family,
SNF1-like kinase, 1
(NUAK1), mRNA

O60285 266 1.00E-83 NUAK family
SNF1-like kinase 1 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0007155|cell
adhesion;GO:00069
74|cellular response
to DNA damage
stimulus;GO:003555
6|intracellular signal
transduction;GO:00
06468|protein
phosphorylation;GO
:0030155|regulation
of cell
adhesion;GO:00421
27|regulation of cell
proliferation;GO:20
00772|regulation of
cellular
senescence;GO:0035
507|regulation of
myosin-light-chain-
phosphatase
activity;GO:1901796
|regulation of signal
transduction by p53
class mediator;

GO:0005737|cytopla
sm;GO:0015630|mic
rotubule
cytoskeleton;GO:00
05730|nucleolus;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000203
9|p53
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08800
NUAK; NUAK
family, SNF1-like
kinase [EC:2.7.11.1]

ENSG00000074603 0 0 0 0 0.202961082 2 0 0 0 -0.899764408 0.798840138 NA down no DPP8 protein_coding chr15:65442463-
65517704:-

gi|37577089|ref|NP_
932064.1| 4713 0

dipeptidyl peptidase
8 isoform 3 [Homo
sapiens]

gi|530406093|ref|X
M_005254500.1| 7215 0

PREDICTED:
Homo sapiens
dipeptidyl-peptidase
8 (DPP8), transcript
variant X1, mRNA

Q6V1X1 256 5.00E-78 Dipeptidyl peptidase
8 CC2154 295 1.00E-82 COG1506 pfam00930 DPPIV_N

Dipeptidyl peptidase
IV (DPP IV) N-
terminal region.
This family is an
alignment of the
region to the N-
terminal side of the
active site. The
Prosite motif does
not correspond to
this Pfam entry.

GO:0006955|immun
e
response;GO:00065
08|proteolysis;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0008239|dipepti
dyl-peptidase
activity;GO:0008236
|serine-type
peptidase activity;

K08655
DPP8; dipeptidyl-
peptidase 8
[EC:3.4.14.5]



ENSG00000074657 0 1 0 3 3.159665491 12 4 6 5 -2.331502021 0.025232032 0.06941808 down no ZNF532 protein_coding chr18:58862600-
58986480:+

gi|10047335|dbj|BA
B13455.1| 6248 0 KIAA1629 protein

[Homo sapiens]
gi|58761526|ref|NM
_018181.4| 6464 0

Homo sapiens zinc
finger protein 532
(ZNF532), mRNA

Q6NXK2 87 3.00E-18 Zinc finger protein
532 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

. .

ENSG00000074755 0 0 0 3 0.618028888 1 1 0 1 0.31418507 0.870492575 NA up no ZZEF1 protein_coding chr17:4004445-
4143020:-

gi|73747881|ref|NP_
055928.3| 14906 0

zinc finger ZZ-type
and EF-hand
domain-containing
protein 1 [Homo
sapiens]

gi|73747880|ref|NM
_015113.3| 11395 0

Homo sapiens zinc
finger, ZZ-type with
EF-hand domain 1
(ZZEF1), mRNA

O43149 219 8.00E-64

Zinc finger ZZ-type
and EF-hand
domain-containing
protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. .

GO:0005509|calciu
m ion
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000075151 1 1 0 0 0.517923991 0 0 0 2 0.625905704 0.785225503 NA up no EIF4G3 protein_coding chr1:20806292-
21176888:-

gi|62087818|dbj|BA
D92356.1| 7836 0

eukaryotic
translation initiation
factor 4 gamma, 3
variant [Homo
sapiens]

gi|311771715|ref|N
M_001198802.1| 6196 0

Homo sapiens
eukaryotic
translation initiation
factor 4 gamma, 3
(EIF4G3), transcript
variant 2, mRNA

O43432 148 5.00E-40
Eukaryotic
translation initiation
factor 4 gamma 3

. . . . pfam02854 MIF4G

MIF4G domain.
MIF4G is named
after Middle domain
of eukaryotic
initiation factor 4G
(eIF4G). Also
occurs in NMD2p
and CBP80. The
domain is rich in
alpha-helices and
may contain
multiple alpha-
helical repeats. In
eIF4G, this domain
binds eIF4A, eIF3,
RNA and DNA.

GO:0006446|regulati
on of translational
initiation;GO:00160
32|viral process;

GO:0005829|cytosol
;GO:0016281|eukary
otic translation
initiation factor 4F
complex;

GO:0044822|poly(A
) RNA
binding;GO:000033
9|RNA cap
binding;GO:000813
5|translation factor
activity, RNA
binding;GO:000374
3|translation
initiation factor
activity;

K03260 EIF4G; translation
initiation factor 4G

ENSG00000075292 0 0 0 0 0.990496605 2 2 2 4 -3.188292457 0.037422251 0.092542774 down no ZNF638 protein_coding chr2:71276561-
71435069:+

gi|675695900|ref|XP
_008958520.1| 9702 0

PREDICTED: zinc
finger protein 638
isoform X1 [Pan
paniscus]

gi|357933601|ref|N
M_001252612.1| 6821 0

Homo sapiens zinc
finger protein 638
(ZNF638), transcript
variant 3, mRNA

Q14966 2192 0 Zinc finger protein
638 . . . . pfam14259 RRM_6

RNA recognition
motif (a.k.a. RRM,
RBD, or RNP
domain).

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00083
80|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0043231|intr
acellular membrane-
bounded
organelle;GO:00166
07|nuclear
speck;GO:0005654|
nucleoplasm;

GO:0003690|double
-stranded DNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000075391 3 0 0 1 2.001260822 5 3 2 3 -1.059627146 0.35970112 0.49237866 down no RASAL2 protein_coding chr1:178094141-
178484147:+

gi|226958575|ref|NP
_733793.2| 6314 0

ras GTPase-
activating protein
nGAP isoform 2
[Homo sapiens]

gi|4938294|emb|AL0
35702.7| 11075 0

Human DNA
sequence from
clone RP4-593C16
on chromosome
1q24.1-25.2,
complete sequence

Q9UJF2 2176 0
Ras GTPase-
activating protein
nGAP

. . . . pfam12004 DUF3498

Domain of
unknown function
(DUF3498). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 433 to 538
amino acids in
length. This domain
is found associated
with pfam00616,
pfam00168. This
domain has two
conserved sequence
motifs: DLQ and
PLSFQNP.

GO:0000165|MAPK
cascade;GO:004658
0|negative
regulation of Ras
protein signal
transduction;GO:00
07165|signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0031235|int
rinsic component of
the cytoplasmic side
of the plasma
membrane;

GO:0005096|GTPas
e activator activity; K17633

RASAL2; RAS
protein activator-
like 2

ENSG00000075415 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no SLC25A3 protein_coding chr12:98593591-
98606379:+

gi|4505775|ref|NP_0
02626.1| 1761 0

phosphate carrier
protein,
mitochondrial
isoform b precursor
[Homo sapiens]

gi|24308576|gb|AC0
13283.23| 5014 0

Homo sapiens 12
BAC RP11-481K9
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q00325 258 6.00E-83
Phosphate carrier
protein,
mitochondrial

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner membrane;

GO:0015293|sympo
rter activity; K15102

SLC25A3, PHC,
PIC; solute carrier
family 25
(mitochondrial
phosphate
transporter),
member 3

ENSG00000075420 0 0 1 1 0.284508243 0 0 0 0 1.982045671 0.513353684 NA up no FNDC3B protein_coding chr3:172039628-
172401665:+

gi|205360932|ref|NP
_073600.3| 6095 0

fibronectin type III
domain-containing
protein 3B [Homo
sapiens]

gi|205360933|ref|N
M_001135095.1| 6942 0

Homo sapiens
fibronectin type III
domain containing
3B (FNDC3B),
transcript variant 2,
mRNA

Q53EP0 2356 0
Fibronectin type III
domain-containing
protein 3B

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0016021|integral
component of
membrane;

GO:0044822|poly(A
) RNA binding; . .

ENSG00000075426 0 0 0 2 0.816855891 3 1 1 1 -1.1212666 0.492369194 NA down no FOSL2 protein_coding chr2:28392448-
28417312:+

gi|119620945|gb|EA
X00540.1| 1281 4.00E-158

FOS-like antigen 2,
isoform CRA_c
[Homo sapiens]

gi|426335127|ref|X
M_004029036.1| 6448 0

PREDICTED:
Gorilla gorilla
gorilla FOS-like
antigen 2, transcript
variant 1 (FOSL2),
mRNA

P15408 481 7.00E-153 Fos-related antigen
2 . . . . pfam15455 Pro-rich_19

Proline-rich 19.
This family includes
proline-rich protein
19.

GO:0008219|cell
death;GO:0003334|k
eratinocyte
development;GO:00
48146|positive
regulation of
fibroblast
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0003682|chrom
atin
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000098
2|transcription
factor activity, RNA
polymerase II core
promoter proximal
region sequence-
specific
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09030 FOSL2; fos-like
antigen 2

ENSG00000075461 0 0 0 0 0.892656567 4 3 0 2 -3.037085871 0.098562502 NA down no CACNG4 protein_coding chr17:66964910-
67033398:+

gi|7656948|ref|NP_0
55220.1| 1440 0

voltage-dependent
calcium channel
gamma-4 subunit
[Homo sapiens]

gi|313482782|ref|N
M_014405.3| 3380 0

Homo sapiens
calcium channel,
voltage-dependent,
gamma subunit 4
(CACNG4), mRNA

Q9UBN1 559 0
Voltage-dependent
calcium channel
gamma-4 subunit

. . . . pfam00822 PMP22_Claudin
PMP-
22/EMP/MP20/Clau
din family.

GO:0061337|cardiac
conduction;GO:005
1899|membrane
depolarization;GO:2
000311|regulation of
alpha-amino-3-
hydroxy-5-methyl-
4-isoxazole
propionate selective
glutamate receptor
activity;GO:0019226
|transmission of
nerve
impulse;GO:000681
0|transport;

GO:0032281|AMPA
glutamate receptor
complex;GO:003066
6|endocytic vesicle
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0005
891|voltage-gated
calcium channel
complex;

GO:0005262|calciu
m channel
activity;GO:0016247
|channel regulator
activity;GO:0005245
|voltage-gated
calcium channel
activity;

K04869
CACNG4; voltage-
dependent calcium
channel gamma-4

ENSG00000075624 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no ACTB protein_coding chr7:5527151-
5563784:-

gi|676270115|gb|KF
O25358.1| 2038 0

Actin, cytoplasmic 1
[Fukomys
damarensis]

gi|34531695|dbj|AK
125561.1| 2061 0

Homo sapiens
cDNA FLJ43573 fis,
clone
RECTM2001691,
highly similar to
Actin, cytoplasmic 2

P10982 165 3.00E-50 Actin-1 (Fragment) YFL039c 155 1.00E-43 COG5277 pfam00022 Actin Actin. .
GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;

GO:0005524|ATP
binding; K05692 ACTB_G1; actin

beta/gamma 1

ENSG00000075711 0 0 0 0 1.093918505 3 3 2 3 -3.330053623 0.023906188 0.066614996 down no DLG1 protein_coding chr3:197042560-
197299300:-

gi|148539578|ref|NP
_004078.2| 4590 0

disks large homolog
1 isoform 2 [Homo
sapiens]

gi|148539577|ref|N
M_004087.2| 5034 0

Homo sapiens discs,
large homolog 1
(Drosophila)
(DLG1), transcript
variant 2, mRNA

Q12959 204 6.00E-60 Disks large
homolog 1 YDR454c 103 3.00E-23 COG0194 pfam00625 Guanylate_kin Guanylate kinase.

GO:0007015|actin
filament
organization;GO:00
32147|activation of
protein kinase
activity;GO:0042982
|amyloid precursor
protein metabolic
process;GO:003095
3|astral microtubule
organization;GO:00
70830|bicellular
tight junction
assembly;GO:00016
58|branching
involved in ureteric
bud
morphogenesis;GO:
0034629|cellular
protein complex
localization;GO:000
7268|synaptic
transmission;GO:00
30866|cortical actin
cytoskeleton
organization;GO:00
43622|cortical
microtubule
organization;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0001935|endothelial
cell
proliferation;GO:00

GO:0005605|basal
lamina;GO:0016323|
basolateral plasma
membrane;GO:0005
923|bicellular tight
junction;GO:003005
4|cell
junction;GO:003125
3|cell projection
membrane;GO:0005
913|cell-cell
adherens
junction;GO:000591
1|cell-cell
junction;GO:000573
7|cytoplasm;GO:000
9898|cytoplasmic
side of plasma
membrane;GO:0005
829|cytosol;GO:000
5783|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00017
72|immunological
synapse;GO:001470
4|intercalated
disc;GO:0043219|lat
eral
loop;GO:0016328|lat

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00080
92|cytoskeletal
protein
binding;GO:000438
5|guanylate kinase
activity;GO:0044325
|ion channel
binding;GO:003525
5|ionotropic
glutamate receptor
binding;GO:009701
6|L27 domain
binding;GO:001527
6|ligand-gated ion
channel
activity;GO:0031434
|mitogen-activated
protein kinase
kinase
binding;GO:001990
2|phosphatase
binding;GO:000472
1|phosphoprotein
phosphatase
activity;GO:0015459
|potassium channel
regulator
activity;GO:0008022
|protein C-terminus
binding;GO:001990
1|protein kinase
binding;

K12076 DLG1; disks large
protein 1



ENSG00000075785 14 18 11 16 13.90274931 10 13 13 16 0.734247733 0.072540487 0.148153277 up no RAB7A protein_coding chr3:128726122-
128814796:+

gi|34147513|ref|NP_
004628.4| 1070 3.00E-138

ras-related protein
Rab-7a [Homo
sapiens]

gi|40807361|ref|NM
_004637.5| 2230 0

Homo sapiens
RAB7A, member
RAS oncogene
family (RAB7A),
mRNA

O97572 125 4.00E-34 Ras-related protein
Rab-7a . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0045022|early
endosome to late
endosome
transport;GO:00617
24|lipophagy;GO:00
90383|phagosome
acidification;GO:00
90385|phagosome-
lysosome
fusion;GO:0015031|
protein
transport;GO:00072
64|small GTPase
mediated signal
transduction;

GO:0000421|autoph
agosome
membrane;GO:0005
829|cytosol;GO:003
2419|extrinsic
component of
lysosome
membrane;GO:0005
770|late
endosome;GO:0031
902|late endosome
membrane;GO:0005
811|lipid
particle;GO:0033162
|melanosome
membrane;GO:0045
335|phagocytic
vesicle;GO:0030670|
phagocytic vesicle
membrane;

GO:0005525|GTP
binding; K07897 RAB7A; Ras-related

protein Rab-7A

ENSG00000075891 0 2 1 1 3.113471863 11 5 1 9 -2.19237574 0.04156162 0.100070697 down no PAX2 protein_coding chr10:100735603-
100829941:+

gi|675710822|ref|XP
_009008408.1| 2031 0

PREDICTED:
paired box protein
Pax-2 isoform X3
[Callithrix jacchus]

gi|152963639|ref|N
M_003988.3| 4129 0

Homo sapiens
paired box 2
(PAX2), transcript
variant c, mRNA

P32114 702 0 Paired box protein
Pax-2 . . . . pfam00292 PAX 'Paired box' domain.

GO:0030534|adult
behavior;GO:00075
68|aging;GO:000988
7|organ
morphogenesis;GO:
0021987|cerebral
cortex
development;GO:00
48701|embryonic
cranial skeleton
morphogenesis;GO:
0006959|humoral
immune
response;GO:00216
70|lateral ventricle
development;GO:00
07275|multicellular
organismal
development;GO:00
51573|negative
regulation of
histone H3-K9
methylation;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00359
14|skeletal muscle
cell
differentiation;GO:0
007283|spermatogen
esis;GO:0006366|tra
nscription from
RNA polymerase II

GO:0005634|nucleu
s;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09383 PAX5; paired box
protein 5

ENSG00000076108 3 3 1 0 3.150561654 11 4 1 4 -0.877924049 0.394974908 0.524618547 down no BAZ2A protein_coding chr12:56595596-
56636816:-

gi|544470676|ref|XP
_005571300.1| 8420 0

PREDICTED:
bromodomain
adjacent to zinc
finger domain
protein 2A isoform
X1 [Macaca
fascicularis]

gi|91176324|ref|NM
_013449.3| 8600 0

Homo sapiens
bromodomain
adjacent to zinc
finger domain, 2A
(BAZ2A), transcript
variant 1, mRNA

Q8N2A0 105 1.00E-25

Putative
uncharacterized
protein encoded by
LINC00269

YGR252w 85.1 8.00E-16 COG5076 pfam01429 MBD

Methyl-CpG
binding domain.
The Methyl-CpG
binding domain
(MBD) binds to
DNA that contains
one or more
symmetrically
methylated CpGs.
DNA methylation in
animals is
associated with
alterations in
chromatin structure
and silencing of
gene expression.
MBD has negligible
non-specific affinity
for DNA. In vitro
foot-printing with
MeCP2 showed the
MBD can protect a
12 nucleotide region
surrounding a
methyl CpG pair.
MBDs are found in
several Methyl-CpG
binding proteins
and also DNA
demethylase.

GO:0006396|RNA
processing;

GO:0005634|nucleu
s;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

K15224

BAZ2A, TIP5;
bromodomain
adjacent to zinc
finger domain
protein 2A

ENSG00000076321 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no KLHL20 protein_coding chr1:173714941-
173786702:+

gi|635132491|ref|XP
_007987644.1| 3349 0

PREDICTED:
kelch-like protein
20 isoform X1
[Chlorocebus
sabaeus]

gi|40807499|ref|NM
_014458.3| 3421 0

Homo sapiens
kelch-like family
member 20
(KLHL20), mRNA

D3Z8N4 417 3.00E-140 Kelch-like protein
20 . . . . pfam07707 BACK

BTB And C-
terminal Kelch. This
domain is found
associated with
pfam00651 and
pfam01344. The
BACK domain is
found juxtaposed to
the BTB domain;
they are separated
by as little as two
residues. This
family appears to be
closely related to the
BTB domain (Finn
RD, personal
observation).

GO:0006895|Golgi
to endosome
transport;GO:00430
66|negative
regulation of
apoptotic
process;GO:004316
1|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:199039
0|protein K33-
linked
ubiquitination;GO:0
015031|protein
transport;GO:00165
67|protein
ubiquitination;

GO:0030424|axon;G
O:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
30425|dendrite;GO:
0048471|perinuclear
region of
cytoplasm;GO:0016
605|PML
body;GO:0005802|tr
ans-Golgi network;

GO:0019964|interfer
on-gamma
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K10457
KLHL20, KLEIP;
kelch-like protein
20

ENSG00000076555 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ACACB protein_coding chr12:109116595-
109268226:+

gi|134142062|ref|NP
_001084.3| 12937 0

acetyl-CoA
carboxylase 2
precursor [Homo
sapiens]

gi|134142061|ref|N
M_001093.3| 9250 0

Homo sapiens
acetyl-CoA
carboxylase beta
(ACACB), mRNA

O00763 219 3.00E-97 Acetyl-CoA
carboxylase 2 SPAC56E4.04c_3 709 0 COG4799 pfam08326 ACC_central

Acetyl-CoA
carboxylase, central
region. The region
featured in this
family is found in
various eukaryotic
acetyl-CoA
carboxylases, N-
terminal to the
catalytic domain
(pfam01039). This
enzyme (EC:6.4.1.2)
is involved in the
synthesis of long-
chain fatty acids, as
it catalyses the rate-
limiting step in this
process.

GO:0030183|B cell
differentiation;

GO:0005737|cytopla
sm;GO:0005783|end
oplasmic
reticulum;GO:00484
71|perinuclear
region of cytoplasm;

GO:0005509|calciu
m ion
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;

K01946

ACACB; acetyl-
CoA carboxylase /
biotin carboxylase 2
[EC:6.4.1.2
6.3.4.14]

ENSG00000076685 0 0 0 1 0.306876558 0 0 1 1 -0.14757455 0.953528055 NA down no NT5C2 protein_coding chr10:103088017-
103193306:-

gi|441600176|ref|XP
_003255465.2| 2968 0

PREDICTED:
cytosolic purine 5'-
nucleotidase
isoform X2
[Nomascus
leucogenys]

gi|349732260|ref|N
M_001134373.2| 3435 0

Homo sapiens 5'-
nucleotidase,
cytosolic II
(NT5C2), transcript
variant 2, mRNA

O46411 131 9.00E-35 Cytosolic purine 5'-
nucleotidase . . . . pfam05761 5_nucleotid

5' nucleotidase
family. This family
of eukaryotic
proteins includes 5'
nucleotidase
enzymes, such as
purine 5'-
nucleotidase
EC:3.1.3.5.

GO:0046085|adenos
ine metabolic
process;GO:004604
0|IMP metabolic
process;

GO:0005737|cytopla
sm;

GO:0008253|5'-
nucleotidase
activity;GO:0042802
|identical protein
binding;GO:004687
2|metal ion
binding;GO:000016
6|nucleotide
binding;

K01081
E3.1.3.5; 5'-
nucleotidase
[EC:3.1.3.5]

ENSG00000076716 0 0 0 2 0.312951996 0 1 0 0 1.139505708 0.706380511 NA up no GPC4 protein_coding chrX:133300103-
133415490:-

gi|21614525|ref|NP_
001439.2| 2806 0

glypican-4
precursor [Homo
sapiens]

gi|21614524|ref|NM
_001448.2| 3714 0

Homo sapiens
glypican 4 (GPC4),
mRNA

O75487 1082 0 Glypican-4 . . . . pfam01153 Glypican Glypican.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0008283|cell
proliferation;GO:00
06024|glycosaminog
lycan biosynthetic
process;GO:000602
7|glycosaminoglyca
n catabolic
process;GO:003020
3|glycosaminoglyca
n metabolic
process;GO:000152
3|retinoid metabolic
process;

GO:0031225|anchor
ed component of
membrane;GO:0009
897|external side of
plasma
membrane;GO:0070
062|extracellular
exosome;GO:00056
15|extracellular
space;GO:0005796|
Golgi
lumen;GO:0005887|i
ntegral component
of plasma
membrane;GO:0043
202|lysosomal
lumen;GO:0005634|
nucleus;GO:000588
6|plasma
membrane;GO:0005
578|proteinaceous
extracellular matrix;

GO:0043395|hepara
n sulfate
proteoglycan
binding;

K08110 GPC4; glypican 4
(K-glypican)

ENSG00000077044 0 0 0 2 0.316309113 1 0 0 0 1.139672493 0.705456991 NA up no DGKD protein_coding chr2:233354507-
233472104:+

gi|71891743|dbj|BA
A09766.3| 6114 0 KIAA0145 protein

[Homo sapiens]
gi|25777597|ref|NM
_152879.2| 6294 0

Homo sapiens
diacylglycerol
kinase, delta
130kDa (DGKD),
transcript variant 2,
mRNA

Q16760 234 6.00E-70 Diacylglycerol
kinase delta . . . . pfam00609 DAGK_acc

Diacylglycerol
kinase accessory
domain.
Diacylglycerol
(DAG) is a second
messenger that acts
as a protein kinase
C activator. This
domain is assumed
to be an accessory
domain: its function
is unknown.

GO:0016049|cell
growth;GO:0046339
|diacylglycerol
metabolic
process;GO:000689
7|endocytosis;GO:0
007173|epidermal
growth factor
receptor signaling
pathway;GO:004683
4|lipid
phosphorylation;GO
:0007275|multicellul
ar organismal
development;GO:00
30168|platelet
activation;GO:00512
60|protein
homooligomerizatio
n;GO:0007205|prote
in kinase C-
activating G-protein
coupled receptor
signaling
pathway;GO:001503
1|protein
transport;GO:00100
33|response to
organic
substance;GO:00199
32|second-
messenger-mediated
signaling;GO:00071
65|signal
transduction;

GO:0005737|cytopla
sm;GO:0016023|cyt
oplasmic
membrane-bounded
vesicle;GO:0005634|
nucleus;GO:000588
6|plasma membrane;

GO:0005524|ATP
binding;GO:001999
2|diacylglycerol
binding;GO:000414
3|diacylglycerol
kinase
activity;GO:0046872
|metal ion
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;

K00901

dgkA, DGK;
diacylglycerol
kinase (ATP)
[EC:2.7.1.107]



ENSG00000077063 0 0 0 5 2.430538166 6 3 4 6 -1.574591338 0.168829425 0.280735519 down no CTTNBP2 protein_coding chr7:117710651-
117874139:-

gi|16975496|ref|NP_
219499.1| 8162 0

cortactin-binding
protein 2 [Homo
sapiens]

gi|92091570|ref|NM
_033427.2| 5967 0

Homo sapiens
cortactin binding
protein 2
(CTTNBP2), mRNA

Q2IBF7 226 5.00E-67 Cortactin-binding
protein 2 all2748 90.5 8.00E-18 COG0666 pfam09727 CortBP2

Cortactin-binding
protein-2. This
entry is the first
approximately 250
residues of
cortactin-binding
protein 2. In
addition to being a
positional candidate
for autism this
protein is expressed
at highest levels in
the brain in
humans. The
human protein has
six associated
ankyrin repeat
domains pfam00023
towards the C-
terminus which act
as protein-protein
interaction domains.

.
GO:0005938|cell
cortex;GO:0043197|
dendritic spine;

. . .

ENSG00000077080 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no ACTL6B protein_coding chr7:100643097-
100656461:-

gi|348568434|ref|XP
_003470003.1| 2153 0

PREDICTED: actin-
like protein 6B
[Cavia porcellus]

gi|198386318|ref|N
M_016188.4| 1537 0

Homo sapiens actin-
like 6B (ACTL6B),
mRNA

O94805 406 6.00E-138 Actin-like protein
6B YFL039c 253 1.00E-77 COG5277 pfam00022 Actin Actin.

GO:0016569|covale
nt chromatin
modification;GO:00
06325|chromatin
organization;GO:00
06338|chromatin
remodeling;GO:000
6357|regulation of
transcription from
RNA polymerase II
promoter;GO:00215
10|spinal cord
development;GO:00
06351|transcription,
DNA-templated;

GO:0071565|nBAF
complex;GO:000573
0|nucleolus;GO:000
5634|nucleus;GO:00
16514|SWI/SNF
complex;

GO:0005200|structu
ral constituent of
cytoskeleton;GO:00
03713|transcription
coactivator activity;

K11652 ACTL6B; actin-like
protein 6B

ENSG00000077092 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no RARB protein_coding chr3:25174332-
25597932:+

gi|14916494|ref|NP_
000956.2| 2161 0

retinoic acid
receptor beta
isoform 1 [Homo
sapiens]

gi|590122014|ref|N
M_000965.4| 3084 0

Homo sapiens
retinoic acid
receptor, beta
(RARB), transcript
variant 1, mRNA

P10826 459 1.00E-157 Retinoic acid
receptor beta . . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0001889|liver
development;GO:00
60037|pharyngeal
system
development;GO:00
06351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000370
8|retinoic acid
receptor
activity;GO:0043565
|sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0008270
|zinc ion binding;

K08528
NR1B2, RARB;
retinoic acid
receptor beta

ENSG00000077097 14 12 16 18 12.56153012 11 8 7 9 1.348945734 0.003014169 0.014950278 up yes TOP2B protein_coding chr3:25597905-
25664907:-

gi|119584762|gb|EA
W64358.1| 7817 0

topoisomerase
(DNA) II beta
180kDa, isoform
CRA_b [Homo
sapiens]

gi|418203926|ref|N
M_001068.3| 5305 0

Homo sapiens
topoisomerase
(DNA) II beta
180kDa (TOP2B),
mRNA

Q02880 187 4.00E-53 DNA topoisomerase
2-beta ECU04g0350_1 748 0 COG0187 pfam00521 DNA_topoisoIV

DNA
gyrase/topoisomeras
e IV, subunit A.

GO:0006265|DNA
topological change;

GO:0005730|nucleol
us;

GO:0005524|ATP
binding;GO:000830
1|DNA binding,
bending;GO:000391
8|DNA
topoisomerase type
II (ATP-
hydrolyzing)
activity;GO:0046872
|metal ion binding;

K03164
TOP2; DNA
topoisomerase II
[EC:5.99.1.3]

ENSG00000077147 23 36 12 35 37.98432722 48 68 51 64 -0.607686917 0.057338945 0.125523844 down no TM9SF3 protein_coding chr10:96518109-
96587452:-

gi|60359970|dbj|BA
D90204.1| 2839 0 mKIAA4036 protein

[Mus musculus]
gi|190194385|ref|N
M_020123.3| 6140 0

Homo sapiens
transmembrane 9
superfamily
member 3
(TM9SF3), mRNA

Q9HD45 419 5.00E-143
Transmembrane 9
superfamily
member 3

. . . . pfam02990 EMP70 Endomembrane
protein 70. .

GO:0016021|integral
component of
membrane;

. K17087

TM9SF3;
transmembrane 9
superfamily
member 3

ENSG00000077157 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no PPP1R12B protein_coding chr1:202348699-
202592706:+

gi|675772308|ref|XP
_008974874.1| 4597 0

PREDICTED:
protein phosphatase
1 regulatory subunit
12B isoform X3
[Pan paniscus]

gi|9211403|gb|AC01
5973.2|AC015973 12198 0

Homo sapiens BAC
clone RP11-366C6
from Y, complete
sequence

O60237 162 2.00E-44
Protein phosphatase
1 regulatory subunit
12B

all2748 96.7 2.00E-19 COG0666 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000086|G2/M
transition of mitotic
cell
cycle;GO:0006937|r
egulation of muscle
contraction;GO:000
7165|signal
transduction;

GO:0031672|A
band;GO:0015629|a
ctin
cytoskeleton;GO:00
05829|cytosol;GO:0
005654|nucleoplasm
;GO:0005886|plasm
a
membrane;GO:0030
018|Z disc;

GO:0008047|enzym
e activator
activity;GO:0019208
|phosphatase
regulator activity;

K12329

PPP1R12B,
MYPT2; protein
phosphatase 1
regulatory subunit
12B

ENSG00000077232 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no DNAJC10 protein_coding chr2:182716041-
182794464:+

gi|24308127|ref|NP_
061854.1| 4319 0

dnaJ homolog
subfamily C
member 10 isoform
1 precursor [Homo
sapiens]

gi|18250159|gb|AC1
05396.2| 17346 0

Homo sapiens BAC
clone RP11-560P13
from 2, complete
sequence

Q5R5L3 158 6.00E-44
DnaJ homolog
subfamily C
member 10

all4643 91.3 2.00E-18 COG2214 pfam00085 Thioredoxin

Thioredoxin.
Thioredoxins are
small enzymes that
participate in redox
reactions, via the
reversible oxidation
of an active centre
disulfide bond.
Some members
with only the active
site are not
separated from the
noise.

GO:0045454|cell
redox
homeostasis;GO:003
0433|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:007005
9|intrinsic apoptotic
signaling pathway
in response to
endoplasmic
reticulum
stress;GO:0001933|n
egative regulation of
protein
phosphorylation;GO
:0032781|positive
regulation of
ATPase
activity;GO:0034975
|protein folding in
endoplasmic
reticulum;GO:00349
76|response to
endoplasmic
reticulum stress;

GO:0005783|endopl
asmic
reticulum;GO:00346
63|endoplasmic
reticulum chaperone
complex;GO:000578
8|endoplasmic
reticulum
lumen;GO:0016020|
membrane;

GO:0001671|ATPas
e activator
activity;GO:0051117
|ATPase
binding;GO:005108
7|chaperone
binding;GO:001503
6|disulfide
oxidoreductase
activity;GO:0030544
|Hsp70 protein
binding;GO:005178
7|misfolded protein
binding;GO:001667
1|oxidoreductase
activity, acting on a
sulfur group of
donors, disulfide as
acceptor;GO:001503
5|protein disulfide
oxidoreductase
activity;

K09530
DNAJC10; DnaJ
homolog subfamily
C member 10

ENSG00000077254 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no USP33 protein_coding chr1:77695987-
77759852:-

gi|5689531|dbj|BAA
83049.1| 5127 0 KIAA1097 protein

[Homo sapiens]
gi|391738245|ref|N
M_015017.4| 4502 0

Homo sapiens
ubiquitin specific
peptidase 33
(USP33), transcript
variant 1, mRNA

A6QNM7 233 2.00E-70
Ubiquitin carboxyl-
terminal hydrolase
33

. . . . pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0007411|axon
guidance;GO:00164
77|cell
migration;GO:00092
67|cellular response
to
starvation;GO:00512
98|centrosome
duplication;GO:000
6897|endocytosis;G
O:0032091|negative
regulation of
protein
binding;GO:003209
2|positive regulation
of protein
binding;GO:001657
9|protein
deubiquitination;GO
:0071108|protein
K48-linked
deubiquitination;GO
:0070536|protein
K63-linked
deubiquitination;GO
:0050821|protein
stabilization;GO:001
0506|regulation of
autophagy;GO:0008
277|regulation of G-
protein coupled
receptor protein
signaling
pathway;GO:000651
1|ubiquitin

GO:0005776|autoph
agosome;GO:00442
97|cell
body;GO:0005813|c
entrosome;GO:0005
925|focal
adhesion;GO:00057
94|Golgi
apparatus;GO:00056
54|nucleoplasm;GO:
0048471|perinuclear
region of cytoplasm;

GO:0004197|cystein
e-type
endopeptidase
activity;GO:0004843
|ubiquitin-specific
protease
activity;GO:0008270
|zinc ion binding;

K11848

USP20_33;
ubiquitin carboxyl-
terminal hydrolase
20/33 [EC:3.4.19.12]

ENSG00000077264 0 0 0 0 0.300942813 1 0 1 1 -1.464893049 0.554339694 NA down no PAK3 protein_coding chrX:110944285-
111227361:+

gi|189491755|ref|NP
_001121640.1| 3013 0

serine/threonine-
protein kinase PAK
3 isoform b [Homo
sapiens]

gi|4007557|emb|AL0
31117.1| 7013 0

Human DNA
sequence from
clone RP5-914P14
on chromosome
Xq23, complete
sequence

Q62829 173 1.00E-49
Serine/threonine-
protein kinase PAK
3

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0007409|axonog
enesis;GO:0016358|
dendrite
development;GO:00
30833|regulation of
actin filament
polymerization;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000470
8|MAP kinase
kinase
activity;GO:0046872
|metal ion
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K05733
PAK3, MRX30;
p21-activated kinase
3 [EC:2.7.11.1]

ENSG00000077380 0 0 0 0 0.302742479 0 0 2 1 -1.472817392 0.624460556 NA down no DYNC1I2 protein_coding chr2:171687409-
171748420:+

gi|823421497|ref|XP
_012420416.1| 3031 0

PREDICTED:
cytoplasmic dynein
1 intermediate chain
2 isoform X1
[Odobenus
rosmarus divergens]

gi|422398870|ref|N
M_001378.2| 2604 0

Homo sapiens
dynein, cytoplasmic
1, intermediate
chain 2 (DYNC1I2),
transcript variant 1,
mRNA

Q0III3 110 8.00E-48
Cytoplasmic dynein
1 intermediate chain
2

. . . . pfam11540 Dynein_IC2

Cytoplasmic dynein
1 intermediate chain
2. Intermediate
chain IC 2 forms
part of the complex
cytoplasmic dynein
1 along with a
heavy chain (HC),
two light
intermediate chains
(LICs) and three
light chains (LCs).
The complex is
responsible for
hydrolysing ATP to
generate force
toward the minus
end of
microtubules. IC
binds to the HC via
the N terminal
binding domain on
the HC and ICs
contain binding
sites for the LCs.
The ICs are
responsible for
binding to
kinetochores and
the Golgi apparatus
through an
interaction with the
p150Glued subunit
of dynactin which is
another complex

GO:0007018|microt
ubule-based
movement;GO:0006
810|transport;

GO:0005737|cytopla
sm;GO:0005868|cyt
oplasmic dynein
complex;GO:000587
4|microtubule;GO:0
031982|vesicle;

GO:0003774|motor
activity; K10415

DYNC1I, DNCI;
dynein intermediate
chain, cytosolic



ENSG00000077458 0 2 0 4 1.486088155 2 1 3 2 -0.050741407 0.965916491 0.977174259 down no FAM76B protein_coding chr11:95768942-
95790409:-

gi|134288896|ref|NP
_653265.3| 1465 0 protein FAM76B

[Homo sapiens]
gi|134288895|ref|N
M_144664.4| 3951 0

Homo sapiens
family with
sequence similarity
76, member B
(FAM76B), mRNA

Q5HYJ3 220 7.00E-69 Protein FAM76B . . . . pfam12072 DUF3552

Domain of
unknown function
(DUF3552). This
presumed domain is
functionally
uncharacterized.
This domain is
found in bacteria,
archaea and
eukaryotes. This
domain is about 200
amino acids in
length. This domain
is found associated
with pfam00013,
pfam01966. This
domain has a single
completely
conserved residue A
that may be
functionally
important.

GO:0016926|protein
desumoylation;

GO:0031965|nuclear
membrane;GO:0016
607|nuclear
speck;GO:0005634|
nucleus;

GO:0004175|endope
ptidase
activity;GO:0016929
|SUMO-specific
protease activity;

. .

ENSG00000077522 1 0 0 0 0.295171048 0 0 0 1 0.569016224 0.850337072 NA up no ACTN2 protein_coding chr1:236686454-
236764631:+

gi|507588248|ref|NP
_001265272.1| 4705 0

alpha-actinin-2
isoform 2 [Homo
sapiens]

gi|507588249|ref|N
M_001278344.1| 5097 0

Homo sapiens
actinin, alpha 2
(ACTN2), transcript
variant 3, mRNA

P20111 247 2.00E-75 Alpha-actinin-2 SPAC15A10.08 232 5.00E-63 COG5069 pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

GO:0051695|actin
filament
uncapping;GO:0055
013|cardiac muscle
cell
development;GO:00
07155|cell
adhesion;GO:00900
02|establishment of
protein localization
to plasma
membrane;GO:0048
041|focal adhesion
assembly;GO:00001
65|MAPK
cascade;GO:003003
5|microspike
assembly;GO:00300
49|muscle filament
sliding;GO:1901017|
negative regulation
of potassium ion
transmembrane
transporter
activity;GO:0043267
|negative regulation
of potassium ion
transport;GO:20000
09|negative
regulation of
protein localization
to cell
surface;GO:0086097
|phospholipase C-
activating

GO:0005884|actin
filament;GO:003086
4|cortical actin
cytoskeleton;GO:00
05856|cytoskeleton;
GO:0005829|cytosol
;GO:0043197|dendri
tic
spine;GO:0070062|e
xtracellular
exosome;GO:00055
76|extracellular
region;GO:0030175|
filopodium;GO:000
5925|focal
adhesion;GO:00310
93|platelet alpha
granule
lumen;GO:0031143|
pseudopodium;GO:
0030018|Z disc;

GO:0005509|calciu
m ion
binding;GO:000809
2|cytoskeletal
protein
binding;GO:005137
3|FATZ
binding;GO:004280
2|identical protein
binding;GO:000517
8|integrin
binding;GO:004432
5|ion channel
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;GO:004698
3|protein
dimerization
activity;GO:0019904
|protein domain
specific
binding;GO:004280
3|protein
homodimerization
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0008307
|structural
constituent of
muscle;GO:0030375
|thyroid hormone
receptor coactivator

K05699 ACTN; actinin alpha

ENSG00000077549 0 0 1 0 0.876961314 1 0 3 3 -1.962138542 0.258676035 NA down no CAPZB protein_coding chr1:19338776-
19485539:-

gi|795204044|ref|XP
_011848527.1| 1689 0

PREDICTED: F-
actin-capping
protein subunit beta
isoform X3
[Mandrillus
leucophaeus]

gi|531990814|ref|N
M_001206541.2| 2068 0

Homo sapiens
capping protein
(actin filament)
muscle Z-line, beta
(CAPZB), transcript
variant 3, mRNA

P14315 248 1.00E-81
F-actin-capping
protein subunit beta
isoforms 1 and 2

. . . . pfam01115 F_actin_cap_B
F-actin capping
protein, beta
subunit.

GO:0030036|actin
cytoskeleton
organization;GO:00
51016|barbed-end
actin filament
capping;GO:000090
2|cell
morphogenesis;GO:
0007010|cytoskeleto
n
organization;GO:00
30032|lamellipodiu
m
assembly;GO:00487
47|muscle fiber
development;GO:00
51490|negative
regulation of
filopodium
assembly;GO:00311
15|negative
regulation of
microtubule
polymerization;GO:
0031175|neuron
projection
development;GO:00
22604|regulation of
cell
morphogenesis;GO:
0010591|regulation
of lamellipodium
assembly;GO:00900
36|regulation of
protein kinase C

GO:0001669|acroso
mal
vesicle;GO:0005884|
actin
filament;GO:000590
3|brush
border;GO:0030863|
cortical
cytoskeleton;GO:00
05829|cytosol;GO:0
008290|F-actin
capping protein
complex;GO:001470
4|intercalated
disc;GO:0030027|la
mellipodium;GO:00
16020|membrane;G
O:0030018|Z disc;

GO:0051015|actin
filament binding; K10365

CAPZB; capping
protein (actin
filament) muscle Z-
line, beta

ENSG00000077585 0 3 0 1 0.588607459 1 0 0 0 2.088977345 0.33070299 NA up no GPR137B protein_coding chr1:236142505-
236221865:+

gi|194376974|dbj|B
AG63048.1| 2028 0

unnamed protein
product [Homo
sapiens]

gi|208022664|ref|N
M_003272.3| 2042 0

Homo sapiens G
protein-coupled
receptor 137B
(GPR137B), mRNA

O60478 259 2.00E-82 Integral membrane
protein GPR137B . . . . pfam07695 7TMR-DISM_7TM

7TM diverse
intracellular
signalling. This
entry represents the
transmembrane
region of the 7TM-
DISM (7TM
Receptors with
Diverse Intracellular
Signalling
Modules).

.

GO:0005887|integral
component of
plasma
membrane;GO:0005
765|lysosomal
membrane;GO:0016
020|membrane;

. . .

ENSG00000077684 0 0 0 0 0.397124878 1 0 1 2 -1.868432166 0.414917004 NA down no JADE1 protein_coding chr4:128809623-
128875224:+

gi|397505200|ref|XP
_003823158.1| 4414 0

PREDICTED:
protein Jade-1
isoform X2 [Pan
paniscus]

gi|566006194|ref|N
M_199320.3| 5772 0

Homo sapiens jade
family PHD finger 1
(JADE1), transcript
variant 1, mRNA

Q5E9T7 181 6.00E-53 Protein Jade-1 YPR031w 181 7.00E-46 COG5141 pfam13832 zf-HC5HC2H_2 PHD-zinc-finger
like domain.

GO:0006915|apopto
tic
process;GO:004396
6|histone H3
acetylation;GO:0043
983|histone H4-K12
acetylation;GO:0043
981|histone H4-K5
acetylation;GO:0043
982|histone H4-K8
acetylation;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0000123|hist
one
acetyltransferase
complex;

GO:0008270|zinc
ion binding; K11347 PHF17, JADE1;

protein Jade-1

ENSG00000077721 1 2 1 5 1.675740709 1 1 3 0 1.274734573 0.268932203 0.392985105 up no UBE2A protein_coding chrX:119574467-
119591083:+

gi|63003897|ref|NP_
060014.2| 1600 0

NF-kappa-B-
repressing factor
isoform 2 [Homo
sapiens]

gi|27697172|gb|BC0
42021.1| 2631 0

Homo sapiens
cDNA clone
IMAGE:5312200

O15226 620 0 NF-kappa-B-
repressing factor SPAC18B11.07c 241 8.00E-75 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0006281|DNA
repair;GO:0033522|
histone H2A
ubiquitination;GO:0
016574|histone
ubiquitination;GO:0
001701|in utero
embryonic
development;GO:00
60135|maternal
process involved in
female
pregnancy;GO:0008
284|positive
regulation of cell
proliferation;GO:00
43161|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:005186
5|protein
autoubiquitination;
GO:0070979|protein
K11-linked
ubiquitination;GO:0
070936|protein K48-
linked
ubiquitination;GO:0
000209|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;GO:0
009411|response to
UV;

GO:0000785|chrom
atin;GO:0005737|cyt
oplasm;GO:0033503
|HULC
complex;GO:000079
0|nuclear
chromatin;GO:0001
741|XY body;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K10573

UBE2A, UBC2,
RAD6A; ubiquitin-
conjugating enzyme
E2 A [EC:2.3.2.23]

ENSG00000077782 0 0 1 0 0.378497588 0 1 1 0 -0.157016194 0.948012726 NA down no FGFR1 protein_coding chr8:38411138-
38468834:-

gi|674077166|ref|XP
_008845991.1| 4337 0

PREDICTED:
fibroblast growth
factor receptor 1
isoform X1
[Nannospalax galili]

gi|105990521|ref|N
M_023110.2| 5900 0

Homo sapiens
fibroblast growth
factor receptor 1
(FGFR1), transcript
variant 1, mRNA

P11362 192 2.00E-55 Fibroblast growth
factor receptor 1 . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00071
65|signal
transduction;GO:00
06351|transcription,
DNA-templated;

GO:0005783|endopl
asmic
reticulum;GO:00057
30|nucleolus;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004482
2|poly(A) RNA
binding;

K04362

FGFR1; fibroblast
growth factor
receptor 1
[EC:2.7.10.1]

ENSG00000077942 0 0 0 1 0.210694493 0 0 1 0 0.569016584 0.865048656 NA up no FBLN1 protein_coding chr22:45502238-
45601135:+

gi|215274249|sp|P23
142.4|FBLN1_HUM
AN

3440 0

RecName:
Full=Fibulin-1;
Short=FIBL-1;
Flags: Precursor

gi|34734065|ref|NM
_006486.2| 2892 0

Homo sapiens
fibulin 1 (FBLN1),
transcript variant D,
mRNA

P23142 315 8.00E-102 Fibulin-1 . . . . pfam07645 EGF_CA Calcium-binding
EGF domain.

GO:0030198|extrace
llular matrix
organization;

GO:0005578|protein
aceous extracellular
matrix;

GO:0005509|calciu
m ion
binding;GO:001650
4|peptidase activator
activity;

K17307 FBLN1_2; fibulin
1/2

ENSG00000078018 6 2 8 5 12.66711335 41 28 7 17 -1.507329768 0.026328116 0.071415015 down no MAP2 protein_coding chr2:209424058-
209734118:+

gi|87578396|ref|NP_
002365.3| 8358 0

microtubule-
associated protein 2
isoform 1 [Homo
sapiens]

gi|114583027|ref|X
M_001144480.1| 9528 0

PREDICTED: Pan
troglodytes
microtubule-
associated protein 2
(MAP2), transcript
variant X9, mRNA

P11137 221 4.00E-64 Microtubule-
associated protein 2 . . . . pfam08377 MAP2_projctn

MAP2/Tau
projection domain.
This domain is
found in the
MAP2/Tau family
of proteins which
includes MAP2,
MAP4, Tau, and
their homologs. All
isoforms contain a
conserved C-
terminal domain
containing tubulin-
binding repeats
(pfam00418), and a
N-terminal
projection domain
of varying size. This
domain has a net
negative charge and
exerts a long-range
repulsive force.
This provides a
mechanism that can
regulate
microtubule spacing
which might
facilitate efficient
organelle transport.

GO:0021954|central
nervous system
neuron
development;GO:00
48813|dendrite
morphogenesis;GO:
0001578|microtubul
e bundle
formation;GO:0000
226|microtubule
cytoskeleton
organization;GO:00
31175|neuron
projection
development;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;GO:000587
5|microtubule
associated
complex;GO:004300
5|neuron
projection;GO:0005
730|nucleolus;

GO:0002162|dystrog
lycan
binding;GO:000801
7|microtubule
binding;GO:000519
8|structural
molecule activity;

K10430 MAP2; microtubule-
associated protein 2



ENSG00000078043 23 33 33 36 36.59937437 49 48 39 46 0.010049912 0.971789954 0.981083156 up no PIAS2 protein_coding chr18:46803224-
46920160:-

gi|296222613|ref|XP
_002757259.1| 2700 0

PREDICTED: E3
SUMO-protein
ligase PIAS2
isoform X5
[Callithrix jacchus]

gi|21909535|gb|AC0
90241.9| 9392 0

Homo sapiens
chromosome 18,
clone RP11-687F6,
complete sequence

O00370 60.8 1.00E-09

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam14324 PINIT

PINIT domain. The
PINIT domain is a
protein domain that
is found in PIAS
proteins. The PINIT
domain is about 180
amino acids in
length.

GO:0060766|negativ
e regulation of
androgen receptor
signaling
pathway;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00169
25|protein
sumoylation;GO:00
60765|regulation of
androgen receptor
signaling
pathway;GO:004566
7|regulation of
osteoblast
differentiation;GO:0
006357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0016604|nuclear
body;GO:0016607|n
uclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
016605|PML body;

GO:0050681|androg
en receptor
binding;GO:000367
7|DNA
binding;GO:001687
4|ligase
activity;GO:0061665
|SUMO ligase
activity;GO:0019789
|SUMO transferase
activity;GO:0008134
|transcription factor
binding;GO:003162
5|ubiquitin protein
ligase
binding;GO:000827
0|zinc ion binding;

K16063
PIAS2; E3 SUMO-
protein ligase
PIAS2

ENSG00000078140 79 125 108 128 126.5902059 136 158 159 171 0.045218408 0.826371711 0.88445209 up no UBE2K protein_coding chr4:39698044-
39782792:+

gi|511888671|ref|XP
_004764077.1| 1136 3.00E-139

PREDICTED:
ubiquitin-
conjugating enzyme
E2 K [Mustela
putorius furo]

gi|163660383|ref|N
M_005339.4| 5245 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2K (UBE2K),
transcript variant 1,
mRNA

P61087 278 7.00E-92
Ubiquitin-
conjugating enzyme
E2 K

YDR177w 146 9.00E-38 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0035458|cellular
response to
interferon-
beta;GO:0010994|fre
e ubiquitin chain
polymerization;GO:
0070059|intrinsic
apoptotic signaling
pathway in response
to endoplasmic
reticulum
stress;GO:0010800|p
ositive regulation of
peptidyl-threonine
phosphorylation;GO
:0060340|positive
regulation of type I
interferon-mediated
signaling
pathway;GO:007093
6|protein K48-
linked
ubiquitination;GO:0
000209|protein
polyubiquitination;
GO:0032434|regulati
on of proteasomal
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00324
33|filopodium
tip;GO:0005634|nucl
eus;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase
activity;GO:0034450
|ubiquitin-ubiquitin
ligase activity;

K04649

HIP2, UBC1;
ubiquitin-
conjugating enzyme
(huntingtin
interacting protein
2) [EC:2.3.2.23]

ENSG00000078295 0 0 0 0 0.29578603 1 1 0 1 -1.446026814 0.560607138 NA down no ADCY2 protein_coding chr5:7396208-
7830081:+

gi|115387102|ref|NP
_065433.2| 5435 0

adenylate cyclase
type 2 [Homo
sapiens]

gi|51476963|emb|CR
749634.1| 8850 0

Homo sapiens
mRNA; cDNA
DKFZp686J099
(from clone
DKFZp686J099)

Q08462 2098 0 Adenylate cyclase
type 2 all0661 161 2.00E-40 COG2114 pfam00211 Guanylate_cyc

Adenylate and
Guanylate cyclase
catalytic domain.

GO:0007190|activati
on of adenylate
cyclase
activity;GO:0034199
|activation of
protein kinase A
activity;GO:0007189
|adenylate cyclase-
activating G-protein
coupled receptor
signaling
pathway;GO:000719
3|adenylate cyclase-
inhibiting G-protein
coupled receptor
signaling
pathway;GO:000718
8|adenylate cyclase-
modulating G-
protein coupled
receptor signaling
pathway;GO:000617
1|cAMP
biosynthetic
process;GO:001993
3|cAMP-mediated
signaling;GO:19043
22|cellular response
to
forskolin;GO:00713
77|cellular response
to glucagon
stimulus;GO:000309
1|renal water
homeostasis;

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0005887|in
tegral component of
plasma
membrane;GO:0005
622|intracellular;GO
:0016020|membrane
;GO:0045121|memb
rane
raft;GO:0005886|pla
sma membrane;

GO:0004016|adenyl
ate cyclase
activity;GO:0008179
|adenylate cyclase
binding;GO:000552
4|ATP
binding;GO:000028
7|magnesium ion
binding;GO:003014
5|manganese ion
binding;GO:004698
2|protein
heterodimerization
activity;

K08042
ADCY2; adenylate
cyclase 2
[EC:4.6.1.1]

ENSG00000078304 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no PPP2R5C protein_coding chr14:101761798-
101927989:+

gi|31083259|ref|NP_
002710.2| 2604 0

serine/threonine-
protein phosphatase
2A 56 kDa
regulatory subunit
gamma isoform
isoform a [Homo
sapiens]

gi|240849352|ref|N
M_001161725.1| 4481 0

Homo sapiens
protein phosphatase
2, regulatory
subunit B', gamma
(PPP2R5C),
transcript variant 5,
mRNA

Q13362 69.7 2.00E-12

Serine/threonine-
protein phosphatase
2A 56 kDa
regulatory subunit
gamma isoform

. . . . pfam01603 B56

Protein phosphatase
2A regulatory B
subunit (B56
family). Protein
phosphatase 2A
(PP2A) is a major
intracellular protein
phosphatase that
regulates multiple
aspects of cell
growth and
metabolizm. The
ability of this widely
distributed
heterotrimeric
enzyme to act on a
diverse array of
substrates is largely
controlled by the
nature of its
regulatory B
subunit. There are
multiple families of
B subunits (See also
pfam01240), this
family is called the
B56 family.

GO:0007190|activati
on of adenylate
cyclase
activity;GO:0007189
|adenylate cyclase-
activating G-protein
coupled receptor
signaling
pathway;GO:000719
3|adenylate cyclase-
inhibiting G-protein
coupled receptor
signaling
pathway;GO:000718
8|adenylate cyclase-
modulating G-
protein coupled
receptor signaling
pathway;GO:000617
1|cAMP
biosynthetic
process;GO:001993
3|cAMP-mediated
signaling;GO:19043
22|cellular response
to forskolin;

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0005887|in
tegral component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0004016|adenyl
ate cyclase
activity;GO:0008179
|adenylate cyclase
binding;GO:000552
4|ATP
binding;GO:000028
7|magnesium ion
binding;GO:003014
5|manganese ion
binding;GO:004698
2|protein
heterodimerization
activity;

K11447
UTX, UTY; histone
demethylase
[EC:1.14.11.-]

ENSG00000078328 7 5 11 19 25.8800454 48 65 35 52 -1.726016042 4.09E-05 0.00054021 down yes RBFOX1 protein_coding chr16:6019094-
7713338:+

gi|675696551|ref|XP
_008958641.1| 1971 0

PREDICTED: RNA
binding protein fox-
1 homolog 1
isoform X1 [Pan
paniscus]

gi|215272405|ref|N
M_018723.3| 4775 0

Homo sapiens RNA
binding protein,
fox-1 homolog (C.
elegans) 1
(RBFOX1),
transcript variant 4,
mRNA

Q17QD3 529 0
RNA binding
protein fox-1
homolog 1

TP0356 49.3 3.00E-06 COG0724 pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;GO:0043
484|regulation of
RNA
splicing;GO:000838
0|RNA splicing;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K14946
RBFOX, FOX;
RNA binding
protein fox-1

ENSG00000078369 14 13 23 12 15.19018754 16 17 12 9 0.824780907 0.092943817 0.174810907 up no GNB1 protein_coding chr1:1785285-
1891117:-

gi|545209281|ref|XP
_005607641.1| 1760 0

PREDICTED:
guanine nucleotide-
binding protein
G(I)/G(S)/G(T)
subunit beta-1
isoform X2 [Equus
caballus]

gi|543173168|ref|N
M_001282539.1| 3145 0

Homo sapiens
guanine nucleotide
binding protein (G
protein), beta
polypeptide 1
(GNB1), transcript
variant 2, mRNA

P54311 224 1.00E-71

Guanine nucleotide-
binding protein
G(I)/G(S)/G(T)
subunit beta-1

. . . . pfam00400 WD40 WD domain, G-beta
repeat.

GO:0048920|posteri
or lateral line
neuromast
primordium
migration;

. GO:0004871|signal
transducer activity; K04536

GNB1; guanine
nucleotide-binding
protein
G(I)/G(S)/G(T)
subunit beta-1

ENSG00000078403 1 1 1 3 3.793171066 6 8 5 11 -1.808558905 0.029195915 0.076677924 down no MLLT10 protein_coding chr10:21524675-
21743630:+

gi|307548832|ref|NP
_001182555.1| 4056 0

protein AF-10
isoform c [Homo
sapiens]

gi|307548830|ref|N
M_004641.3| 5126 0

Homo sapiens
myeloid/lymphoid
or mixed-lineage
leukemia;
translocated to, 10
(MLLT10),
transcript variant 1,
mRNA

O54826 179 6.00E-48 Protein AF-10 YPR031w 137 6.00E-32 COG5141 pfam13832 zf-HC5HC2H_2 PHD-zinc-finger
like domain.

GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0043
234|protein
complex;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000078618 0 0 0 1 0.408498792 2 1 0 0 -0.743994479 0.752327304 NA down no NRDC protein_coding chr1:51789191-
51878937:-

gi|156071450|ref|NP
_002516.2| 6092 0 nardilysin isoform a

[Homo sapiens]
gi|156071449|ref|N
M_002525.2| 3894 0

Homo sapiens
nardilysin (N-
arginine dibasic
convertase)
(NRD1), transcript
variant 1, mRNA

O43847 227 4.00E-66 Nardilysin SPACUNK4.12c 125 2.00E-29 COG1025 pfam00675 Peptidase_M16
Insulinase
(Peptidase family
M16).

GO:0051044|positiv
e regulation of
membrane protein
ectodomain
proteolysis;GO:0016
485|protein
processing;GO:0052
548|regulation of
endopeptidase
activity;

GO:0005739|mitoch
ondrion;

GO:0004222|metallo
endopeptidase
activity;GO:0008233
|peptidase
activity;GO:0008270
|zinc ion binding;

K01411 NRD1; nardilysin
[EC:3.4.24.61]

ENSG00000078674 1 0 0 0 0.596255555 2 1 0 1 -1.148295905 0.542922564 NA down no PCM1 protein_coding chr8:17922840-
18029944:+

gi|134142826|ref|NP
_006188.3| 9478 0

pericentriolar
material 1 protein
[Homo sapiens]

gi|134142825|ref|N
M_006197.3| 6797 0

Homo sapiens
pericentriolar
material 1 (PCM1),
mRNA

Q15154 162 8.00E-45 Pericentriolar
material 1 protein . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0015853|adenin
e
transport;GO:19020
17|regulation of
cilium assembly;

GO:0070062|extrace
llular
exosome;GO:00057
41|mitochondrial
outer
membrane;GO:0005
739|mitochondrion;
GO:0005634|nucleu
s;GO:0046930|pore
complex;

GO:0000166|nucleot
ide
binding;GO:001528
8|porin
activity;GO:0008308
|voltage-gated anion
channel activity;

K16537
PCM1;
pericentriolar
material 1 protein



ENSG00000078687 0 0 0 0 0.996320682 2 5 2 1 -3.194464212 0.045589939 0.106376525 down no TNRC6C protein_coding chr17:77959240-
78108835:+

gi|767995476|ref|XP
_005257605.2| 7266 0

PREDICTED:
trinucleotide repeat-
containing gene 6C
protein isoform X3
[Homo sapiens]

gi|217416331|ref|N
M_001142640.1| 9740 0

Homo sapiens
trinucleotide repeat
containing 6C
(TNRC6C),
transcript variant 1,
mRNA

Q9HCJ0 218 2.00E-63
Trinucleotide
repeat-containing
gene 6C protein

. . . . pfam12938 M_domain M domain of
GW182.

GO:0035195|gene
silencing by
miRNA;GO:003527
8|negative
regulation of
translation involved
in gene silencing by
miRNA;GO:004801
5|phosphatidylinosit
ol-mediated
signaling;GO:19001
53|positive
regulation of
nuclear-transcribed
mRNA catabolic
process,
deadenylation-
dependent
decay;GO:0060213|
positive regulation
of nuclear-
transcribed mRNA
poly(A) tail
shortening;GO:0035
194|posttranscriptio
nal gene silencing
by
RNA;GO:0007223|
Wnt signaling
pathway, calcium
modulating
pathway;

GO:0005829|cytosol
;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K18412

TNRC6, GW182;
trinucleotide repeat-
containing gene 6
protein

ENSG00000078725 0 2 1 6 13.84199015 35 26 31 36 -3.358015092 6.75E-08 4.51E-06 down yes BRINP1 protein_coding chr9:119153458-
119369467:-

gi|148529000|ref|NP
_055433.2| 3977 0

BMP/retinoic acid-
inducible neural-
specific protein 1
precursor [Homo
sapiens]

gi|148528999|ref|N
M_014618.2| 3196 0

Homo sapiens bone
morphogenetic
protein/retinoic acid
inducible neural-
specific 1
(BRINP1), mRNA

O60477 645 0
BMP/retinoic acid-
inducible neural-
specific protein 1

. . . . pfam01823 MACPF

MAC/Perforin
domain. The
membrane-attack
complex (MAC) of
the complement
system forms
transmembrane
channels. These
channels disrupt the
phospholipid
bilayer of target
cells, leading to cell
lysis and death. A
number of proteins
participate in the
assembly of the
MAC. Freshly
activated C5b binds
to C6 to form a
C5b-6 complex,
then to C7 forming
the C5b-7 complex.
The C5b-7 complex
binds to C8, which
is composed of
three chains (alpha,
beta, and gamma),
thus forming the
C5b-8 complex.
C5b-8 subsequently
binds to C9 and acts
as a catalyst in the
polymerization of
C9. Active MAC
has a subunit

GO:0001662|behavi
oral fear
response;GO:00070
50|cell cycle
arrest;GO:0008219|c
ell
death;GO:0071300|c
ellular response to
retinoic
acid;GO:0045786|ne
gative regulation of
cell
cycle;GO:0045930|n
egative regulation of
mitotic cell
cycle;GO:0050768|n
egative regulation of
neurogenesis;GO:00
45666|positive
regulation of
neuron
differentiation;GO:0
035176|social
behavior;

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0005783|en
doplasmic
reticulum;GO:00430
25|neuronal cell
body;

. . .

ENSG00000078747 1 0 1 3 4.387519755 10 7 9 11 -2.376067786 0.005304608 0.022599678 down yes ITCH protein_coding chr20:34363235-
34511393:+

gi|380420335|ref|NP
_001244066.1| 4586 0

E3 ubiquitin-protein
ligase Itchy
homolog isoform 1
[Homo sapiens]

gi|380420336|ref|N
M_031483.5| 6401 0

Homo sapiens itchy
E3 ubiquitin protein
ligase (ITCH),
transcript variant 2,
mRNA

Q96J02 253 4.00E-84
E3 ubiquitin-protein
ligase Itchy
homolog

SPAC11G7.02 578 0 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0006915|apopto
tic
process;GO:005160
7|defense response
to
virus;GO:0006954|i
nflammatory
response;GO:00450
87|innate immune
response;GO:00430
66|negative
regulation of
apoptotic
process;GO:005068
7|negative
regulation of
defense response to
virus;GO:0046329|n
egative regulation of
JNK
cascade;GO:003208
8|negative
regulation of NF-
kappaB
transcription factor
activity;GO:0032480
|negative regulation
of type I interferon
production;GO:0007
219|Notch signaling
pathway;GO:007042
3|nucleotide-
binding
oligomerization
domain containing

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00160
20|membrane;GO:0
005634|nucleus;GO:
0005886|plasma
membrane;

GO:0045236|CXCR
chemokine receptor
binding;GO:004302
1|ribonucleoprotein
complex
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0019787
|ubiquitin-like
protein transferase
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K05632

AIP4, ITCH;
atrophin-1
interacting protein 4
[EC:2.3.2.26]

ENSG00000079102 2 3 1 2 3.455047959 7 4 4 8 -0.985897374 0.213107321 0.332189422 down no RUNX1T1 protein_coding chr8:91954967-
92103286:-

gi|310923116|ref|NP
_001185608.1| 2983 0

protein CBFA2T1
isoform F [Homo
sapiens]

gi|310923094|ref|N
M_001198627.1| 7687 0

Homo sapiens runt-
related transcription
factor 1;
translocated to, 1
(cyclin D-related)
(RUNX1T1),
transcript variant 8,
mRNA

Q06455 232 2.00E-69 Protein CBFA2T1 . . . . pfam07531 TAFH

NHR1 homology to
TAF. This
corresponds to the
region NHR1 that is
conserved between
the product of the
nervy gene in
Drosophila and the
human mtg8b
protein, which is
hypothesised to be a
transcription factor.

GO:0006091|generat
ion of precursor
metabolites and
energy;GO:0045599|
negative regulation
of fat cell
differentiation;GO:0
045892|negative
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005739|mit
ochondrion;GO:001
6363|nuclear
matrix;GO:0005654|
nucleoplasm;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000371
4|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

K10053

RUNX1T1,
CBFA2T1; runt-
related transcription
factor 1;
translocated to, 1

ENSG00000079134 1 4 0 4 3.119279962 5 3 4 8 -0.698645539 0.413454828 0.544167991 down no THOC1 protein_coding chr18:214520-
268050:-

gi|154448890|ref|NP
_005122.2| 3234 0

THO complex
subunit 1 [Homo
sapiens]

gi|16550065|dbj|AK
055354.1| 2784 0

Homo sapiens
cDNA FLJ30792 fis,
clone
FEBRA2001004,
highly similar to
Human (clone N5-
4) protein p84
mRNA

Q8R3N6 41.6 3.00E-32 THO complex
subunit 1 . . . . pfam11957 efThoc1

THO complex
subunit 1
transcription
elongation factor.
The THO complex
plays a role in
coupling
transcription
elongation to
mRNA export. It is
composed of
subunits THP2,
HPR1, THO2 and
MFT1. The THO
complex is a nuclear
complex that is
required for
transcription
elongation through
genes containing
tandemly repeated
DNA sequences.
The THO complex
is also part of the
TREX
(TRanscription
EXport) complex
that is involved in
coupling
transcription to
export of mRNAs to
the cytoplasm.

GO:0006915|apopto
tic
process;GO:000640
6|mRNA export
from
nucleus;GO:000639
7|mRNA
processing;GO:2000
002|negative
regulation of DNA
damage
checkpoint;GO:0048
297|negative
regulation of
isotype switching to
IgA
isotypes;GO:003278
6|positive regulation
of DNA-templated
transcription,
elongation;GO:0000
018|regulation of
DNA
recombination;GO:0
032784|regulation of
DNA-templated
transcription,
elongation;GO:0031
297|replication fork
processing;GO:0008
380|RNA
splicing;GO:000716
5|signal
transduction;GO:00
06351|transcription

GO:0005737|cytopla
sm;GO:0045171|inte
rcellular
bridge;GO:0000784|
nuclear
chromosome,
telomeric
region;GO:0016363|
nuclear
matrix;GO:0016607|
nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
000347|THO
complex;GO:000044
5|THO complex part
of transcription
export
complex;GO:000034
6|transcription
export complex;

GO:0003677|DNA
binding;GO:000372
3|RNA binding;

K12878 THOC1; THO
complex subunit 1

ENSG00000079156 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no OSBPL6 protein_coding chr2:178194481-
178402891:+

gi|795174519|ref|XP
_011799434.1| 4888 0

PREDICTED:
oxysterol-binding
protein-related
protein 6 isoform
X2 [Colobus
angolensis palliatus]

gi|7408084|gb|AC00
9948.3| 7441 0

Homo sapiens BAC
clone RP11-65L3
from 2, complete
sequence

Q8BXR9 1812 0
Oxysterol-binding
protein-related
protein 6

. . . . pfam01237 Oxysterol_BP Oxysterol-binding
protein.

GO:0006869|lipid
transport;

GO:0005829|cytosol
;GO:0005789|endopl
asmic reticulum
membrane;GO:0031
965|nuclear
membrane;GO:0097
038|perinuclear
endoplasmic
reticulum;GO:00058
86|plasma
membrane;

GO:0008289|lipid
binding; . .

ENSG00000079277 0 0 0 0 0.890715208 4 2 0 3 -3.034494253 0.098839353 NA down no MKNK1 protein_coding chr1:46557408-
46616843:-

gi|21361101|ref|NP_
003675.2| 2248 0

MAP kinase-
interacting
serine/threonine-
protein kinase 1
isoform 1 [Homo
sapiens]

gi|34367721|emb|BX
648559.1| 3386 0

Homo sapiens
mRNA; cDNA
DKFZp779E1340
(from clone
DKFZp779E1340)

O08605 66.2 1.00E-10

MAP kinase-
interacting
serine/threonine-
protein kinase 1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006952|defens
e response;

GO:0005739|mitoch
ondrion;GO:000563
5|nuclear
envelope;GO:00057
30|nucleolus;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0016605|PML
body;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

K04372

MKNK, MNK; MAP
kinase interacting
serine/threonine
kinase [EC:2.7.11.1]

ENSG00000079432 0 0 0 1 0.797109771 2 3 0 2 -1.946843793 0.258625419 NA down no CIC protein_coding chr19:42268537-
42295797:+

gi|768007589|ref|XP
_011524966.1| 8628 0

PREDICTED:
protein capicua
homolog isoform
X5 [Homo sapiens]

gi|544511679|ref|X
M_005589389.1| 7614 0

PREDICTED:
Macaca fascicularis
capicua
transcriptional
repressor (CIC),
transcript variant
X4, mRNA

Q924A2 85.1 2.00E-17 Protein capicua
homolog . . . . pfam00505 HMG_box HMG (high mobility

group) box.

GO:0048286|lung
alveolus
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA binding;

. .

ENSG00000079785 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no DDX1 protein_coding chr2:15591178-
15631111:+

gi|4826686|ref|NP_0
04930.1| 3736 0

ATP-dependent
RNA helicase
DDX1 [Homo
sapiens]

gi|379317168|ref|N
M_004939.2| 2739 0

Homo sapiens
DEAD (Asp-Glu-
Ala-Asp) box
helicase 1 (DDX1),
mRNA

Q5NVJ8 221 7.00E-66
ATP-dependent
RNA helicase
DDX1

rhlE 177 8.00E-47 COG0513 pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

GO:0032508|DNA
duplex
unwinding;GO:0006
302|double-strand
break
repair;GO:0006397|
mRNA
processing;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00063
88|tRNA splicing,
via endonucleolytic
cleavage and
ligation;

GO:0071920|cleavag
e
body;GO:0005737|c
ytoplasm;GO:00104
94|cytoplasmic
stress
granule;GO:0005634
|nucleus;GO:007266
9|tRNA-splicing
ligase complex;

GO:0005524|ATP
binding;GO:000802
6|ATP-dependent
helicase
activity;GO:0003682
|chromatin
binding;GO:000367
7|DNA
binding;GO:003367
7|DNA/RNA
helicase
activity;GO:0004527
|exonuclease
activity;GO:0004518
|nuclease
activity;GO:0008143
|poly(A)
binding;GO:000371
2|transcription
cofactor activity;

K13177

DDX1; ATP-
dependent RNA
helicase DDX1
[EC:3.6.4.13]



ENSG00000079819 1 11 1 9 4.620044002 5 5 3 6 0.617287642 0.417264937 0.547402512 up no EPB41L2 protein_coding chr6:130839347-
131063322:-

gi|4503579|ref|NP_0
01422.1| 4719 0

band 4.1-like
protein 2 isoform a
[Homo sapiens]

gi|207113193|ref|N
M_001431.3| 4457 0

Homo sapiens
erythrocyte
membrane protein
band 4.1-like 2
(EPB41L2),
transcript variant 1,
mRNA

O43491 1821 0 Band 4.1-like
protein 2 . . . . pfam05902 4_1_CTD

4.1 protein C-
terminal domain
(CTD). At the C-
terminus of all
known 4.1 proteins
is a sequence
domain unique to
these proteins,
known as the C-
terminal domain
(CTD). Mammalian
CTDs are associated
with a growing
number of protein-
protein interactions,
although such
activities have yet to
be associated with
invertebrate CTDs.
Mammalian CTDs
are generally
defined by sequence
alignment as
encoded by exons
18-21. Comparison
of known vertebrate
4.1 proteins with
invertebrate 4.1
proteins indicates
that mammalian 4.1
exon 19 represents a
vertebrate
adaptation that
extends the
sequence of the

GO:0031032|actomy
osin structure
organization;GO:00
30866|cortical actin
cytoskeleton
organization;

GO:0005938|cell
cortex;GO:0005856|
cytoskeleton;GO:00
19898|extrinsic
component of
membrane;GO:0005
634|nucleus;GO:000
5886|plasma
membrane;

GO:0005200|structu
ral constituent of
cytoskeleton;

K06107

EPB41, 4.1R;
erythrocyte
membrane protein
band 4.1

ENSG00000079841 0 0 0 0 0.70000905 2 1 2 2 -2.683673285 0.110943375 NA down no RIMS1 protein_coding chr6:71886703-
72403143:+

gi|41054864|ref|NP_
055804.2| 7507 0

regulating synaptic
membrane
exocytosis protein 1
isoform 1 [Homo
sapiens]

gi|635094085|ref|X
M_008013560.1| 6669 0

PREDICTED:
Chlorocebus
sabaeus regulating
synaptic membrane
exocytosis 1
(RIMS1), transcript
variant X49, mRNA

Q86UR5 1704 0
Regulating synaptic
membrane
exocytosis protein 1

. . . . pfam00168 C2 C2 domain.

GO:0048791|calciu
m ion-dependent
exocytosis of
neurotransmitter;G
O:0030154|cell
differentiation;GO:0
006886|intracellular
protein
transport;GO:00602
91|long-term
synaptic
potentiation;GO:200
0463|positive
regulation of
excitatory
postsynaptic
potential;GO:001062
8|positive regulation
of gene
expression;GO:0097
151|positive
regulation of
inhibitory
postsynaptic
potential;GO:003163
2|positive regulation
of synaptic vesicle
fusion to
presynaptic
membrane;GO:0010
808|positive
regulation of
synaptic vesicle

GO:0030054|cell
junction;GO:000562
2|intracellular;GO:0
005886|plasma
membrane;GO:0048
786|presynaptic
active
zone;GO:0042734|pr
esynaptic
membrane;

GO:0044325|ion
channel
binding;GO:004687
2|metal ion
binding;GO:001990
1|protein kinase
binding;GO:001713
7|Rab GTPase
binding;GO:001712
4|SH3 domain
binding;

K15291

RIMS1, RIM1;
regulating synaptic
membrane
exocytosis protein 1

ENSG00000080298 103 64 66 42 52.99630083 17 11 42 11 2.444968967 2.42E-05 0.000365099 up yes RFX3 protein_coding chr9:3218297-
3526004:-

gi|829738057|ref|XP
_012592952.1| 3592 0

PREDICTED:
transcription factor
RFX3 isoform X1
[Microcebus
murinus]

gi|531034742|ref|N
M_134428.2| 9307 0

Homo sapiens
regulatory factor X,
3 (influences HLA
class II expression)
(RFX3), transcript
variant 2, mRNA

P48380 262 6.00E-81 Transcription factor
RFX3 . . . . pfam04589 RFX1_trans_act

RFX1 transcription
activation region.
The RFX family is a
family of winged-
helix DNA binding
proteins. RFX1 is a
regulatory factor
essential for
expression of MHC
class II genes. This
region is to found N
terminal to the RFX
DNA binding region
(pfam02257) in
some mammalian
RFX proteins, and
is thought to
activate
transcription when
associated with
DNA. Deletion
analysis has
identified the region
233-351 in human
RFX1 as being
required for
maximal activation.

GO:0048469|cell
maturation;GO:0042
384|cilium
assembly;GO:00602
85|cilium-dependent
cell
motility;GO:003101
8|endocrine
pancreas
development;GO:00
60287|epithelial
cilium movement
involved in
determination of
left/right
asymmetry;GO:0045
892|negative
regulation of
transcription, DNA-
templated;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:20000
78|positive
regulation of type B
pancreatic cell
development;GO:00
50796|regulation of
insulin

GO:0000790|nuclear
chromatin;GO:0005
634|nucleus;GO:000
5667|transcription
factor complex;

GO:0003677|DNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K09173
RFX1_2_3;
regulatory factor X
1/2/3

ENSG00000080345 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RIF1 protein_coding chr2:151409883-
151508013:+

gi|48243575|gb|AAT
40745.1| 12202 0

Rap1 interacting
factor 1 [Homo
sapiens]

gi|295054205|ref|N
M_018151.4| 9706 0

Homo sapiens
replication timing
regulatory factor 1
(RIF1), transcript
variant 1, mRNA

O00370 56.6 5.00E-22

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam12231 Rif1_N

Rap1-interacting
factor 1 N terminal.
This domain family
is found in
eukaryotes, and is
typically between
135 and 146 amino
acids in length. Rif1
is a protein which
interacts with Rap1
to regulate telomere
length. Interaction
with telomeres
limits their length.
The N terminal
region contains
many HEAT- and
ARMADILLO- type
repeats. These are
helical folds which
form extended
curved proteins or
RNA interface
surfaces.

GO:0007049|cell
cycle;GO:0006303|d
ouble-strand break
repair via
nonhomologous
end
joining;GO:2001034
|positive regulation
of double-strand
break repair via
nonhomologous
end
joining;GO:0019827
|stem cell
population
maintenance;

GO:0000781|chrom
osome, telomeric
region;GO:0005737|
cytoplasm;GO:0001
939|female
pronucleus;GO:000
1940|male
pronucleus;GO:000
5654|nucleoplasm;G
O:0005634|nucleus;
GO:0005886|plasma
membrane;GO:0005
819|spindle;

. K11138
RIF1; telomere-
associated protein
RIF1

ENSG00000080371 3 11 7 6 6.064968048 5 7 5 5 0.825479066 0.167621085 0.279261231 up no RAB21 protein_coding chr12:71754874-
71800285:+

gi|296212384|ref|XP
_002752808.1| 1082 2.00E-130

PREDICTED: ras-
related protein Rab-
21 [Callithrix
jacchus]

gi|14861684|gb|AC0
89984.23| 14755 0

Homo sapiens 12q
BAC RP11-2H8
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

P55745 115 9.00E-31 Ras-related protein
Rab-21 . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0015031|protein
transport;GO:00301
00|regulation of
endocytosis;GO:000
7264|small GTPase
mediated signal
transduction;

GO:0032154|cleavag
e
furrow;GO:0030659
|cytoplasmic vesicle
membrane;GO:0005
769|early
endosome;GO:0031
901|early endosome
membrane;GO:0005
789|endoplasmic
reticulum
membrane;GO:0000
139|Golgi
membrane;

GO:0019003|GDP
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase activity;

K07890 RAB21; Ras-related
protein Rab-21

ENSG00000080493 19 13 16 11 12.85791625 9 7 12 6 1.429663235 0.006779457 0.027306584 up yes SLC4A4 protein_coding chr4:71186757-
71572087:+

gi|197927160|ref|NP
_001128214.1| 5430 0

electrogenic sodium
bicarbonate
cotransporter 1
isoform 3 [Homo
sapiens]

gi|197927158|ref|N
M_003759.3| 7628 0

Homo sapiens
solute carrier family
4 (sodium
bicarbonate
cotransporter),
member 4
(SLC4A4),
transcript variant 2,
mRNA

Q9Y6R1 1955 0
Electrogenic sodium
bicarbonate
cotransporter 1

. . . . pfam00955 HCO3_cotransp

HCO3- transporter
family. This family
contains Band 3
anion exchange
proteins that
exchange CL-
/HCO3-. This family
also includes
cotransporters of
Na+/HCO3-.

GO:0015701|bicarb
onate
transport;GO:00514
53|regulation of
intracellular
pH;GO:0006814|sod
ium ion
transport;GO:00068
10|transport;

GO:0016323|basolat
eral plasma
membrane;GO:0070
062|extracellular
exosome;GO:00058
87|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0005452|inorga
nic anion exchanger
activity;GO:0008510
|sodium:bicarbonate
symporter activity;

K13575

SLC4A4, NBC1;
solute carrier family
4 (sodium
bicarbonate
cotransporter),
member 4

ENSG00000080503 3 2 1 6 2.660385315 3 2 1 4 0.766573132 0.386451576 0.516070636 up no SMARCA2 protein_coding chr9:1980290-
2193624:+

gi|48255900|ref|NP_
003061.3| 5941 0

probable global
transcription
activator SNF2L2
isoform a [Homo
sapiens]

gi|380848752|ref|NG
_032162.1| 6458 0

Homo sapiens
SWI/SNF related,
matrix associated,
actin dependent
regulator of
chromatin,
subfamily a,
member 2
(SMARCA2),
RefSeqGene on
chromosome 9

P51531 129 3.00E-29
Probable global
transcription
activator SNF2L2

SPAC1250.01_1 703 0 COG0553 pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar, ETL1).

GO:0006338|chrom
atin
remodeling;GO:003
0308|negative
regulation of cell
growth;GO:0008285
|negative regulation
of cell
proliferation;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00073
99|nervous system
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription DNA

GO:0045111|interm
ediate filament
cytoskeleton;GO:00
43231|intracellular
membrane-bounded
organelle;GO:00715
65|nBAF
complex;GO:007156
4|npBAF
complex;GO:000079
0|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0016514|SWI/S
NF complex;

GO:0005524|ATP
binding;GO:000368
2|chromatin
binding;GO:000809
4|DNA-dependent
ATPase
activity;GO:0004386
|helicase
activity;GO:0001105
|RNA polymerase II
transcription
coactivator
activity;GO:0003713
|transcription
coactivator
activity;GO:0044212
|transcription
regulatory region
DNA binding;

K11647

SMARCA2_4;
SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily A
member 2/4
[EC:3.6.4.-]



ENSG00000080546 0 0 1 1 1.968057449 5 4 2 6 -2.536800754 0.041782005 0.100461995 down no SESN1 protein_coding chr6:108986437-
109094819:-

gi|7657437|ref|NP_0
55269.1| 2995 0 sestrin-1 isoform 1

[Homo sapiens]
gi|297291983|ref|X
M_001092810.2| 3219 0

PREDICTED:
Macaca mulatta
sestrin 1, transcript
variant 4 (SESN1),
mRNA

Q9Y6P5 258 3.00E-80 Sestrin-1 . . . . pfam04636 PA26

PA26 p53-induced
protein (sestrin).
PA26 is a p53-
inducible protein.
Its function is
unknown. It has
similarity to
pfam04636 in its N-
terminus.

GO:0071230|cellular
response to amino
acid
stimulus;GO:190426
2|negative
regulation of
TORC1
signaling;GO:00725
93|reactive oxygen
species metabolic
process;GO:190103
1|regulation of
response to reactive
oxygen species;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0070728|leucine
binding;GO:005192
0|peroxiredoxin
activity;

K10141 SESN; sestrin

ENSG00000080561 0 0 0 2 3.291338909 14 7 1 9 -3.45587991 0.008889087 0.033185925 down yes MID2 protein_coding chrX:107825755-
107927193:+

gi|332226087|ref|XP
_003262221.1| 3994 0

PREDICTED:
probable E3
ubiquitin-protein
ligase MID2
isoform X1
[Nomascus
leucogenys]

gi|223890256|ref|N
M_012216.3| 2876 0

Homo sapiens
midline 2 (MID2),
transcript variant 1,
mRNA

Q9QUS6 370 1.00E-122
Probable E3
ubiquitin-protein
ligase MID2

. . . . pfam00622 SPRY

SPRY domain.
SPRY Domain is
named from SPla
and the RYanodine
Receptor. Domain
of unknown
function. Distant
homologues are
domains in
butyrophilin/maren
ostrin/pyrin
homologues.

GO:0045087|innate
immune
response;GO:00465
97|negative
regulation of viral
entry into host
cell;GO:1902187|ne
gative regulation of
viral release from
host
cell;GO:0032897|ne
gative regulation of
viral
transcription;GO:00
10508|positive
regulation of
autophagy;GO:0043
123|positive
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00510
92|positive
regulation of NF-
kappaB
transcription factor
activity;GO:0051091
|positive regulation
of sequence-specific
DNA binding
transcription factor
activity;GO:0035372
|protein localization
to
microtubule;GO:001

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00058
74|microtubule;

GO:0016874|ligase
activity;GO:0008017
|microtubule
binding;GO:005121
9|phosphoprotein
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0008270
|zinc ion binding;

K10647
TRIM1, MID2;
midline 2
[EC:2.3.2.27]

ENSG00000080709 25 27 20 47 36.40321916 55 41 55 43 -0.191367904 0.533841362 0.650349898 down no KCNN2 protein_coding chr5:114360945-
114496500:+

gi|767935869|ref|XP
_011541689.1| 3162 0

PREDICTED: small
conductance
calcium-activated
potassium channel
protein 2 isoform
X1 [Homo sapiens]

gi|594689579|ref|X
M_007192113.1| 2535 0

PREDICTED:
Balaenoptera
acutorostrata
scammoni
potassium
intermediate/small
conductance
calcium-activated
channel, subfamily
N, member 2
(KCNN2), mRNA

P58390 120 1.00E-74

Small conductance
calcium-activated
potassium channel
protein 2

. . . . pfam03530 SK_channel
Calcium-activated
SK potassium
channel.

GO:0071805|potassi
um ion
transmembrane
transport;GO:00068
13|potassium ion
transport;GO:19013
79|regulation of
potassium ion
transmembrane
transport;

GO:0009986|cell
surface;GO:0043197
|dendritic
spine;GO:0016021|i
ntegral component
of
membrane;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0005
790|smooth
endoplasmic
reticulum;GO:00303
15|T-
tubule;GO:0030018|
Z disc;

GO:0051393|alpha-
actinin
binding;GO:001526
9|calcium-activated
potassium channel
activity;GO:0005516
|calmodulin
binding;GO:001990
4|protein domain
specific
binding;GO:004280
3|protein
homodimerization
activity;GO:0016286
|small conductance
calcium-activated
potassium channel
activity;

K04943

KCNN2; potassium
intermediate/small
conductance
calcium-activated
channel subfamily
N member 2

ENSG00000080802 6 9 2 14 21.49386844 45 45 34 50 -1.996386732 1.79E-06 5.09E-05 down yes CNOT4 protein_coding chr7:135361795-
135510127:-

gi|300069017|ref|NP
_001177779.1| 3330 0

CCR4-NOT
transcription
complex subunit 4
isoform f [Homo
sapiens]

gi|23272568|gb|BC0
35590.1| 4627 0

Homo sapiens
CCR4-NOT
transcription
complex, subunit 4,
mRNA (cDNA
clone MGC:45148
IMAGE:5576434),
complete cds

O95628 181 4.00E-52
CCR4-NOT
transcription
complex subunit 4

SPAC16C9.04c 214 9.00E-59 COG5175 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006977|DNA
damage response,
signal transduction
by p53 class
mediator resulting
in cell cycle
arrest;GO:0000289|n
uclear-transcribed
mRNA poly(A) tail
shortening;GO:0051
865|protein
autoubiquitination;

GO:0005829|cytosol
;GO:0005634|nucleu
s;

GO:0016874|ligase
activity;GO:0000166
|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000484
2|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K10643

CNOT4, NOT4,
MOT2; CCR4-NOT
transcription
complex subunit 4
[EC:2.3.2.27]

ENSG00000080824 49 135 114 127 121.1858734 128 162 161 156 0.005727642 0.983220788 0.988917316 up no HSP90AA1 protein_coding chr14:102080738-
102139699:-

gi|686746578|ref|XP
_002825167.2| 2237 0

PREDICTED: LOW
QUALITY
PROTEIN: heat
shock protein HSP
90-alpha [Pongo
abelii]

gi|153792589|ref|N
M_001017963.2| 3510 0

Homo sapiens heat
shock protein
90kDa alpha
(cytosolic), class A
member 1
(HSP90AA1),
transcript variant 1,
mRNA

P07900 464 4.00E-146 Heat shock protein
HSP 90-alpha SPAC926.04c 540 2.00E-176 COG0326 pfam00183 HSP90 Hsp90 protein.

GO:0006457|protein
folding;GO:0046677
|response to
antibiotic;GO:00094
09|response to
cold;GO:0009408|re
sponse to heat;

GO:0005737|cytopla
sm;GO:0042470|mel
anosome;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0005524|ATP
binding; K04079

htpG, HSP90A;
molecular
chaperone HtpG

ENSG00000080845 0 2 0 3 2.586853441 5 6 7 2 -1.585847479 0.120582067 0.214820029 down no DLGAP4 protein_coding chr20:36306336-
36528637:+

gi|694978898|ref|XP
_009435428.1| 4109 0

PREDICTED: disks
large-associated
protein 4 isoform
X1 [Pan
troglodytes]

gi|620597363|ref|N
M_014902.5| 5056 0

Homo sapiens discs,
large (Drosophila)
homolog-associated
protein 4
(DLGAP4),
transcript variant 1,
mRNA

Q9Y2H0 239 2.00E-72 Disks large-
associated protein 4 . . . . pfam03359 GKAP

Guanylate-kinase-
associated protein
(GKAP) protein.

GO:0023052|signali
ng;

GO:0016020|membr
ane;GO:0045202|syn
apse;

. . .

ENSG00000081019 26 28 25 15 22.61705235 17 14 34 13 0.890232453 0.072656968 0.148216799 up no RSBN1 protein_coding chr1:113761832-
113812476:-

gi|332809963|ref|XP
_003308358.1| 3394 0

PREDICTED: LOW
QUALITY
PROTEIN: round
spermatid basic
protein 1 [Pan
troglodytes]

gi|426330859|ref|X
M_004026374.1| 6432 0

PREDICTED:
Gorilla gorilla
gorilla round
spermatid basic
protein 1 (RSBN1),
mRNA

Q5VWQ0 304 3.00E-97 Round spermatid
basic protein 1 . . . . pfam02380 Papo_T_antigen

T-antigen specific
domain. This
domain represents a
conserved region in
papovavirus small
and middle T-
antigens. It is found
as the N-terminal
domain in the small
T-antigen, and is
centrally located in
the middle T-
antigen.

. GO:0005634|nucleu
s; . . .

ENSG00000081154 10 17 11 30 25.02551708 44 51 26 37 -0.728948542 0.050080899 0.113945532 down no PCNP protein_coding chr3:101574095-
101594437:+

gi|297284890|ref|XP
_001097421.2| 637 3.00E-74

PREDICTED: PEST
proteolytic signal-
containing nuclear
protein isoform 4
[Macaca mulatta]

gi|426341438|ref|X
M_004035996.1| 2274 0

PREDICTED:
Gorilla gorilla
gorilla PEST
proteolytic signal
containing nuclear
protein (PCNP),
mRNA

Q5RCI9 215 1.00E-63
PEST proteolytic
signal-containing
nuclear protein

. . . . pfam15473 PCNP

PEST, proteolytic
signal-containing
nuclear protein
family. PCNP is a
PEST-containing
nuclear protein that
is ubiquitinated by
NIRF, a
Np95/ICBP90-like
RING finger
protein. PEST
sequences, which
are rich in proline
(P), glutamic acid
(E), serine (S) and
threonine (T), are
found in a number
of short-lived
proteins, such as
transcription factors
and cell cycle-
associated proteins.
Their function is
generally controlled
by proteolysis,
mostly via
ubiquitin-mediated
degradation. Thus,
NIRF and PCNP are
a ubiquitin ligase
and its substrate,
respectively, that
may constitute a
novel signalling
pathway with some

GO:0007049|cell
cycle;GO:0016567|p
rotein
ubiquitination;

GO:0005634|nucleu
s; . . .

ENSG00000081189 4 7 4 6 6.726131799 16 10 4 7 -0.286439891 0.639426069 0.745496075 down no MEF2C protein_coding chr5:88717117-
88904257:-

gi|119616373|gb|EA
W95967.1| 2416 0

MADS box
transcription
enhancer factor 2,
polypeptide C
(myocyte enhancer
factor 2C), isoform
CRA_f [Homo
sapiens]

gi|301069377|ref|N
M_002397.4| 6437 0

Homo sapiens
myocyte enhancer
factor 2C (MEF2C),
transcript variant 1,
mRNA

A2VDZ3 61.6 4.00E-10 Myocyte-specific
enhancer factor 2A YPL089c 92.8 7.00E-18 COG5068 pfam12347 HJURP_C

Holliday junction
regulator protein
family C-terminal
repeat. Although
this family is
conserved in the
Holliday junction
regulator, HJURP,
proteins in higher
eukaryotes,
alongside an Scm3,
pfam10384, family,
its exact function is
not known. The C-
terminal region of
Scm3 proteins has
been evolving
rapidly, and this
short repeat at the
C-terminal end can
be present in up to
two copies in the
higher eukaryotes.

GO:0006915|apopto
tic
process;GO:006133
7|cardiac
conduction;GO:007
1277|cellular
response to calcium
ion;GO:0048813|den
drite
morphogenesis;GO:
0070375|ERK5
cascade;GO:000016
5|MAPK
cascade;GO:000000
2|mitochondrial
genome
maintenance;GO:00
48311|mitochondrio
n
distribution;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-
templated;GO:00550
05|ventricular
cardiac myofibril

GO:0005634|nucleu
s;

GO:0033613|activati
ng transcription
factor
binding;GO:000368
2|chromatin
binding;GO:003503
5|histone
acetyltransferase
binding;GO:004282
6|histone
deacetylase
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004633
2|SMAD binding;

K04454
MEF2C; MADS-box
transcription
enhancer factor 2C

ENSG00000081277 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no PKP1 protein_coding chr1:201283452-
201332993:+

gi|53729346|ref|NP_
000290.2| 3976 0

plakophilin-1
isoform 1b [Homo
sapiens]

gi|300068950|ref|N
M_000299.3| 5441 0

Homo sapiens
plakophilin 1
(PKP1), transcript
variant 1b, mRNA

Q13835 57.4 2.00E-08 Plakophilin-1 . . . . pfam00514 Arm

Armadillo/beta-
catenin-like repeat.
Approx. 40 amino
acid repeat. Tandem
repeats form super-
helix of helices that
is proposed to
mediate interaction
of beta-catenin with
its ligands.
CAUTION: This
family does not
contain all known
armadillo repeats.

GO:0007155|cell
adhesion;GO:00451
10|intermediate
filament bundle
assembly;GO:00072
75|multicellular
organismal
development;GO:00
07165|signal
transduction;GO:00
16337|single
organismal cell-cell
adhesion;

GO:0030057|desmo
some;GO:0070062|e
xtracellular
exosome;GO:00058
82|intermediate
filament;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0005886|plasma
membrane;

GO:0019215|interm
ediate filament
binding;GO:000552
1|lamin
binding;GO:000487
1|signal transducer
activity;GO:0030280
|structural
constituent of
epidermis;

K10387 PKP1; plakophilin 1



ENSG00000081760 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no AACS protein_coding chr12:125065379-
125143333:+

gi|31982927|ref|NP_
076417.2| 3515 0

acetoacetyl-CoA
synthetase [Homo
sapiens]

gi|25815267|gb|AC1
22688.5| 4912 0

Homo sapiens 12
BAC RP11-158L12
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q86V21 226 6.00E-69 Acetoacetyl-CoA
synthetase PA1997 528 7.00E-173 COG0365 pfam00501 AMP-binding AMP-binding

enzyme.

GO:0006464|cellular
protein modification
process;GO:001631
1|dephosphorylation
;GO:0033133|positiv
e regulation of
glucokinase activity;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0016791|phosph
atase
activity;GO:0004725
|protein tyrosine
phosphatase
activity;GO:0008138
|protein
tyrosine/serine/threo
nine phosphatase
activity;GO:0008270
|zinc ion binding;

K01907

AACS, acsA;
acetoacetyl-CoA
synthetase
[EC:6.2.1.16]

ENSG00000082014 6 10 9 25 21.71702759 35 29 30 57 -1.117553103 0.009230583 0.034021851 down yes SMARCD3 protein_coding chr7:151238764-
151277896:-

gi|589964382|ref|XP
_006994731.1| 2229 0

PREDICTED:
SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily D
member 3 isoform
X2 [Peromyscus
maniculatus bairdii]

gi|34367544|emb|BX
648385.1| 2409 0

Homo sapiens
mRNA; cDNA
DKFZp686H22205
(from clone
DKFZp686H22205)

Q6P9Z1 283 1.00E-86

SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily D
member 3

SPAC23G3.10c 224 1.00E-64 COG5531 pfam02201 SWIB

SWIB/MDM2
domain. This family
includes the SWIB
domain and the
MDM2 domain. The
p53-associated
protein (MDM2) is
an inhibitor of the
p53 tumor
suppressor gene
binding the
transactivation
domain and down
regulating the ability
of p53 to activate
transcription. This
family contains the
p53 binding domain
of MDM2.

GO:0003219|cardiac
right ventricle
formation;GO:0044
255|cellular lipid
metabolic
process;GO:001656
9|covalent
chromatin
modification;GO:00
06338|chromatin
remodeling;GO:004
2692|muscle cell
differentiation;GO:0
003407|neural retina
development;GO:00
06337|nucleosome
disassembly;GO:001
0971|positive
regulation of G2/M
transition of mitotic
cell
cycle;GO:0002052|p
ositive regulation of
neuroblast
proliferation;GO:00
51152|positive
regulation of
smooth muscle cell
differentiation;GO:0
045893|positive
regulation of
transcription, DNA-
templated;GO:00433
93|regulation of
protein

GO:0005737|cytopla
sm;GO:0071565|nB
AF
complex;GO:007156
4|npBAF
complex;GO:000079
0|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0016514|SWI/S
NF complex;

GO:0003682|chrom
atin
binding;GO:001692
2|ligand-dependent
nuclear receptor
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0035257
|nuclear hormone
receptor
binding;GO:000510
2|receptor
binding;GO:000371
3|transcription
coactivator
activity;GO:0008134
|transcription factor
binding;

K11650

SMARCD;
SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily D

ENSG00000082153 3 20 6 33 26.31035488 61 49 24 53 -1.210790289 0.021474206 0.062242958 down no BZW1 protein_coding chr2:200810594-
200827338:+

gi|333470719|ref|NP
_001193997.1| 2342 0

basic leucine zipper
and W2 domain-
containing protein 1
isoform 2 [Homo
sapiens]

gi|333470716|ref|N
M_001207067.1| 3383 0

Homo sapiens basic
leucine zipper and
W2 domains 1
(BZW1), transcript
variant 1, mRNA

Q6P7P5 237 7.00E-75
Basic leucine zipper
and W2 domain-
containing protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;

GO:0044822|poly(A
) RNA binding; . .

ENSG00000082258 2 3 2 14 8.586464751 17 17 8 18 -1.088599893 0.083791965 0.163619206 down no CCNT2 protein_coding chr2:134918235-
134959342:+

gi|17978469|ref|NP_
490595.1| 3213 0 cyclin-T2 isoform b

[Homo sapiens]
gi|315075318|ref|N
M_058241.2| 6917 0

Homo sapiens
cyclin T2 (CCNT2),
transcript variant b,
mRNA

O60583 306 4.00E-98 Cyclin-T2 SPBC32F12.06 90.9 2.00E-18 COG5333 pfam00134 Cyclin_N

Cyclin, N-terminal
domain. Cyclins
regulate cyclin
dependent kinases
(CDKs). Human
cyclin-O is a Uracil-
DNA glycosylase
that is related to
other cyclins.
Cyclins contain two
domains of similar
all-alpha fold, of
which this family
corresponds with
the N-terminal
domain.

GO:0007049|cell
cycle;GO:0051301|c
ell
division;GO:001908
5|early viral
transcription;GO:00
19086|late viral
transcription;GO:00
45737|positive
regulation of cyclin-
dependent protein
serine/threonine
kinase
activity;GO:1901409
|positive regulation
of phosphorylation
of RNA polymerase
II C-terminal
domain;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00000
79|regulation of
cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0051147
|regulation of
muscle cell
differentiation;GO:0
007519|skeletal
muscle tissue

GO:0008024|positiv
e transcription
elongation factor
complex
b;GO:0005654|nucle
oplasm;GO:0005634
|nucleus;GO:004847
1|perinuclear region
of cytoplasm;

GO:0097322|7SK
snRNA
binding;GO:000368
2|chromatin
binding;GO:001653
8|cyclin-dependent
protein
serine/threonine
kinase regulator
activity;GO:0019901
|protein kinase
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0070063
|RNA polymerase
binding;GO:000122
3|transcription
coactivator binding;

K15188 CCNT; cyclin T

ENSG00000082269 1 1 0 1 1.42541211 2 3 2 3 -1.208433957 0.315556609 0.442509124 down no FAM135A protein_coding chr6:70412941-
70561174:+

gi|7243203|dbj|BAA
92649.1| 7794 0 KIAA1411 protein

[Homo sapiens]
gi|530383195|ref|X
M_005248745.1| 6237 0

PREDICTED:
Homo sapiens
family with
sequence similarity
135, member A
(FAM135A),
transcript variant
X7, mRNA

Q5RA75 144 7.00E-34 Protein FAM135A . . . . pfam05057 DUF676

Putative serine
esterase (DUF676).
This family of
proteins are
probably serine
esterase type
enzymes with an
alpha/beta hydrolase
fold.

GO:0007049|cell
cycle;GO:0051301|c
ell
division;GO:001908
5|early viral
transcription;GO:00
19086|late viral
transcription;GO:00
45737|positive
regulation of cyclin-
dependent protein
serine/threonine
kinase
activity;GO:1901409
|positive regulation
of phosphorylation
of RNA polymerase
II C-terminal
domain;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00000
79|regulation of
cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0051147
|regulation of
muscle cell
differentiation;GO:0
007519|skeletal
muscle tissue

GO:0008024|positiv
e transcription
elongation factor
complex
b;GO:0005654|nucle
oplasm;GO:0005634
|nucleus;GO:004847
1|perinuclear region
of cytoplasm;

GO:0097322|7SK
snRNA
binding;GO:000368
2|chromatin
binding;GO:001653
8|cyclin-dependent
protein
serine/threonine
kinase regulator
activity;GO:0019901
|protein kinase
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0070063
|RNA polymerase
binding;GO:000122
3|transcription
coactivator binding;

K11447
UTX, UTY; histone
demethylase
[EC:1.14.11.-]

ENSG00000082397 0 1 0 1 1.149452434 1 1 6 1 -1.676681568 0.265045816 0.388286529 down no EPB41L3 protein_coding chr18:5392381-
5630700:-

gi|635099892|ref|XP
_007972762.1| 5171 0

PREDICTED: band
4.1-like protein 3
isoform X9
[Chlorocebus
sabaeus]

gi|30268283|emb|AL
832598.2| 4894 0

Homo sapiens
mRNA; cDNA
DKFZp451B0417
(from clone
DKFZp451B0417)

Q9WV92 344 2.00E-97 Band 4.1-like
protein 3 . . . . pfam05902 4_1_CTD

4.1 protein C-
terminal domain
(CTD). At the C-
terminus of all
known 4.1 proteins
is a sequence
domain unique to
these proteins,
known as the C-
terminal domain
(CTD). Mammalian
CTDs are associated
with a growing
number of protein-
protein interactions,
although such
activities have yet to
be associated with
invertebrate CTDs.
Mammalian CTDs
are generally
defined by sequence
alignment as
encoded by exons
18-21. Comparison
of known vertebrate
4.1 proteins with
invertebrate 4.1
proteins indicates
that mammalian 4.1
exon 19 represents a
vertebrate
adaptation that
extends the
sequence of the

GO:0031032|actomy
osin structure
organization;GO:00
06915|apoptotic
process;GO:003086
6|cortical actin
cytoskeleton
organization;GO:00
30865|cortical
cytoskeleton
organization;GO:00
07016|cytoskeletal
anchoring at plasma
membrane;GO:0043
217|myelin
maintenance;GO:00
48812|neuron
projection
morphogenesis;GO:
0030913|paranodal
junction
assembly;GO:00712
05|protein
localization to
juxtaparanode
region of
axon;GO:0002175|p
rotein localization to
paranode region of
axon;GO:0072659|p
rotein localization to
plasma
membrane;GO:0001
558|regulation of
cell

GO:0005911|cell-
cell
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0019898|extrinsic
component of
membrane;GO:0044
224|juxtaparanode
region of
axon;GO:0033270|p
aranode region of
axon;GO:0005886|pl
asma
membrane;GO:0014
069|postsynaptic
density;

GO:0005200|structu
ral constituent of
cytoskeleton;

K06107

EPB41, 4.1R;
erythrocyte
membrane protein
band 4.1

ENSG00000082458 1 3 0 6 9.225038684 24 16 21 19 -2.540078485 7.82E-05 0.000870542 down yes DLG3 protein_coding chrX:70444861-
70505490:+

gi|28972680|dbj|BA
C65756.1| 4241 0 mKIAA1232 protein

[Mus musculus]
gi|261862234|ref|N
M_021120.3| 5905 0

Homo sapiens discs,
large homolog 3
(Drosophila)
(DLG3), transcript
variant 1, mRNA

P70175 149 2.00E-39 Disks large
homolog 3 YDR454c 102 1.00E-22 COG0194 pfam00625 Guanylate_kin Guanylate kinase.

GO:0007268|synapti
c
transmission;GO:00
01736|establishment
of planar
polarity;GO:004519
7|establishment or
maintenance of
epithelial cell
apical/basal
polarity;GO:000828
5|negative
regulation of cell
proliferation;GO:00
10923|negative
regulation of
phosphatase
activity;GO:0007399
|nervous system
development;GO:00
43113|receptor
clustering;GO:00971
20|receptor
localization to
synapse;

GO:0032281|AMPA
glutamate receptor
complex;GO:001632
3|basolateral plasma
membrane;GO:0005
923|bicellular tight
junction;GO:000573
7|cytoplasm;GO:004
3198|dendritic
shaft;GO:0005615|e
xtracellular
space;GO:0030426|g
rowth
cone;GO:0043025|n
euronal cell
body;GO:0005886|p
lasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0004385|guanyl
ate kinase
activity;GO:0035255
|ionotropic
glutamate receptor
binding;GO:001990
0|kinase
binding;GO:001527
6|ligand-gated ion
channel
activity;GO:0019902
|phosphatase
binding;

K12075 DLG2_3; discs large
protein 2/3



ENSG00000082641 0 0 0 0 0.301084506 2 1 0 0 -1.466319027 0.62641174 NA down no NFE2L1 protein_coding chr17:48048329-
48061487:+

gi|21748606|dbj|BA
C03440.1| 3674 0 FLJ00380 protein

[Homo sapiens]
gi|189181670|ref|N
M_003204.2| 4774 0

Homo sapiens
nuclear factor,
erythroid 2-like 1
(NFE2L1), mRNA

A5D7E9 171 4.00E-48
Nuclear factor
erythroid 2-related
factor 1

. . . . pfam03131 bZIP_Maf

bZIP Maf
transcription factor.
Maf transcription
factors contain a
conserved basic
region leucine
zipper (bZIP)
domain, which
mediates their
dimerization and
DNA binding
property. Thus, this
family is probably
related to
pfam00170. This
family also includes
the DNA_binding
domain of Skn-1,
this domain lacks
the leucine zipper
found in other bZip
domains, and binds
DNA is a monomer.

GO:0034599|cellular
response to
oxidative
stress;GO:0030218|e
rythrocyte
differentiation;GO:0
045893|positive
regulation of
transcription, DNA-
templated;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0005789|end
oplasmic reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0005
634|nucleus;

GO:0000980|RNA
polymerase II distal
enhancer sequence-
specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA
binding;GO:000120
5|transcriptional
activator activity,
RNA polymerase II
distal enhancer
sequence-specific
binding;GO:000119
0|transcriptional
activator activity,
RNA polymerase II
transcription factor
binding;

K09040
NFE2L1_3; nuclear
factor erythroid 2-
related factor 1/3

ENSG00000082701 1 8 3 21 10.58362672 20 20 13 13 -0.631796719 0.302010599 0.428999469 down no GSK3B protein_coding chr3:119821323-
120094417:-

gi|635177388|gb|AH
Z65015.1| 2190 0

glycogen synthase
kinase-3 beta splice
variant X3 [Bos
taurus]

gi|225903436|ref|N
M_001146156.1| 7081 0

Homo sapiens
glycogen synthase
kinase 3 beta
(GSK3B), transcript
variant 2, mRNA

P49841 810 0 Glycogen synthase
kinase-3 beta SPAC1687.15 464 8.00E-146 COG0515 pfam00069 Pkinase Protein kinase

domain.

GO:0048675|axon
extension;GO:00509
08|detection of light
stimulus involved in
visual
perception;GO:0048
843|negative
regulation of axon
extension involved
in axon
guidance;GO:00017
55|neural crest cell
migration;GO:00974
85|neuron
projection
guidance;GO:00303
35|positive
regulation of cell
migration;GO:00715
26|semaphorin-
plexin signaling
pathway;

GO:0016021|integral
component of
membrane;

GO:0045499|chemo
repellent
activity;GO:0030215
|semaphorin
receptor binding;

K03083
GSK3B; glycogen
synthase kinase 3
beta [EC:2.7.11.26]

ENSG00000082805 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no ERC1 protein_coding chr12:990509-
1495933:+

gi|767971270|ref|XP
_011519241.1| 5130 0

PREDICTED:
ELKS/Rab6-
interacting/CAST
family member 1
isoform X6 [Homo
sapiens]

gi|152012803|gb|BC
150248.1| 6777 0

Homo sapiens
ELKS/RAB6-
interacting/CAST
family member 1,
mRNA (cDNA
clone MGC:166804
IMAGE:9007473),
complete cds

Q6UX73 133 2.00E-35 UPF0764 protein
C16orf89 . . . . pfam10174 Cast

RIM-binding
protein of the
cytomatrix active
zone. This is a
family of proteins
that form part of the
CAZ (cytomatrix at
the active zone)
complex which is
involved in
determining the site
of synaptic vesicle
fusion. The C-
terminus is a PDZ-
binding motif that
binds directly to
RIM (a small G
protein Rab-3A
effector). The
family also contains
four coiled-coil
domains.

GO:0015031|protein
transport;GO:00421
47|retrograde
transport, endosome
to Golgi;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0000139|G
olgi
membrane;GO:0048
786|presynaptic
active
zone;GO:0045202|sy
napse;

GO:0030165|PDZ
domain
binding;GO:001713
7|Rab GTPase
binding;

K16072
ERC1; ELKS/RAB6-
interacting/CAST
family member 1

ENSG00000082898 32 22 28 22 22.26019974 13 13 16 16 1.478123771 0.00063495 0.004631397 up yes XPO1 protein_coding chr2:61477849-
61538626:-

gi|4507943|ref|NP_0
03391.1| 5778 0 exportin-1 [Homo

sapiens]
gi|21734195|emb|AL
833550.1| 6754 0

Homo sapiens
mRNA; cDNA
DKFZp686O173
(from clone
DKFZp686O173)

O14980 221 2.00E-65 Exportin-1 SPAC1805.17 1110 0 COG5101 pfam08767 CRM1_C

CRM1 C terminal.
CRM1 (also known
as Exportin1)
mediates the nuclear
export of proteins
bearing a leucine-
rich nuclear export
signal (NES). CRM1
forms a complex
with the NES
containing protein
and the small
GTPase Ran. This
region forms an
alpha helical
structure formed by
six helical hairpin
motifs that are
structurally similar
to the HEAT repeat,
but share little
sequence similarity
to the HEAT repeat.

GO:0075733|intracel
lular transport of
virus;GO:0051028|
mRNA
transport;GO:00001
22|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00066
11|protein export
from
nucleus;GO:003450
4|protein
localization to
nucleus;GO:001082
4|regulation of
centrosome
duplication;GO:004
3488|regulation of
mRNA
stability;GO:004217
6|regulation of
protein catabolic
process;GO:004682
5|regulation of
protein export from
nucleus;GO:004249
3|response to
drug;GO:0000055|ri
bosomal large
subunit export from
nucleus;GO:000005
6|ribosomal small
subunit export from

GO:0005642|annulat
e
lamellae;GO:001503
0|Cajal
body;GO:0005737|c
ytoplasm;GO:00058
29|cytosol;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00305
29|ribonucleoprotei
n
complex;GO:000077
6|kinetochore;GO:0
016020|membrane;G
O:0005635|nuclear
envelope;GO:00319
65|nuclear
membrane;GO:0005
730|nucleolus;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;

GO:0005049|nuclear
export signal
receptor
activity;GO:0005487
|nucleocytoplasmic
transporter
activity;GO:0003723
|RNA
binding;GO:000521
5|transporter
activity;

K14290 XPO1, CRM1;
exportin-1

ENSG00000083067 0 0 0 0 2.696554951 16 4 1 6 -4.630326125 0.001435643 0.00886931 down yes TRPM3 protein_coding chr9:70529063-
71446904:-

gi|154091314|ref|NP
_001007472.2| 8521 0

transient receptor
potential cation
channel subfamily
M member 3
isoform k [Homo
sapiens]

gi|16904425|emb|AL
442645.8| 8345 0

Human DNA
sequence from
clone RP11-348N20
on chromosome 9,
complete sequence

Q9HCF6 329 1.00E-102

Transient receptor
potential cation
channel subfamily
M member 3

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0070588|calciu
m ion
transmembrane
transport;GO:00068
12|cation
transport;GO:00160
48|detection of
temperature
stimulus;GO:005126
2|protein
tetramerization;GO:
0050951|sensory
perception of
temperature
stimulus;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005227|calciu
m activated cation
channel
activity;GO:0005262
|calcium channel
activity;GO:0005261
|cation channel
activity;

K04978

TRPM3; transient
receptor potential
cation channel
subfamily M
member 3

ENSG00000083097 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no DOPEY1 protein_coding chr6:83067666-
83171350:+

gi|315709510|ref|NP
_001186871.1| 12586 0

protein dopey-1
isoform b [Homo
sapiens]

gi|426353832|ref|X
M_004044336.1| 8122 0

PREDICTED:
Gorilla gorilla
gorilla dopey family
member 1
(DOPEY1), mRNA

Q5JWR5 2438 0 Protein dopey-1 SPAPB21F2.02 198 9.00E-50 COG5221 pfam04118 Dopey_N

Dopey, N-terminal.
DopA is the
founding member
of the Dopey family
and is required for
correct cell
morphology and
spatiotemporal
organisation of
multicellular
structures in the
filamentous fungus
Aspergillus
nidulans. DopA
homologues are
found in mammals.
S. cerevisiae DOP1
is essential for
viability and, affects
cellular
morphogenesis.

GO:0015031|protein
transport; . . . .

ENSG00000083168 2 3 3 3 4.729929599 11 12 5 3 -0.950613761 0.198816598 0.315337399 down no KAT6A protein_coding chr8:41929479-
42051990:-

gi|150378493|ref|NP
_006757.2| 5655 0

histone
acetyltransferase
KAT6A isoform 1
[Homo sapiens]

gi|1517913|gb|U477
42.1|HSU47742 7845 0

Human monocytic
leukaemia zinc
finger protein
(MOZ) mRNA,
complete cds

Q92794 215 8.00E-63
Histone
acetyltransferase
KAT6A

SPAC17G8.13c 290 1.00E-84 COG5027 pfam01853 MOZ_SAS

MOZ/SAS family.
This region of these
proteins has been
suggested to be
homologous to
acetyltransferases.

GO:0090398|cellular
senescence;GO:0006
323|DNA
packaging;GO:0016
573|histone
acetylation;GO:0043
966|histone H3
acetylation;GO:0030
099|myeloid cell
differentiation;GO:0
045892|negative
regulation of
transcription, DNA-
templated;GO:00063
34|nucleosome
assembly;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00064
73|protein
acetylation;GO:1901
796|regulation of
signal transduction
by p53 class
mediator;GO:00063
51|transcription,
DNA-templated;

GO:0005794|Golgi
apparatus;GO:00707
76|MOZ/MORF
histone
acetyltransferase
complex;GO:000573
0|nucleolus;GO:000
5654|nucleoplasm;G
O:0000786|nucleoso
me;GO:0005634|nuc
leus;GO:0016605|P
ML body;

GO:0016407|acetyltr
ansferase
activity;GO:0003677
|DNA
binding;GO:000440
2|histone
acetyltransferase
activity;GO:0003713
|transcription
coactivator
activity;GO:0008134
|transcription factor
binding;GO:000827
0|zinc ion binding;

K11305

MYST3, KAT6A;
histone
acetyltransferase
MYST3
[EC:2.3.1.48]

ENSG00000083290 0 0 0 1 1.295573497 3 2 2 5 -2.72994245 0.052875449 0.118136139 down no ULK2 protein_coding chr17:19770829-
19867936:-

gi|40788306|dbj|BA
A31598.2| 4973 0 KIAA0623 protein

[Homo sapiens]
gi|217330556|ref|N
M_014683.3| 6010 0

Homo sapiens unc-
51 like autophagy
activating kinase 2
(ULK2), transcript
variant 1, mRNA

Q6UX73 94 6.00E-19 UPF0764 protein
C16orf89 . . . . pfam12063 DUF3543

Domain of
unknown function
(DUF3543). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 217 to 291
amino acids in
length. This domain
is found associated
with pfam00069.
This domain has a
single completely
conserved residue A
that may be
functionally
important.

.

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0042803|protein
homodimerization
activity;

K08269

ULK1_2_3, ATG1;
serine/threonine-
protein kinase
ULK/ATG1
[EC:2.7.11.1]



ENSG00000083312 270 177 217 85 141.9606263 45 34 65 38 2.756062357 4.94E-08 3.62E-06 up yes TNPO1 protein_coding chr5:72816312-
72916733:+

gi|133925811|ref|NP
_002261.3| 4575 0

transportin-1
isoform 1 [Homo
sapiens]

gi|133925810|ref|N
M_002270.3| 8559 0

Homo sapiens
transportin 1
(TNPO1), transcript
variant 1, mRNA

Q8BFY9 229 1.00E-68 Transportin-1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006607|NLS-
bearing protein
import into
nucleus;GO:000005
9|protein import
into nucleus,
docking;GO:000006
0|protein import
into nucleus,
translocation;GO:00
43488|regulation of
mRNA
stability;GO:000661
0|ribosomal protein
import into
nucleus;GO:001603
2|viral process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00319
65|nuclear
membrane;GO:0034
399|nuclear
periphery;GO:00056
34|nucleus;GO:0072
372|primary cilium;

GO:0008139|nuclear
localization
sequence
binding;GO:004482
2|poly(A) RNA
binding;GO:000856
5|protein transporter
activity;

K18752 TNPO1;
transportin-1

ENSG00000083444 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PLOD1 protein_coding chr1:11934205-
11975538:+

gi|32307144|ref|NP_
000293.2| 3842 0

procollagen-
lysine,2-
oxoglutarate 5-
dioxygenase 1
precursor [Homo
sapiens]

gi|324710986|ref|N
M_000302.3| 2940 0

Homo sapiens
procollagen-lysine,
2-oxoglutarate 5-
dioxygenase 1
(PLOD1), mRNA

Q02809 274 1.00E-85

Procollagen-
lysine,2-
oxoglutarate 5-
dioxygenase 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006464|cellular
protein modification
process;GO:000854
4|epidermis
development;GO:00
46947|hydroxylysin
e biosynthetic
process;GO:005511
4|oxidation-
reduction
process;GO:000166
6|response to
hypoxia;

GO:0005789|endopl
asmic reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00308
67|rough
endoplasmic
reticulum
membrane;

GO:0005506|iron
ion
binding;GO:003141
8|L-ascorbic acid
binding;GO:000847
5|procollagen-lysine
5-dioxygenase
activity;GO:0042803
|protein
homodimerization
activity;

K00473

PLOD1;
procollagen-
lysine,2-
oxoglutarate 5-
dioxygenase 1
[EC:1.14.11.4]

ENSG00000083750 1 4 4 3 17.91960257 52 33 37 40 -3.226594755 2.24E-09 3.00E-07 down yes RRAGB protein_coding chrX:55717739-
55758774:+

gi|332254520|ref|XP
_003276377.1| 1946 0

PREDICTED: ras-
related GTP-binding
protein B isoform
X1 [Nomascus
leucogenys]

gi|194440688|ref|N
M_006064.4| 2061 0

Homo sapiens Ras-
related GTP binding
B (RRAGB),
transcript variant
RAGBs, mRNA

Q5VZM2 754 0 Ras-related GTP-
binding protein B . . . . pfam04670 Gtr1_RagA

Gtr1/RagA G
protein conserved
region. GTR1 was
first identified in S.
cerevisiae as a
suppressor of a
mutation in RCC1.
Biochemical
analysis revealed
that Gtr1 is in fact a
G protein of the Ras
family. The RagA/B
proteins are the
human homologues
of Gtr1. Included in
this family is the
human Rag C, a
novel protein that
has been shown to
interact with
RagA/B.

GO:0007050|cell
cycle
arrest;GO:0034613|c
ellular protein
localization;GO:003
4198|cellular
response to amino
acid
starvation;GO:00712
30|cellular response
to amino acid
stimulus;GO:001623
6|macroautophagy;
GO:0032008|positiv
e regulation of TOR
signaling;GO:00105
06|regulation of
autophagy;GO:0032
006|regulation of
TOR signaling;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0034448|E
GO
complex;GO:000579
4|Golgi
apparatus;GO:19901
31|Gtr1-Gtr2
GTPase
complex;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00057
65|lysosomal
membrane;GO:0005
764|lysosome;GO:0
005634|nucleus;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0032561
|guanyl
ribonucleotide
binding;

K16185
RRAGA_B; Ras-
related GTP-binding
protein A/B

ENSG00000083845 0 0 0 0 0.299527055 0 2 1 0 -1.459958291 0.628302388 NA down no RPS5 protein_coding chr19:58386400-
58394806:+

gi|724938358|ref|XP
_010385257.1| 1221 1.00E-165

PREDICTED: 40S
ribosomal protein
S5 [Rhinopithecus
roxellana]

gi|21240685|gb|AC0
12313.7| 1747 0

Homo sapiens
chromosome 19
clone CTD-2619J13,
complete sequence

P46782 313 2.00E-105 40S ribosomal
protein S5 SPAC328.10c 288 8.00E-95 COG0049 pfam00177 Ribosomal_S7

Ribosomal protein
S7p/S5e. This
family contains
ribosomal protein
S7 from
prokaryotes and S5
from eukaryotes.

GO:0000184|nuclear
-transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0006450|r
egulation of
translational
fidelity;GO:0000028
|ribosomal small
subunit
assembly;GO:00063
64|rRNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005829|cytosol
;GO:0022627|cytoso
lic small ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00310
12|extracellular
matrix;GO:0005925|
focal
adhesion;GO:00305
29|ribonucleoprotei
n
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;

GO:0003729|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:001984
3|rRNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02989

RP-S5e, RPS5;
small subunit
ribosomal protein
S5e

ENSG00000083896 28 49 28 78 56.4277738 75 74 81 84 -0.298744366 0.260770246 0.38364165 down no YTHDC1 protein_coding chr4:68310387-
68350089:-

gi|530377013|ref|XP
_005265763.1| 1743 0

PREDICTED: YTH
domain-containing
protein 1 isoform
X1 [Homo sapiens]

gi|94536801|ref|NM
_001031732.2| 6229 0

Homo sapiens YTH
domain containing 1
(YTHDC1),
transcript variant 1,
mRNA

Q96MU7 199 3.00E-58 YTH domain-
containing protein 1 . . . . pfam04146 YTH

YT521-B-like
domain. A protein
of the YTH family
has been shown to
selectively remove
transcripts of
meiosis-specific
genes expressed in
mitotic cells. It has
been speculated that
in higher eukaryotic
YTH-family
members may be
involved in similar
mechanisms to
suppress gene
regulation during
gametogenesis or
general silencing.
The rat protein
YT521-B is a
tyrosine-
phosphorylated
nuclear protein, that
interacts with the
nuclear
transcriptosomal
component scaffold
attachment factor B,
and the 68-kDa Src
substrate associated
during mitosis,
Sam68. In vivo
splicing assays
demonstrated that

GO:0006376|mRNA
splice site
selection;GO:00003
98|mRNA splicing,
via
spliceosome;GO:00
48024|regulation of
mRNA splicing, via
spliceosome;

GO:0016604|nuclear
body;GO:0016607|n
uclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:1990247|N6-
methyladenosine-
containing RNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

. .

ENSG00000084070 0 0 0 1 0.898590312 3 3 0 2 -2.143268806 0.202599516 NA down no SMAP2 protein_coding chr1:40344850-
40423326:+

gi|23943872|ref|NP_
073570.1| 1921 0

stromal membrane-
associated protein 2
isoform 1 [Homo
sapiens]

gi|312222761|ref|N
M_022733.2| 2930 0

Homo sapiens small
ArfGAP2 (SMAP2),
transcript variant 1,
mRNA

Q8WU79 671 0 Stromal membrane-
associated protein 2 SPAC824.09c 109 2.00E-27 COG5347 pfam01412 ArfGap

Putative GTPase
activating protein
for Arf. Putative
zinc fingers with
GTPase activating
proteins (GAPs)
towards the small
GTPase, Arf. The
GAP of ARD1
stimulates GTPase
hydrolysis for
ARD1 but not
ARFs.

.
GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0005096|GTPas
e activator
activity;GO:0046872
|metal ion binding;

K12486
SMAP; stromal
membrane-
associated protein

ENSG00000084207 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no GSTP1 protein_coding chr11:67583595-
67586660:+

gi|4504183|ref|NP_0
00843.1| 1075 3.00E-145

glutathione S-
transferase P [Homo
sapiens]

gi|28277043|gb|BC0
44846.1| 1672 0

Homo sapiens
glutathione S-
transferase pi 1,
mRNA (cDNA
clone
IMAGE:5162861),
with apparent
retained intron

P09211 418 1.00E-146 Glutathione S-
transferase P . . . . pfam00043 GST_C

Glutathione S-
transferase, C-
terminal domain.
GST conjugates
reduced glutathione
to a variety of
targets including S-
crystallin from
squid, the
eukaryotic
elongation factor 1-
gamma, the HSP26
family of stress-
related proteins and
auxin-regulated
proteins in plants.
Stringent starvation
proteins in
Escherichia coli are
also included in the
alignment but are
not known to have
GST activity.     The
glutathione
molecule binds in a
cleft between N and
C-terminal domains.
The catalytically
important residues
are proposed to
reside in the N-
terminal domain. In
plants, GSTs are
encoded by a large
gene family (48

GO:0031100|organ
regeneration;GO:00
71460|cellular
response to cell-
matrix
adhesion;GO:00713
64|cellular response
to epidermal growth
factor
stimulus;GO:007138
5|cellular response
to glucocorticoid
stimulus;GO:003286
9|cellular response
to insulin
stimulus;GO:007122
2|cellular response
to
lipopolysaccharide;
GO:0007417|central
nervous system
development;GO:00
35726|common
myeloid progenitor
cell
proliferation;GO:19
01687|glutathione
derivative
biosynthetic
process;GO:000674
9|glutathione
metabolic
process;GO:004365
1|linoleic acid
metabolic

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00056
15|extracellular
space;GO:0005622|i
ntracellular;GO:000
5739|mitochondrion
;GO:0005634|nucleu
s;GO:0005886|plasm
a
membrane;GO:0097
057|TRAF2-GSTP1
complex;GO:003198
2|vesicle;

GO:0035731|dinitro
syl-iron complex
binding;GO:000814
4|drug
binding;GO:004329
5|glutathione
binding;GO:000460
2|glutathione
peroxidase
activity;GO:0004364
|glutathione
transferase
activity;GO:0008432
|JUN kinase
binding;GO:001920
7|kinase regulator
activity;GO:0070026
|nitric oxide
binding;GO:003573
0|S-
nitrosoglutathione
binding;

K00799

GST, gst;
glutathione S-
transferase
[EC:2.5.1.18]

ENSG00000084234 1 9 2 12 7.762740714 15 11 9 13 -0.579878077 0.332078459 0.460086357 down no APLP2 protein_coding chr11:130069837-
130144811:+

gi|343478153|ref|NP
_001230228.1| 3539 0

amyloid-like protein
2 isoform 5 [Homo
sapiens]

gi|214010177|ref|N
M_001642.2| 3727 0

Homo sapiens
amyloid beta (A4)
precursor-like
protein 2 (APLP2),
transcript variant 1,
mRNA

O00370 162 1.00E-52

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam12925 APP_E2

E2 domain of
amyloid precursor
protein. The E2
domain is the
largest of the
conserved domains
of the amyloid
precursor protein.
The structure of E2
consists of two
coiled-coil sub-
structures connected
through a
continuous helix,
and bears an
unexpected
resemblance to the
spectrin family of
protein structures.E
2 can reversibly
dimerise in solution,
and the dimerization
occurs along the
longest dimension
of the molecule in
an antiparallel
orientation, which
enables the N-
terminal
substructure of one
monomer to pack
against the C-
terminal
substructure of a
second monomer

GO:0006310|DNA
recombination;GO:0
090305|nucleic acid
phosphodiester
bond
hydrolysis;GO:0032
199|reverse
transcription
involved in RNA-
mediated
transposition;GO:00
32197|transposition,
RNA-mediated;

.

GO:0046872|metal
ion
binding;GO:000396
4|RNA-directed
DNA polymerase
activity;GO:0009036
|Type II site-specific
deoxyribonuclease
activity;

K08117
APLP2; amyloid
beta (A4) precursor-
like protein 2



ENSG00000084623 0 1 0 1 0.233985163 0 0 0 0 1.924005743 0.550387422 NA up no EIF3I protein_coding chr1:32221928-
32231604:+

gi|640816286|ref|XP
_008064944.1| 1805 0

PREDICTED:
eukaryotic
translation initiation
factor 3 subunit I
[Tarsius syrichta]

gi|83281439|ref|NM
_003757.2| 1458 0

Homo sapiens
eukaryotic
translation initiation
factor 3, subunit I
(EIF3I), mRNA

B0BNA7 270 1.00E-88
Eukaryotic
translation initiation
factor 3 subunit I

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001731|formati
on of translation
preinitiation
complex;GO:000644
6|regulation of
translational
initiation;GO:00064
13|translational
initiation;

GO:0005829|cytosol
;GO:0016282|eukary
otic 43S
preinitiation
complex;GO:003329
0|eukaryotic 48S
preinitiation
complex;GO:000585
2|eukaryotic
translation initiation
factor 3
complex;GO:007154
1|eukaryotic
translation initiation
factor 3 complex,
eIF3m;GO:0070062|
extracellular
exosome;

GO:0003743|translat
ion initiation factor
activity;

K03246
EIF3I; translation
initiation factor 3
subunit I

ENSG00000084676 63 58 102 31 57.22886158 39 44 39 38 1.359671403 0.004048625 0.018619093 up yes NCOA1 protein_coding chr2:24491914-
24770702:+

gi|22538459|ref|NP_
671766.1| 6286 0

nuclear receptor
coactivator 1
isoform 3 [Homo
sapiens]

gi|530368241|ref|X
M_005264625.1| 7060 0

PREDICTED:
Homo sapiens
nuclear receptor
coactivator 1
(NCOA1), transcript
variant X1, mRNA

Q15788 2423 0 Nuclear receptor
coactivator 1 . . . . pfam14598 PAS_11

PAS domain. This
family includes the
PAS-B domain of
NCOA1 (Nuclear
receptor coactivator
1), which binds to
an LXXLL motif in
the C-terminal
region of STAT6
(Signal transducer
and activator of
transcription 6).

GO:0032870|cellular
response to
hormone
stimulus;GO:003052
2|intracellular
receptor signaling
pathway;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0004402|histone
acetyltransferase
activity;GO:0016922
|ligand-dependent
nuclear receptor
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0035257
|nuclear hormone
receptor
binding;GO:000371
3|transcription
coactivator activity;

K09101

NCOA1, SRC1,
KAT13A; nuclear
receptor coactivator
1 [EC:2.3.1.48]

ENSG00000084733 4 6 3 4 4.113394148 5 9 2 0 0.64195532 0.455102444 0.580748276 up no RAB10 protein_coding chr2:26034107-
26137454:+

gi|7710086|ref|NP_0
57885.1| 1072 2.00E-134

ras-related protein
Rab-10 [Mus
musculus]

gi|256222018|ref|N
M_016131.4| 3529 0

Homo sapiens
RAB10, member
RAS oncogene
family (RAB10),
mRNA

Q5R5U1 417 9.00E-136 Ras-related protein
Rab-10 . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0007409|axonog
enesis;GO:0061467|
basolateral protein
localization;GO:003
2869|cellular
response to insulin
stimulus;GO:007178
6|endoplasmic
reticulum tubular
network
organization;GO:00
16197|endosomal
transport;GO:00452
00|establishment of
neuroblast
polarity;GO:009705
1|establishment of
protein localization
to endoplasmic
reticulum
membrane;GO:0043
001|Golgi to plasma
membrane protein
transport;GO:00068
93|Golgi to plasma
membrane
transport;GO:00308
59|polarized
epithelial cell
differentiation;GO:0
072659|protein
localization to
plasma
membrane;GO:0007
264|small GTPase

GO:0005789|endopl
asmic reticulum
membrane;GO:0071
782|endoplasmic
reticulum tubular
network;GO:000576
8|endosome;GO:000
5794|Golgi
apparatus;GO:00325
93|insulin-
responsive
compartment;GO:00
30670|phagocytic
vesicle
membrane;GO:0072
372|primary
cilium;GO:0055037|
recycling
endosome;GO:0055
038|recycling
endosome
membrane;GO:0005
802|trans-Golgi
network;

GO:0019003|GDP
binding;GO:000552
5|GTP binding;

K07903 RAB10; Ras-related
protein Rab-10

ENSG00000084764 15 58 23 110 94.07780663 178 181 137 186 -1.348687471 0.000943409 0.006274936 down yes MAPRE3 protein_coding chr2:26970612-
27027196:+

gi|297265613|ref|XP
_001088113.2| 1458 0

PREDICTED:
dihydropyrimidinas
e-related protein 5-
like [Macaca
mulatta]

gi|5689336|dbj|AB0
25186.1| 1841 0

Homo sapiens
mRNA for EB3
protein, complete
cds

Q5XIT1 91.7 6.00E-21

Microtubule-
associated protein
RP/EB family
member 3

SPAC18G6.15 152 2.00E-40 COG5217 pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

GO:0051301|cell
division;GO:000706
7|mitotic nuclear
division;GO:004573
7|positive regulation
of cyclin-dependent
protein
serine/threonine
kinase
activity;GO:1903033
|positive regulation
of microtubule
plus-end
binding;GO:004589
3|positive regulation
of transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0015630|mic
rotubule
cytoskeleton;GO:00
35371|microtubule
plus-
end;GO:0030496|mi
dbody;GO:0048471|
perinuclear region
of cytoplasm;

GO:0042802|identic
al protein
binding;GO:000801
7|microtubule
binding;

K10436

MAPRE;
microtubule-
associated protein,
RP/EB family

ENSG00000085185 0 0 0 0 0.504045588 4 1 0 0 -2.209177515 0.407456087 NA down no BCORL1 protein_coding chrX:129981107-
130058083:+

gi|578838739|ref|XP
_006724842.1| 6655 0

PREDICTED: BCL-
6 corepressor-like
protein 1 isoform
X2 [Homo sapiens]

gi|298231251|ref|N
M_021946.4| 7127 0

Homo sapiens BCL6
corepressor-like 1
(BCORL1),
transcript variant 1,
mRNA

Q5H9F3 2449 0 BCL-6 corepressor-
like protein 1 . . . . pfam12796 Ank_2 Ankyrin repeats (3

copies).

GO:0016569|covale
nt chromatin
modification;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00058
86|plasma
membrane;

. . .

ENSG00000085224 112 68 94 41 64.30801057 24 30 49 20 2.063529769 7.81E-05 0.000870542 up yes ATRX protein_coding chrX:77504878-
77786269:-

gi|530788276|ref|NP
_000480.3| 10257 0

transcriptional
regulator ATRX
isoform 1 [Homo
sapiens]

gi|530788275|ref|N
M_000489.4| 11220 0

Homo sapiens alpha
thalassemia/mental
retardation
syndrome X-linked
(ATRX), transcript
variant 1, mRNA

P46100 196 2.00E-48 Transcriptional
regulator ATRX SPAC15A10.03c 158 5.00E-38 COG0553 pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar, ETL1).

GO:0072711|cellular
response to
hydroxyurea;GO:00
16569|covalent
chromatin
modification;GO:00
06338|chromatin
remodeling;GO:003
0330|DNA damage
response, signal
transduction by p53
class
mediator;GO:00063
06|DNA
methylation;GO:000
6310|DNA
recombination;GO:0
006281|DNA
repair;GO:0006336|
DNA replication-
independent
nucleosome
assembly;GO:00309
00|forebrain
development;GO:00
35264|multicellular
organism
growth;GO:1901581
|negative regulation
of telomeric RNA
transcription from
RNA pol II
promoter;GO:00063
34|nucleosome
assembly;GO:00105

GO:0000784|nuclear
chromosome,
telomeric
region;GO:0005720|
nuclear
heterochromatin;GO
:1990707|nuclear
subtelomeric
heterochromatin;GO
:0005634|nucleus;G
O:0005721|pericentr
ic
heterochromatin;GO
:0016605|PML
body;GO:0070603|S
WI/SNF
superfamily-type
complex;GO:003193
3|telomeric
heterochromatin;

GO:0005524|ATP
binding;GO:000368
2|chromatin
binding;GO:007008
7|chromo shadow
domain
binding;GO:000367
7|DNA
binding;GO:000367
8|DNA helicase
activity;GO:0015616
|DNA translocase
activity;GO:0004386
|helicase
activity;GO:0042393
|histone
binding;GO:004687
2|metal ion
binding;GO:003506
4|methylated histone
binding;

K10779

ATRX;
transcriptional
regulator ATRX
[EC:3.6.4.12]

ENSG00000085276 0 0 0 0 1.400443181 7 5 1 1 -3.684574564 0.019818237 0.058610664 down no MECOM protein_coding chr3:169083499-
169663618:-

gi|530374124|ref|XP
_005247272.1| 6110 0

PREDICTED:
MDS1 and EVI1
complex locus
protein EVI1
isoform X5 [Homo
sapiens]

gi|255683389|ref|N
M_001164000.1| 5732 0

Homo sapiens
MDS1 and EVI1
complex locus
(MECOM),
transcript variant 6,
mRNA

P14404 178 9.00E-51
MDS1 and EVI1
complex locus
protein EVI1

. . . . pfam13465 zf-H2C2_2 Zinc-finger double
domain. . .

GO:0003700|transcri
ption factor activity,
sequence-specific
DNA binding;

K04462
EVI1; ecotropic
virus integration site
1 protein

ENSG00000085644 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ZNF213 protein_coding chr16:3129777-
3142805:+

gi|685611578|ref|XP
_003916478.2| 2508 0

PREDICTED: zinc
finger protein 213
isoform X1 [Papio
anubis]

gi|95132364|gb|BC1
16445.1| 5883 0

Homo sapiens
cDNA clone
IMAGE:4914721,
with apparent
retained intron

O14771 271 2.00E-77 Zinc finger protein
213 . . . . pfam02023 SCAN

SCAN domain. The
SCAN domain
(named after SRE-
ZBP, CTfin51, AW-
1 and Number 18
cDNA) is found in
several pfam00096
proteins. The
domain has been
shown to be able to
mediate homo- and
hetero-
oligomerization.

GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09229

ZKSCAN; KRAB
and SCAN
domains-containing
zinc finger protein

ENSG00000085733 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CTTN protein_coding chr11:70398404-
70436584:+

gi|296080746|ref|NP
_001171669.1| 3066 0

src substrate
cortactin isoform c
[Homo sapiens]

gi|168693629|ref|N
M_005231.3| 3272 0

Homo sapiens
cortactin (CTTN),
transcript variant 1,
mRNA

Q14247 421 2.00E-142 Src substrate
cortactin . . . . pfam02218 HS1_rep

Repeat in
HS1/Cortactin. The
function of this
repeat is unknown.
Seven copies are
found in cortactin
and four copies are
found in HS1. The
repeats are always
found amino
terminal to an SH3
domain pfam00018.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
030041|actin
filament
polymerization;GO:
0048870|cell
motility;GO:009706
2|dendritic spine
maintenance;GO:00
48041|focal
adhesion
assembly;GO:00068
86|intracellular
protein
transport;GO:00975
81|lamellipodium
organization;GO:20
01237|negative
regulation of
extrinsic apoptotic
signaling
pathway;GO:004881
2|neuron projection
morphogenesis;GO:
0030838|positive
regulation of actin
filament
polymerization;GO:
0045987|positive
regulation of
smooth muscle
contraction;GO:000
6898|receptor-
mediated

GO:0005938|cell
cortex;GO:0005913|
cell-cell adherens
junction;GO:000590
5|coated
pit;GO:0030863|cort
ical
cytoskeleton;GO:00
05737|cytoplasm;G
O:0005856|cytoskel
eton;GO:0043197|de
ndritic
spine;GO:0070062|e
xtracellular
exosome;GO:00059
25|focal
adhesion;GO:00057
94|Golgi
apparatus;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00300
27|lamellipodium;G
O:1990023|mitotic
spindle
midzone;GO:000588
6|plasma
membrane;GO:0002
102|podosome;GO:0
001726|ruffle;GO:00
08076|voltage-gated
potassium channel
complex;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00055
22|profilin binding;

K06106 CTTN, EMS1;
cortactin



ENSG00000085788 0 1 0 0 1.423450464 5 3 2 3 -2.852941552 0.038468692 0.094725743 down no DDHD2 protein_coding chr8:38225218-
38275558:+

gi|256017245|ref|NP
_056029.2| 3602 0

phospholipase
DDHD2 isoform 1
[Homo sapiens]

gi|256017244|ref|N
M_015214.2| 4709 0

Homo sapiens
DDHD domain
containing 2
(DDHD2), transcript
variant 1, mRNA

O94830 213 2.00E-138 Phospholipase
DDHD2 . . . . pfam02862 DDHD

DDHD domain. The
DDHD domain is
180 residues long
and contains four
conserved residues
that may form a
metal binding site.
The domain is
named after these
four residues. This
pattern of
conservation of
metal binding
residues is often
seen in
phosphoesterase
domains. This
domain is found in
retinal degeneration
B proteins, as well
as a family of
probable
phospholipases. It
has been shown that
this domain is
found in a longer C
terminal region that
binds to PYK2
tyrosine kinase.
These proteins have
been called N-
terminal domain-
interacting receptor
(Nir1, Nir2 and
Nir3) This suggests

GO:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00343
89|lipid particle
organization;GO:00
07626|locomotory
behavior;GO:00066
54|phosphatidic acid
biosynthetic
process;GO:009014
1|positive regulation
of mitochondrial
fission;GO:0019433|
triglyceride
catabolic
process;GO:000854
2|visual learning;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005793|en
doplasmic
reticulum-Golgi
intermediate
compartment;GO:00
30134|ER to Golgi
transport
vesicle;GO:0005794|
Golgi
apparatus;GO:00160
20|membrane;GO:0
005815|microtubule
organizing center;

GO:0046872|metal
ion
binding;GO:000462
0|phospholipase
activity;GO:0004806
|triglyceride lipase
activity;

K16545
DDHD2;
phospholipase
DDHD2 [EC:3.1.1.-]

ENSG00000085832 0 0 0 2 3.810206904 13 11 6 6 -3.65857248 0.00176668 0.010307249 down yes EPS15 protein_coding chr1:51354263-
51519328:-

gi|4503593|ref|NP_0
01972.1| 4343 0

epidermal growth
factor receptor
substrate 15 isoform
A [Homo sapiens]

gi|56682951|ref|NM
_001981.2| 5220 0

Homo sapiens
epidermal growth
factor receptor
pathway substrate
15 (EPS15),
transcript variant 1,
mRNA

P42566 357 6.00E-110
Epidermal growth
factor receptor
substrate 15

. . . . pfam12763 EF-hand_4

Cytoskeletal-
regulatory complex
EF hand. This is an
efhand family from
the N-terminal of
actin cytoskeleton-
regulatory complex
END3 and similar
proteins from fungi
and closely related
species.

GO:0008283|cell
proliferation;GO:00
48268|clathrin coat
assembly;GO:00324
56|endocytic
recycling;GO:00071
73|epidermal
growth factor
receptor signaling
pathway;GO:000689
5|Golgi to
endosome
transport;GO:00420
59|negative
regulation of
epidermal growth
factor receptor
signaling
pathway;GO:000192
1|positive regulation
of receptor
recycling;GO:00150
31|protein
transport;GO:00190
65|receptor-
mediated
endocytosis of virus
by host
cell;GO:0042127|reg
ulation of cell
proliferation;GO:00
16050|vesicle
organization;GO:00
46718|viral entry
into host cell;

GO:0016235|aggres
ome;GO:0030122|A
P-2 adaptor
complex;GO:001632
4|apical plasma
membrane;GO:0009
925|basal plasma
membrane;GO:0005
913|cell-cell
adherens
junction;GO:006017
0|ciliary
membrane;GO:0005
905|coated
pit;GO:0005737|cyto
plasm;GO:0005829|
cytosol;GO:0031901
|early endosome
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005886|plasma
membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00055
09|calcium ion
binding;GO:003159
3|polyubiquitin
binding;

K12472

EPS15; epidermal
growth factor
receptor substrate
15

ENSG00000085978 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ATG16L1 protein_coding chr2:233210051-
233295674:+

gi|530371400|ref|XP
_005246139.1| 3109 0

PREDICTED:
autophagy-related
protein 16-1
isoform X1 [Homo
sapiens]

gi|10440419|dbj|AK
024453.1| 4208 0

Homo sapiens
mRNA for
FLJ00045 protein,
partial cds

Q676U5 207 2.00E-61 Autophagy-related
protein 16-1 . . . . pfam08614 ATG16

Autophagy protein
16 (ATG16).
Autophagy is a
ubiquitous
intracellular
degradation system
for eukaryotic cells.
During autophagy,
cytoplasmic
components are
enclosed in
autophagosomes
and delivered to
lysosomes/vacuoles.
ATG16 (also known
as Apg16) has been
shown to be bind to
Apg5 and is
required for the
function of the
Apg12p-Apg5p
conjugate in the
yeast autophagy
pathway.

GO:0000045|autoph
agosome
assembly;GO:00162
36|macroautophagy;
GO:0039689|negativ
e stranded viral
RNA
replication;GO:0051
260|protein
homooligomerizatio
n;GO:0015031|prote
in transport;

GO:0005776|autoph
agosome;GO:00004
21|autophagosome
membrane;GO:0005
930|axoneme;GO:00
05829|cytosol;GO:0
034045|pre-
autophagosomal
structure membrane;

GO:0019787|ubiquit
in-like protein
transferase activity;

K17890

ATG16L;
autophagy-related
protein 16, animal
type

ENSG00000085998 2 11 4 13 7.479375461 8 8 9 11 0.189831348 0.730634185 0.807813792 up no POMGNT1 protein_coding chr1:46188682-
46220305:-

gi|578799429|ref|XP
_006710819.1| 3842 0

PREDICTED:
protein O-linked-
mannose beta-1,2-
N-
acetylglucosaminyltr
ansferase 1 isoform
X1 [Homo sapiens]

gi|51477073|emb|CR
749700.1| 3474 0

Homo sapiens
mRNA; cDNA
DKFZp761B182
(from clone
DKFZp761B182)

Q5XIN7 281 8.00E-87

Protein O-linked-
mannose beta-1,2-
N-
acetylglucosaminyltr
ansferase 1

. . . . pfam03071 GNT-I

GNT-I family.
Alpha-1,3-
mannosyl-
glycoprotein beta-
1,2-N-
acetylglucosaminyltr
ansferase (GNT-I,
GLCNAC-T I)
EC:2.4.1.101
transfers N-acetyl-
D-glucosamine
from UDP to high-
mannose
glycoprotein N-
oligosaccharide.
This is an essential
step in the synthesis
of complex or
hybrid-type N-
linked
oligosaccharides.
The enzyme is an
integral membrane
protein localized to
the Golgi apparatus,
and is probably
distributed in all
tissues. The catalytic
domain is located at
the C-terminus.

GO:0006493|protein
O-linked
glycosylation;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0047223|beta-
1,3-galactosyl-O-
glycosyl-
glycoprotein beta-
1,3-N-
acetylglucosaminyltr
ansferase activity;

K09666

POMGNT1; beta-
1,2-N-
acetylglucosaminyltr
ansferase
[EC:2.4.1.-]

ENSG00000086061 6 11 10 7 10.16908298 8 14 12 17 -0.017009498 0.972371932 0.981083156 down no DNAJA1 protein_coding chr9:33025211-
33039907:+

gi|4504511|ref|NP_0
01530.1| 1854 0

dnaJ homolog
subfamily A
member 1 [Homo
sapiens]

gi|197102235|ref|N
M_001133630.1| 2227 0

Pongo abelii DnaJ
(Hsp40) homolog,
subfamily A,
member 1
(DNAJA1), mRNA

P31689 718 0
DnaJ homolog
subfamily A
member 1

SPBC1734.11 295 2.00E-90 COG0484 pfam00684 DnaJ_CXXCXGXG

DnaJ central
domain. The central
cysteine-rich (CR)
domain of DnaJ
proteins contains
four repeats of the
motif CXXCXGXG
where X is any
amino acid. The
isolated cysteine
rich domain folds in
zinc dependent
fashion. Each set of
two repeats binds
one unit of zinc.
Although this
domain has been
implicated in
substrate binding,
no evidence of
specific interaction
between the isolated
DNAJ cysteine rich
domain and various
hydrophobic
peptides has been
found.

GO:0043066|negativ
e regulation of
apoptotic
process;GO:004350
8|negative
regulation of JUN
kinase
activity;GO:0043065
|positive regulation
of apoptotic
process;GO:000645
7|protein
folding;GO:0070585
|protein localization
to
mitochondrion;GO:
0051223|regulation
of protein
transport;GO:00094
08|response to heat;

GO:0005783|endopl
asmic
reticulum;GO:00160
20|membrane;GO:0
005739|mitochondri
on;GO:0005634|nucl
eus;GO:0048471|per
inuclear region of
cytoplasm;

GO:0005524|ATP
binding;GO:005108
7|chaperone
binding;GO:003054
4|Hsp70 protein
binding;GO:004687
2|metal ion binding;

K09502
DNAJA1; DnaJ
homolog subfamily
A member 1

ENSG00000086102 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NFX1 protein_coding chr9:33290511-
33371157:+

gi|21361137|ref|NP_
002495.2| 5672 0

transcriptional
repressor NF-X1
isoform 1 [Homo
sapiens]

gi|299829217|ref|N
M_002504.4| 4604 0

Homo sapiens
nuclear
transcription factor,
X-box binding 1
(NFX1), transcript
variant 1, mRNA

Q12986 2005 0 Transcriptional
repressor NF-X1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006954|inflam
matory
response;GO:00453
47|negative
regulation of MHC
class II biosynthetic
process;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;GO:00160
32|viral process;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005634|
nucleus;GO:000588
6|plasma membrane;

GO:0016874|ligase
activity;GO:0044822
|poly(A) RNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000827
0|zinc ion binding;

K12236
NFX1;
transcriptional
repressor NF-X1

ENSG00000086548 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no CEACAM6 protein_coding chr19:41750977-
41772208:+

gi|612407822|ref|NP
_002474.4| 1783 0

carcinoembryonic
antigen-related cell
adhesion molecule 6
preproprotein
[Homo sapiens]

gi|612407821|ref|N
M_002483.6| 2601 0

Homo sapiens
carcinoembryonic
antigen-related cell
adhesion molecule 6
(non-specific cross
reacting antigen)
(CEACAM6),
mRNA

P40199 73.9 2.00E-14
Carcinoembryonic
antigen-related cell
adhesion molecule 6

. . . . pfam13895 Ig_2

Immunoglobulin
domain. This
domain contains
immunoglobulin-
like domains.

GO:0007267|cell-
cell
signaling;GO:00509
00|leukocyte
migration;GO:00303
35|positive
regulation of cell
migration;GO:00082
84|positive
regulation of cell
proliferation;GO:00
07165|signal
transduction;

GO:0031225|anchor
ed component of
membrane;GO:0005
615|extracellular
space;GO:0005887|i
ntegral component
of plasma
membrane;GO:0005
886|plasma
membrane;

. K06499

CEACAM;
carcinoembryonic
antigen-related cell
adhesion molecule



ENSG00000086598 5 1 1 21 8.206901167 7 16 9 15 -0.349928262 0.656026108 0.757221625 down no TMED2 protein_coding chr12:123584531-
123598577:+

gi|9790015|ref|NP_0
62744.1| 988 6.00E-125

transmembrane
emp24 domain-
containing protein 2
precursor [Mus
musculus]

gi|118200338|ref|N
M_006815.3| 2124 0

Homo sapiens
transmembrane
emp24 domain
trafficking protein 2
(TMED2), mRNA

P49020 226 6.00E-74

Transmembrane
emp24 domain-
containing protein 2
(Fragment)

. . . . pfam01105 EMP24_GP25L

emp24/gp25L/p24
family/GOLD.
Members of this
family are
implicated in
bringing cargo
forward from the
ER and binding to
coat proteins by
their cytoplasmic
domains. This
domain corresponds
closely to the beta-
strand rich GOLD
domain described
in. The GOLD
domain is always
found combined
with lipid- or
membrane-
association
domains.

GO:0007030|Golgi
organization;GO:00
34260|negative
regulation of
GTPase
activity;GO:0072661
|protein targeting to
plasma
membrane;GO:0016
192|vesicle-
mediated transport;

GO:0030137|COPI-
coated
vesicle;GO:0030663|
COPI-coated vesicle
membrane;GO:0005
783|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0005
793|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
33116|endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:0005
794|Golgi
apparatus;GO:00325
80|Golgi cisterna
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000086666 10 18 9 19 15.78755909 12 16 27 24 0.013809559 0.973740889 0.981657481 up no ZFAND6 protein_coding chr15:80059568-
80138393:+

gi|119619532|gb|EA
W99126.1| 1063 7.00E-139

zinc finger, A20
domain containing
3, isoform CRA_c
[Homo sapiens]

gi|16550717|dbj|AK
055881.1| 2591 0

Homo sapiens
cDNA FLJ31319 fis,
clone
LIVER1000482,
moderately similar
to PRK1-associated
protein AWP1

Q3SZY7 73.6 5.00E-15 AN1-type zinc
finger protein 6 . . . . pfam01428 zf-AN1

AN1-like Zinc
finger. Zinc finger
at the C-terminus of
An1, a ubiquitin-
like protein in
Xenopus laevis. The
following pattern
describes the zinc
finger. C-X2-C-
X(9-12)-C-X(1-2)-
C-X4-C-X2-H-X5-
H-X-C Where X can
be any amino acid,
and numbers in
brackets indicate the
number of residues.

. .
GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000086712 1 0 1 0 1.361564456 3 4 0 3 -1.67740898 0.255630208 0.379244981 down no TXLNG protein_coding chrX:16786427-
16844519:+

gi|635142481|ref|XP
_007989331.1| 2346 0

PREDICTED:
gamma-taxilin
isoform X1
[Chlorocebus
sabaeus]

gi|281182403|ref|N
M_018360.2| 4396 0

Homo sapiens
taxilin gamma
(TXLNG), transcript
variant 1, mRNA

Q9NUQ3 55.5 5.00E-68 Gamma-taxilin . . . . pfam09728 Taxilin

Myosin-like coiled-
coil protein. Taxilin
contains an
extraordinarily long
coiled-coil domain
in its C-terminal
half and is
ubiquitously
expressed. It is a
novel binding
partner of several
syntaxin family
members and is
possibly involved in
Ca2+-dependent
exocytosis in
neuroendocrine
cells. Gamma-
taxilin, described as
leucine zipper
protein Factor
Inhibiting ATF4-
mediated
Transcription
(FIAT), localizes to
the nucleus in
osteoblasts and
dimerises with
ATF4 to form
inactive dimers,
thus inhibiting
ATF4-mediated
transcription.

GO:0007049|cell
cycle;GO:0030500|r
egulation of bone
mineralization;GO:0
051726|regulation of
cell
cycle;GO:0010564|r
egulation of cell
cycle
process;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005829|cytosol
;GO:0031965|nuclea
r membrane;

GO:0046982|protein
heterodimerization
activity;

. .

ENSG00000086758 68 62 78 48 76.92001139 140 93 63 70 0.130381328 0.751571519 0.823692019 up no HUWE1 protein_coding chrX:53532096-
53686729:-

gi|795403336|ref|XP
_011943508.1| 11508 0

PREDICTED: E3
ubiquitin-protein
ligase HUWE1
isoform X3
[Cercocebus atys]

gi|531034782|ref|N
M_031407.6| 14739 0

Homo sapiens
HECT, UBA and
WWE domain
containing 1, E3
ubiquitin protein
ligase (HUWE1),
mRNA

P51593 233 5.00E-73
E3 ubiquitin-protein
ligase HUWE1
(Fragment)

SPAC19D5.04 454 6.00E-130 COG5021 pfam06025 DUF913

Domain of
Unknown Function
(DUF913).
Members of this
family are found in
various ubiquitin
protein ligases.

GO:0006284|base-
excision
repair;GO:0030154|c
ell
differentiation;GO:0
016574|histone
ubiquitination;GO:0
006513|protein
monoubiquitination;
GO:0000209|protein
polyubiquitination;
GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003677|DNA
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K10592

HUWE1, MULE,
ARF-BP1; E3
ubiquitin-protein
ligase HUWE1
[EC:2.3.2.26]

ENSG00000086991 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no NOX4 protein_coding chr11:89324356-
89498187:-

gi|633257765|ref|NP
_001278856.1| 3216 0

NADPH oxidase 4
isoform e [Homo
sapiens]

gi|219842347|ref|N
M_001143837.1| 4179 0

Homo sapiens
NADPH oxidase 4
(NOX4), transcript
variant 3, mRNA

Q5R5C5 424 3.00E-140 NADPH oxidase 4 . . . . pfam08030 NAD_binding_6
Ferric reductase
NAD binding
domain.

GO:0045453|bone
resorption;GO:0055
007|cardiac muscle
cell
differentiation;GO:0
007569|cell
aging;GO:0000902|c
ell
morphogenesis;GO:
0071333|cellular
response to glucose
stimulus;GO:001046
7|gene
expression;GO:0050
667|homocysteine
metabolic
process;GO:000828
5|negative
regulation of cell
proliferation;GO:20
00573|positive
regulation of DNA
biosynthetic
process;GO:007037
4|positive regulation
of ERK1 and ERK2
cascade;GO:004340
6|positive regulation
of MAP kinase
activity;GO:0051897
|positive regulation
of protein kinase B
signaling;GO:00425
54|superoxide anion
generation;

GO:0005789|endopl
asmic reticulum
membrane;GO:0005
925|focal
adhesion;GO:00160
21|integral
component of
membrane;GO:0005
634|nucleus;GO:004
8471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0072341|modifi
ed amino acid
binding;GO:001617
5|superoxide-
generating NADPH
oxidase activity;

. .

ENSG00000087085 0 0 2 0 0.756611267 2 0 1 1 -0.324223716 0.861694401 NA down no ACHE protein_coding chr7:100889994-
100896974:-

gi|544419308|ref|XP
_005549333.1| 3211 0

PREDICTED:
acetylcholinesterase
isoform X2 [Macaca
fascicularis]

gi|88999566|ref|NM
_015831.2| 2956 0

Homo sapiens
acetylcholinesterase
(Yt blood group)
(ACHE), transcript
variant E4-E5,
mRNA

P22303 270 2.00E-85 Acetylcholinesterase BS_pnbA 203 1.00E-56 COG2272 pfam00135 COesterase Carboxylesterase
family.

GO:0006581|acetylc
holine catabolic
process;GO:000150
7|acetylcholine
catabolic process in
synaptic
cleft;GO:0042982|a
myloid precursor
protein metabolic
process;GO:000715
5|cell
adhesion;GO:00082
83|cell
proliferation;GO:00
06260|DNA
replication;GO:0007
517|muscle organ
development;GO:00
32223|negative
regulation of
synaptic
transmission,
cholinergic;GO:000
7399|nervous
system
development;GO:00
42136|neurotransmit
ter biosynthetic
process;GO:004521
2|neurotransmitter
receptor
biosynthetic
process;GO:000207
6|osteoblast
development;GO:00

GO:0031225|anchor
ed component of
membrane;GO:0005
605|basal
lamina;GO:0030054|
cell
junction;GO:000998
6|cell
surface;GO:0005576
|extracellular
region;GO:0005615|
extracellular
space;GO:0005794|
Golgi
apparatus;GO:00160
20|membrane;GO:0
031594|neuromuscu
lar
junction;GO:000563
4|nucleus;GO:00484
71|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0045
202|synapse;GO:004
3083|synaptic cleft;

GO:0042166|acetylc
holine
binding;GO:000399
0|acetylcholinesteras
e
activity;GO:0001540
|beta-amyloid
binding;GO:000410
4|cholinesterase
activity;GO:0005518
|collagen
binding;GO:001678
7|hydrolase
activity;GO:0043236
|laminin
binding;GO:004280
3|protein
homodimerization
activity;GO:0017171
|serine hydrolase
activity;

K01049
ACHE;
acetylcholinesterase
[EC:3.1.1.7]

ENSG00000087095 8 9 17 31 39.78863644 101 66 47 95 -1.748862672 4.90E-05 0.000616572 down yes NLK protein_coding chr17:28041737-
28196381:+

gi|556736286|ref|XP
_005963744.1| 2269 0

PREDICTED:
serine/threonine-
protein kinase NLK
isoform X1
[Pantholops
hodgsonii]

gi|40555850|gb|BC0
64663.1| 4020 0

Homo sapiens
nemo-like kinase,
mRNA (cDNA
clone MGC:60309
IMAGE:6527673),
complete cds

D3ZSZ3 865 0 Serine/threonine-
protein kinase NLK . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0030178|negativ
e regulation of Wnt
signaling
pathway;GO:001810
7|peptidyl-threonine
phosphorylation;GO
:0046777|protein
autophosphorylatio
n;GO:0050821|prote
in
stabilization;GO:000
6355|regulation of
transcription, DNA-
templated;GO:00331
36|serine
phosphorylation of
STAT3
protein;GO:0006351
|transcription, DNA-
templated;GO:00071
79|transforming
growth factor beta
receptor signaling
pathway;GO:001605
5|Wnt signaling
pathway;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:000470
7|MAP kinase
activity;

K04468
NLK; nemo like
kinase
[EC:2.7.11.24]



ENSG00000087152 50 45 96 26 52.9001477 37 53 33 53 1.008910929 0.046393524 0.107528915 up no ATXN7L3 protein_coding chr17:44191805-
44200113:-

gi|635091916|ref|XP
_008010634.1| 1528 0

PREDICTED:
ataxin-7-like protein
3 isoform X7
[Chlorocebus
sabaeus]

gi|426347954|ref|X
M_004041559.1| 3769 0

PREDICTED:
Gorilla gorilla
gorilla ataxin 7-like
3, transcript variant
1 (ATXN7L3),
mRNA

Q14CW9 246 4.00E-79 Ataxin-7-like
protein 3 . . . . pfam08209 Sgf11

Sgf11
(transcriptional
regulation protein).
The Sgf11 family is
a SAGA complex
subunit in
Saccharomyces
cerevisiae. The
SAGA complex is a
multisubunit protein
complex involved
in transcriptional
regulation. SAGA
combines proteins
involved in
interactions with
DNA-bound
activators and
TATA-binding
protein (TBP), as
well as enzymes for
histone acetylation
and
deubiquitylation.

GO:0016578|histone
deubiquitination;GO
:0045893|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0071819|DUBm
complex;GO:000012
4|SAGA complex;

GO:0030374|ligand-
dependent nuclear
receptor
transcription
coactivator
activity;GO:0003713
|transcription
coactivator
activity;GO:0008270
|zinc ion binding;

K11363 SGF11; SAGA-
associated factor 11

ENSG00000087191 26 30 36 23 21.9997774 10 10 10 12 2.066094284 1.59E-06 4.69E-05 up yes PSMC5 protein_coding chr17:63827152-
63832026:+

gi|591324562|ref|XP
_007088322.1| 2017 0

PREDICTED: 26S
protease regulatory
subunit 8 isoform
X1 [Panthera tigris
altaica]

gi|21755177|dbj|AK
095836.1| 2583 0

Homo sapiens
cDNA FLJ38517 fis,
clone
HCHON2000705,
highly similar to
26S PROTEASE
REGULATORY
SUBUNIT 8

P62198 230 2.00E-103 26S protease
regulatory subunit 8 SPBC23G7.12c 222 1.00E-69 COG1222 pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0030433|ER-
associated
ubiquitin-dependent
protein catabolic
process;GO:004589
2|negative
regulation of
transcription, DNA-
templated;GO:00902
61|positive
regulation of
inclusion body
assembly;GO:00458
99|positive
regulation of RNA
polymerase II
transcriptional
preinitiation
complex
assembly;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic process;

GO:0072562|blood
microparticle;GO:00
05737|cytoplasm;G
O:0031410|cytoplas
mic
vesicle;GO:0031597|
cytosolic
proteasome
complex;GO:007006
2|extracellular
exosome;GO:00162
34|inclusion
body;GO:0016020|
membrane;GO:0031
595|nuclear
proteasome
complex;GO:000563
4|nucleus;GO:00226
24|proteasome
accessory
complex;GO:000050
2|proteasome
complex;GO:000854
0|proteasome
regulatory particle,
base subcomplex;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0036402
|proteasome-
activating ATPase
activity;GO:0017025
|TBP-class protein
binding;GO:003153
1|thyrotropin-
releasing hormone
receptor
binding;GO:000813
4|transcription
factor binding;

K03066

PSMC5, RPT6; 26S
proteasome
regulatory subunit
T6

ENSG00000087258 0 11 3 14 22.5898466 63 60 21 49 -2.390133187 8.47E-05 0.000929409 down yes GNAO1 protein_coding chr16:56191347-
56357457:+

gi|655782175|ref|XP
_008255533.1| 2039 0

PREDICTED: LOW
QUALITY
PROTEIN: guanine
nucleotide-binding
protein G(o)
subunit alpha
[Oryctolagus
cuniculus]

gi|162461737|ref|N
M_138736.2| 5767 0

Homo sapiens
guanine nucleotide
binding protein (G
protein), alpha
activating activity
polypeptide O
(GNAO1),
transcript variant 2,
mRNA

P08239 201 2.00E-58
Guanine nucleotide-
binding protein
G(o) subunit alpha

. . . . pfam00503 G-alpha

G-protein alpha
subunit. G proteins
couple receptors of
extracellular signals
to intracellular
signaling pathways.
The G protein alpha
subunit binds
guanyl nucleotide
and is a weak
GTPase. A set of
residues that are
unique to G-alpha
as compared to its
ancestor the Arf-
like family form a
ring of residues
centered on the
nucleotide binding
site. A Ggamma is
found fused to an
inactive Galpha in
the Dictyostelium
protein gbqA.

GO:0007188|adenyl
ate cyclase-
modulating G-
protein coupled
receptor signaling
pathway;

.

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0046872
|metal ion
binding;GO:000487
1|signal transducer
activity;

K04534

GNAO, G-ALPHA-
O; guanine
nucleotide-binding
protein G(o)
subunit alpha

ENSG00000087274 6 15 3 20 20.34159314 44 38 31 33 -1.27462304 0.002776898 0.014079868 down yes ADD1 protein_coding chr4:2843857-
2930076:+

gi|397483635|ref|XP
_003813004.1| 3525 0

PREDICTED:
alpha-adducin
isoform X3 [Pan
paniscus]

gi|60219604|emb|CR
936693.1| 5136 0

Homo sapiens
mRNA; cDNA
DKFZp686N0990
(from clone
DKFZp686N0990)

P35611 258 3.00E-79 Alpha-adducin CC1201 157 5.00E-41 COG0235 pfam00596 Aldolase_II

Class II Aldolase
and Adducin N-
terminal domain.
This family includes
class II aldolases
and adducins which
have not been
ascribed any
enzymatic function.

.

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00058
86|plasma
membrane;

. K18622 ADD; adducin

ENSG00000087338 0 1 0 0 0.819623479 3 2 0 2 -1.951971982 0.255326527 NA down no GMCL1 protein_coding chr2:69829642-
69881396:+

gi|30410765|ref|NP_
848526.1| 2503 0

germ cell-less
protein-like 1
[Homo sapiens]

gi|402891148|ref|X
M_003908769.1| 3694 0

PREDICTED: Papio
anubis germ cell-
less,
spermatogenesis
associated 1
(GMCL1), mRNA

Q96IK5 222 2.00E-68 Germ cell-less
protein-like 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030154|cell
differentiation;GO:0
007275|multicellular
organismal
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00072
83|spermatogenesis;

GO:0005635|nuclear
envelope;GO:00163
63|nuclear
matrix;GO:0005634|
nucleus;GO:000015
1|ubiquitin ligase
complex;

. K10485

BTBD13, GMCL1,
GCL; BTB/POZ
domain-containing
protein 13 (germ
cell-less protein-like
1)

ENSG00000087460 78 201 158 732 658.908595 1369 1236 1084 1447 -1.789234334 9.04E-05 0.000958252 down yes GNAS protein_coding chr20:58839718-
58911192:+

gi|117938759|ref|NP
_536350.2| 2337 0

protein GNAS
isoform XLas
[Homo sapiens]

gi|297259466|ref|X
M_001083687.2| 3342 0

PREDICTED:
Macaca mulatta
GNAS complex
locus, transcript
variant 5 (GNAS),
mRNA

O95467 82.8 9.00E-18 Neuroendocrine
secretory protein 55 . . . . pfam00503 G-alpha

G-protein alpha
subunit. G proteins
couple receptors of
extracellular signals
to intracellular
signaling pathways.
The G protein alpha
subunit binds
guanyl nucleotide
and is a weak
GTPase. A set of
residues that are
unique to G-alpha
as compared to its
ancestor the Arf-
like family form a
ring of residues
centered on the
nucleotide binding
site. A Ggamma is
found fused to an
inactive Galpha in
the Dictyostelium
protein gbqA.

GO:0007565|female
pregnancy;GO:0040
015|negative
regulation of
multicellular
organism
growth;GO:0009306
|protein
secretion;GO:00711
07|response to
parathyroid
hormone;

GO:0005737|cytopla
sm;GO:0005576|extr
acellular
region;GO:0005634|
nucleus;GO:004847
1|perinuclear region
of
cytoplasm;GO:0030
133|transport
vesicle;

. K04632

GNAS; guanine
nucleotide-binding
protein G(s) subunit
alpha

ENSG00000087470 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no DNM1L protein_coding chr12:32679200-
32745650:+

gi|685571879|ref|XP
_003906240.2| 3753 0

PREDICTED:
dynamin-1-like
protein isoform X1
[Papio anubis]

gi|510937020|ref|N
M_012063.3| 4439 0

Homo sapiens
dynamin 1-like
(DNM1L), transcript
variant 2, mRNA

O00429 206 2.00E-60 Dynamin-1-like
protein YLL001w 252 4.00E-69 COG0699 pfam01031 Dynamin_M

Dynamin central
region. This region
lies between the
GTPase domain, see
pfam00350, and the
pleckstrin
homology (PH)
domain, see
pfam00169.

GO:0006921|cellular
component
disassembly
involved in
execution phase of
apoptosis;GO:00033
74|dynamin
polymerization
involved in
mitochondrial
fission;GO:0006897|
endocytosis;GO:006
0047|heart
contraction;GO:004
8312|intracellular
distribution of
mitochondria;GO:00
61025|membrane
fusion;GO:0000266|
mitochondrial
fission;GO:0043653|
mitochondrial
fragmentation
involved in
apoptotic
process;GO:009014
9|mitochondrial
membrane
fission;GO:0070584|
mitochondrion
morphogenesis;GO:
0007005|mitochondr
ion
organization;GO:00
70266|necroptotic

GO:0005903|brush
border;GO:0030054|
cell
junction;GO:000590
5|coated
pit;GO:0005737|cyto
plasm;GO:0005829|
cytosol;GO:0005783
|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0005
794|Golgi
apparatus;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005874|microtubule;
GO:0015630|microt
ubule
cytoskeleton;GO:00
05741|mitochondrial
outer
membrane;GO:0005
739|mitochondrion;
GO:0048471|perinu
clear region of
cytoplasm;GO:0005
777|peroxisome;GO:
0043234|protein
complex;GO:003067
2|synaptic vesicle
membrane;

GO:0005525|GTP
binding;GO:003074
2|GTP-dependent
protein
binding;GO:000509
6|GTPase activator
activity;GO:0003924
|GTPase
activity;GO:0042802
|identical protein
binding;GO:000828
9|lipid
binding;GO:000801
7|microtubule
binding;GO:004280
3|protein
homodimerization
activity;GO:0017137
|Rab GTPase
binding;GO:003162
5|ubiquitin protein
ligase binding;

K17065
DNM1L; dynamin
1-like protein
[EC:3.6.5.5]

ENSG00000087495 0 0 0 1 0.497441022 1 0 0 3 -1.127104491 0.619605685 NA down no PHACTR3 protein_coding chr20:59577509-
59847711:+

gi|18087853|ref|NP_
542403.1| 2498 0

phosphatase and
actin regulator 3
isoform 1 [Homo
sapiens]

gi|528078309|ref|N
M_080672.4| 2728 0

Homo sapiens
phosphatase and
actin regulator 3
(PHACTR3),
transcript variant 1,
mRNA

O00370 39.7 1.00E-44

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam02755 RPEL

RPEL repeat. The
RPEL repeat is
named after four
conserved amino
acids it contains.
The function of the
RPEL repeat is
unknown however
it might be a DNA
binding repeat
based on the
observation that he
Drosophila
myocardin-related
transcription factor
contains a
pfam02037 domain
that is also
implicated in DNA
binding.

.
GO:0016363|nuclear
matrix;GO:0005654|
nucleoplasm;

GO:0004864|protein
phosphatase
inhibitor
activity;GO:0008599
|protein
phosphatase type 1
regulator activity;

K17594
PHACTR3;
phosphatase and
actin regulator 3



ENSG00000087502 8 8 10 6 6.111881312 3 2 2 4 2.151628814 0.001730061 0.010250465 up yes ERGIC2 protein_coding chr12:29337352-
29381189:-

gi|9963759|gb|AAG
09679.1|AF183410_
1

2041 0 cd002 protein
[Homo sapiens]

gi|30268566|emb|AL
834128.2| 4968 0

Homo sapiens
mRNA; cDNA
DKFZp451J152
(from clone
DKFZp451J152);
complete cds

Q4R5C3 67 8.00E-12

Endoplasmic
reticulum-Golgi
intermediate
compartment
protein 2

. . . . pfam07970 COPIIcoated_ERV

Endoplasmic
reticulum vesicle
transporter. This
family is conserved
from plants and
fungi to humans.
Erv46 works in
close conjunction
with Erv41 and
together they form a
complex which
cycles between the
endoplasmic
reticulum and Golgi
complex. Erv46-41
interacts strongly
with the
endoplasmic
reticulum
glucosidase II.
Mammalian
glucosidase II
comprises a
catalytic alpha-
subunit and a 58
kDa beta subunit,
which is required
for ER localisation.
All proteins
identified
biochemically as
Erv41p-Erv46p
interactors are
localized to the early
secretory pathway

GO:0006890|retrogr
ade vesicle-
mediated transport,
Golgi to ER;

GO:0005737|cytopla
sm;GO:0005789|end
oplasmic reticulum
membrane;GO:0033
116|endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:0005
794|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005730|nucleolus;G
O:0005634|nucleus;

. . .

ENSG00000088038 0 0 0 2 2.694468372 11 5 1 8 -3.146109771 0.018518248 0.055527301 down no CNOT3 protein_coding chr19:54137728-
54155681:+

gi|40788331|dbj|BA
A31666.2| 2699 0 KIAA0691 protein

[Homo sapiens]
gi|47077696|dbj|AK
160386.1| 4499 0

Homo sapiens
mRNA for
FLJ00420 protein

O75175 209 8.00E-61
CCR4-NOT
transcription
complex subunit 3

SPAC1B3.05 205 3.00E-55 COG5665 pfam04065 Not3

Not1 N-terminal
domain, CCR4-Not
complex
component.

GO:0031047|gene
silencing by
RNA;GO:0033147|n
egative regulation of
intracellular
estrogen receptor
signaling
pathway;GO:001714
8|negative
regulation of
translation;GO:0000
288|nuclear-
transcribed mRNA
catabolic process,
deadenylation-
dependent
decay;GO:2000036|r
egulation of stem
cell population
maintenance;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00018
29|trophectodermal
cell differentiation;

GO:0030014|CCR4-
NOT
complex;GO:003001
5|CCR4-NOT core
complex;GO:000093
2|cytoplasmic
mRNA processing
body;GO:0005634|n
ucleus;

. K12580

CNOT3, NOT3;
CCR4-NOT
transcription
complex subunit 3

ENSG00000088247 1 1 0 1 0.432974146 0 0 0 0 2.555138945 0.257125847 NA up no KHSRP protein_coding chr19:6413348-
6424794:-

gi|2055427|gb|AAB5
3222.1| 2292 0 KSRP [Homo

sapiens]
gi|154354999|ref|N
M_003685.2| 2993 0

Homo sapiens KH-
type splicing
regulatory protein
(KHSRP), mRNA

Q3U0V1 123 2.00E-29
Far upstream
element-binding
protein 2

. . . . pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0061158|3'-
UTR-mediated
mRNA
destabilization;GO:0
071345|cellular
response to
cytokine
stimulus;GO:000639
7|mRNA
processing;GO:0051
028|mRNA
transport;GO:00450
19|negative
regulation of nitric
oxide biosynthetic
process;GO:006101
4|positive regulation
of mRNA catabolic
process;GO:004348
8|regulation of
mRNA
stability;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00083
80|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0043025|ne
uronal cell
body;GO:0005634|n
ucleus;

GO:0003677|DNA
binding;GO:003592
5|mRNA 3'-UTR
AU-rich region
binding;GO:000373
0|mRNA 3'-UTR
binding;

K13210
FUBP; far upstream
element-binding
protein

ENSG00000088367 2 2 0 13 27.419901 92 62 20 82 -3.528136024 1.40E-06 4.26E-05 down yes EPB41L1 protein_coding chr20:36091504-
36232799:+

gi|675798529|ref|XP
_008955497.1| 5228 0

PREDICTED: band
4.1-like protein 1
isoform X1 [Pan
paniscus]

gi|31874046|emb|BX
537978.1| 6638 0

Homo sapiens
mRNA; cDNA
DKFZp451F1711
(from clone
DKFZp451F1711)

Q9H4G0 181 1.00E-49 Band 4.1-like
protein 1 . . . . pfam09380 FERM_C FERM C-terminal

PH-like domain.

GO:0031032|actomy
osin structure
organization;GO:00
30866|cortical actin
cytoskeleton
organization;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00198
98|extrinsic
component of
membrane;GO:0043
234|protein
complex;GO:009706
0|synaptic
membrane;

GO:0005102|recepto
r
binding;GO:000520
0|structural
constituent of
cytoskeleton;

K06107

EPB41, 4.1R;
erythrocyte
membrane protein
band 4.1

ENSG00000088538 0 0 0 0 0.402565047 3 1 0 0 -1.884965981 0.500886848 NA down no DOCK3 protein_coding chr3:50675241-
51384198:+

gi|31415870|ref|NP_
004938.1| 10165 0

dedicator of
cytokinesis protein
3 [Homo sapiens]

gi|304282221|ref|N
M_004947.4| 8755 0

Homo sapiens
dedicator of
cytokinesis 3
(DOCK3), mRNA

Q8IZD9 3904 0
Dedicator of
cytokinesis protein
3

. . . . pfam06920 Ded_cyto

Dedicator of
cytokinesis. This
family represents a
conserved region
approximately 200
residues long within
a number of
eukaryotic dedicator
of cytokinesis
proteins. These are
potential guanine
nucleotide exchange
factors, which
activate some small
GTPases by
exchanging bound
GDP for free GTP.

GO:0007264|small
GTPase mediated
signal transduction;

GO:0005737|cytopla
sm;

GO:0005085|guanyl
-nucleotide
exchange factor
activity;

K05727
DOCK3; dedicator
of cytokinesis
protein 3

ENSG00000088543 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no C3orf18 protein_coding chr3:50558025-
50571027:-

gi|767923447|ref|XP
_011532088.1| 824 1.00E-101

PREDICTED:
uncharacterized
protein C3orf18
isoform X4 [Homo
sapiens]

gi|298358692|ref|N
M_016210.4| 2655 0

Homo sapiens
chromosome 3 open
reading frame 18
(C3orf18),
transcript variant 1,
mRNA

Q9UK00 277 1.00E-86 Uncharacterized
protein C3orf18 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000088726 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no TMEM40 protein_coding chr3:12733525-
12769457:-

gi|548923663|ref|NP
_001271335.1| 1075 2.00E-144

transmembrane
protein 40 isoform a
[Homo sapiens]

gi|548923658|ref|N
M_018306.3| 2073 0

Homo sapiens
transmembrane
protein 40
(TMEM40),
transcript variant 2,
mRNA

Q8WTZ3 99.8 4.00E-23 Zinc finger protein
ENSP00000375192 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000088812 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no ATRN protein_coding chr20:3471040-
3651122:+

gi|21450861|ref|NP_
647537.1| 7101 0

attractin isoform 1
preproprotein
[Homo sapiens]

gi|197245425|ref|N
M_139321.2| 8633 0

Homo sapiens
attractin (ATRN),
transcript variant 1,
mRNA

O75882 2739 0 Attractin . . . . pfam00059 Lectin_C

Lectin C-type
domain. This family
includes both long
and short form C-
type

GO:0021549|cerebel
lum
development;GO:00
06954|inflammatory
response;GO:00425
52|myelination;GO:
0043473|pigmentati
on;GO:0040014|reg
ulation of
multicellular
organism
growth;GO:0006979
|response to
oxidative stress;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
15|extracellular
space;GO:0005887|i
ntegral component
of plasma
membrane;GO:0005
886|plasma
membrane;

GO:0030246|carboh
ydrate
binding;GO:000487
2|receptor activity;

. .

ENSG00000088833 0 1 0 2 0.437581514 0 0 0 1 1.627195982 0.475604131 NA up no NSFL1C protein_coding chr20:1442162-
1473842:-

gi|332078466|ref|NP
_001193665.1| 1908 0

NSFL1 cofactor p47
isoform d [Homo
sapiens]

gi|332078462|ref|N
M_016143.4| 3568 0

Homo sapiens
NSFL1 (p97)
cofactor (p47)
(NSFL1C),
transcript variant 1,
mRNA

Q5RBG3 346 1.00E-129 NSFL1 cofactor p47 . . . . pfam08059 SEP

SEP domain. The
SEP domain is
named after
Saccharomyces
cerevisiae Shp1,
Drosophila
melanogaster eyes
closed gene (eyc),
and vertebrate p47.
In p47, the SEP
domain has been
shown to bind to
and inhibit the
cysteine protease
cathepsin L. Most
SEP domains are
succeeded closely
by a UBX domain.

.

GO:0005694|chrom
osome;GO:0005795|
Golgi
stack;GO:0045111|i
ntermediate filament
cytoskeleton;GO:00
05654|nucleoplasm;
GO:0005886|plasma
membrane;

GO:0008289|lipid
binding; K14012

SHP1, UBX1,
NSFL1C; UBX
domain-containing
protein 1



ENSG00000088854 9 4 2 4 3.784779489 1 2 3 1 2.077107677 0.022341183 0.063789957 up no C20orf194 protein_coding chr20:3249305-
3407625:-

gi|149363695|ref|NP
_001009984.1| 5985 0

uncharacterized
protein C20orf194
[Homo sapiens]

gi|365812531|ref|N
M_001009984.2| 6869 0

Homo sapiens
chromosome 20
open reading frame
194 (C20orf194),
mRNA

Q5TEA3 2308 0 Uncharacterized
protein C20orf194 . . . . pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0015701|bicarb
onate
transport;GO:00467
13|borate
transport;GO:00300
03|cellular cation
homeostasis;GO:004
2044|fluid
transport;GO:00159
92|proton
transport;GO:00514
53|regulation of
intracellular
pH;GO:0006814|sod
ium ion transport;

GO:0016323|basolat
eral plasma
membrane;GO:0005
887|integral
component of
plasma membrane;

GO:0015301|anion:a
nion antiporter
activity;GO:0015106
|bicarbonate
transmembrane
transporter
activity;GO:0046715
|borate
transmembrane
transporter
activity;GO:0015252
|hydrogen ion
channel
activity;GO:0005452
|inorganic anion
exchanger
activity;GO:0046983
|protein
dimerization
activity;GO:0005272
|sodium channel
activity;GO:0015293
|symporter activity;

. .

ENSG00000088881 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no EBF4 protein_coding chr20:2692878-
2760108:+

gi|152031576|sp|Q9
BQW3.2|COE4_HU
MAN

2682 0

RecName:
Full=Transcription
factor COE4;
AltName:
Full=Early B-cell
factor 4;
Short=EBF-4;
AltName: Full=Olf-
1/EBF-like 4;
Short=O/E-4;
Short=OE-4

gi|160333410|ref|N
M_001110514.1| 2910 0

Homo sapiens early
B-cell factor 4
(EBF4), mRNA

Q8K4J2 50.4 7.00E-07 Transcription factor
COE4 . . . . pfam01833 TIG

IPT/TIG domain.
This family consists
of a domain that has
an immunoglobulin
like fold. These
domains are found
in cell surface
receptors such as
Met and Ron as well
as in intracellular
transcription factors
where it is involved
in DNA binding.
CAUTION: This
family does not
currently recognize
a significant number
of members.

GO:0007275|multice
llular organismal
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000813
4|transcription
factor
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09103 EBF, COE; early B-
cell factor

ENSG00000088930 0 3 0 6 5.001048345 8 12 9 11 -1.739074864 0.025379593 0.069713567 down no XRN2 protein_coding chr20:21303304-
21389827:+

gi|795115049|ref|XP
_011818614.1| 4869 0

PREDICTED: 5'-3'
exoribonuclease 2
isoform X2
[Colobus angolensis
palliatus]

gi|51702528|ref|NM
_012255.3| 3435 0

Homo sapiens 5'-3'
exoribonuclease 2
(XRN2), mRNA

Q9H0D6 1828 0 5'-3'
exoribonuclease 2 YOR048c 443 9.00E-136 COG5049 pfam03159 XRN_N

XRN 5 -3
exonuclease N-
terminus. This
family aligns
residues towards the
N-terminus of
several proteins
with multiple
functions. The
members of this
family all appear to
possess 5'-3'
exonuclease activity
EC:3.1.11.-. Thus,
the aligned region
may be necessary
for 5' to 3'
exonuclease
function. The
family also contains
several Xrn1 and
Xrn2 proteins. The
5'-3'
exoribonucleases
Xrn1p and
Xrn2p/Rat1p
function in the
degradation and
processing of
several classes of
RNA in
Saccharomyces
cerevisiae. Xrn1p is
the main enzyme
catalyzing

GO:0016049|cell
growth;GO:0000738
|DNA catabolic
process,
exonucleolytic;GO:0
006353|DNA-
templated
transcription,
termination;GO:002
1766|hippocampus
development;GO:00
06397|mRNA
processing;GO:0030
182|neuron
differentiation;GO:0
006355|regulation of
transcription, DNA-
templated;GO:00600
41|retina
development in
camera-type
eye;GO:0006401|RN
A catabolic
process;GO:001607
0|RNA metabolic
process;GO:000639
6|RNA
processing;GO:0006
364|rRNA
processing;GO:0007
283|spermatogenesis
;

GO:0016235|aggres
ome;GO:0016020|m
embrane;GO:000573
0|nucleolus;GO:000
5654|nucleoplasm;G
O:0005634|nucleus;

GO:0000175|3'-5'-
exoribonuclease
activity;GO:0008409
|5'-3' exonuclease
activity;GO:0004534
|5'-3'
exoribonuclease
activity;GO:0046872
|metal ion
binding;GO:000451
8|nuclease
activity;GO:0044822
|poly(A) RNA
binding;GO:000114
7|transcription
termination site
sequence-specific
DNA binding;

K12619
XRN2, RAT1; 5'-3'
exoribonuclease 2
[EC:3.1.13.-]

ENSG00000088986 0 0 1 1 0.284508243 0 0 0 0 1.982045671 0.513353684 NA up no DYNLL1 protein_coding chr12:120469850-
120498493:+

gi|183637075|gb|AC
C64544.1| 605 5.00E-76

dynein light chain 1
(predicted)
[Rhinolophus
ferrumequinum]

gi|164697339|dbj|A
K309022.1| 1366 0 Homo sapiens

cDNA, FLJ99063 P63170 63.2 2.00E-31 Dynein light chain
1, cytoplasmic . . . . pfam01221 Dynein_light Dynein light chain

type 1.

GO:0007017|microt
ubule-based
process;GO:000803
9|synaptic target
recognition;GO:000
6810|transport;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:003028
6|dynein
complex;GO:001602
0|membrane;GO:00
05874|microtubule;
GO:0016459|myosin
complex;GO:000563
4|nucleus;

GO:0008092|cytosk
eletal protein
binding;GO:000377
4|motor activity;

K10418 DYNLL; dynein
light chain LC8-type

ENSG00000089006 0 0 2 2 1.556297667 2 4 1 3 -0.793221164 0.511248394 0.631242682 down no SNX5 protein_coding chr20:17941597-
17968980:-

gi|504146547|ref|XP
_004585690.1| 2151 0

PREDICTED:
sorting nexin-5
[Ochotona
princeps]

gi|8248733|emb|AL1
21585.22| 3931 0

Human DNA
sequence from
clone RP11-504H3
on chromosome 20,
complete sequence

O00370 90.5 5.00E-22

LINE-1
retrotransposable
element ORF2
protein

SPBC1711.11 58.5 5.00E-08 COG5391 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006886|intracel
lular protein
transport;GO:00069
07|pinocytosis;GO:0
016241|regulation of
macroautophagy;G
O:0042147|retrograd
e transport,
endosome to
Golgi;GO:0016050|v
esicle organization;

GO:0005913|cell-
cell adherens
junction;GO:003065
9|cytoplasmic
vesicle
membrane;GO:0005
829|cytosol;GO:003
1901|early
endosome
membrane;GO:0031
234|extrinsic
component of
cytoplasmic side of
plasma
membrane;GO:0031
313|extrinsic
component of
endosome
membrane;GO:0070
685|macropinocytic
cup;GO:0001891|ph
agocytic
cup;GO:0030904|ret
romer
complex;GO:003090
5|retromer,
tubulation
complex;GO:000172
6|ruffle;GO:0097422
|tubular endosome;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00344
52|dynactin
binding;GO:003509
1|phosphatidylinosit
ol
binding;GO:004698
2|protein
heterodimerization
activity;

K17920 SNX5_6_32; sorting
nexin-5/6/32

ENSG00000089048 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no ESF1 protein_coding chr20:13714322-
13784886:-

gi|18093112|ref|NP_
057733.2| 3510 0 ESF1 homolog

[Homo sapiens]
gi|22507381|ref|NM
_016649.3| 3216 0

Homo sapiens ESF1
nucleolar pre-rRNA
processing protein
homolog (ESF1),
transcript variant 1,
mRNA

Q9H501 802 0 ESF1 homolog SPBC1734.01c 218 8.00E-59 COG5638 pfam08159 NUC153

NUC153 domain.
This small domain
is found in a a
novel nucleolar
family.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005615|extrace
llular
space;GO:0005730|n
ucleolus;GO:000565
4|nucleoplasm;

GO:0044822|poly(A
) RNA binding; . .

ENSG00000089053 27 46 25 79 54.49475141 68 78 76 83 -0.313026179 0.269242249 0.39310727 down no ANAPC5 protein_coding chr12:121308245-
121399896:-

gi|20127553|ref|NP_
057321.2| 3841 0

anaphase-promoting
complex subunit 5
isoform a [Homo
sapiens]

gi|25815281|gb|AC0
48337.28| 4590 0

Homo sapiens 12
BAC RP11-711D18
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q5RE52 222 1.00E-63
Anaphase-
promoting complex
subunit 5

. . . . pfam12862 Apc5

Anaphase-
promoting complex
subunit 5. Apc5 is a
subunit of the
anaphase-promoting
complex/cyclosome
(APC/C) which is a
multi-subunit
ubiquitin ligase that
mediates the
proteolysis of cell
cycle proteins in
mitosis and G1.
Apc5, although it
does not harbour a
classical RNA
binding domain,
Apc5 binds the
poly(A) binding
protein (PABP),
which directly binds
the internal
ribosome entry site
(IRES) of growth
factor 2 mRNA.
PABP was found to
enhance IRES-
mediated
translation, whereas
Apc5 over-
expression
counteracted this
effect. In addition to
its association with
the APC/C complex

GO:0051301|cell
division;GO:000706
7|mitotic nuclear
division;GO:007097
9|protein K11-
linked
ubiquitination;

GO:0005680|anapha
se-promoting
complex;GO:000563
4|nucleus;

GO:0019903|protein
phosphatase
binding;

K03352
APC5; anaphase-
promoting complex
subunit 5

ENSG00000089057 19 6 20 5 10.13524534 3 4 7 1 2.481220216 0.002091206 0.011524866 up yes SLC23A2 protein_coding chr20:4852356-
5010293:-

gi|20521852|dbj|BA
A13244.2| 3357 0 KIAA0238 [Homo

sapiens]
gi|44680147|ref|NM
_203327.1| 6962 0

Homo sapiens
solute carrier family
23 (ascorbic acid
transporter),
member 2
(SLC23A2),
transcript variant 2,
mRNA

Q9UGH3 506 8.00E-175 Solute carrier family
23 member 2 PAB1838 114 2.00E-25 COG2233 pfam00860 Xan_ur_permease

Permease family.
This family includes
permeases for
diverse substrates
such as xanthine,
uracil, and vitamin
C. However many
members of this
family are
functionally
uncharacterized and
may transport other
substrates. Members
of this family have
ten predicted
transmembrane
helices.

GO:0019852|L-
ascorbic acid
metabolic
process;GO:001588
2|L-ascorbic acid
transport;GO:00159
93|molecular
hydrogen
transport;GO:00158
51|nucleobase
transport;GO:00061
39|nucleobase-
containing
compound
metabolic
process;GO:000697
9|response to
oxidative
stress;GO:0070904|t
ransepithelial L-
ascorbic acid
transport;

GO:0016324|apical
plasma
membrane;GO:0009
925|basal plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0005
737|cytoplasm;GO:0
016021|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0008520|L-
ascorbate:sodium
symporter
activity;GO:0015229
|L-ascorbic acid
transporter
activity;GO:0015205
|nucleobase
transmembrane
transporter
activity;GO:0070890
|sodium-dependent
L-ascorbate
transmembrane
transporter
activity;GO:0008523
|sodium-dependent
multivitamin
transmembrane
transporter activity;

K14611

SLC23A1_2,
SVCT1_2; solute
carrier family 23
(nucleobase
transporter),
member 1/2

ENSG00000089091 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no DZANK1 protein_coding chr20:18383367-
18467281:-

gi|768013937|ref|XP
_011527571.1| 3979 0

PREDICTED:
double zinc ribbon
and ankyrin repeat-
containing protein 1
isoform X3 [Homo
sapiens]

gi|51476383|emb|CR
749327.1| 3523 0

Homo sapiens
mRNA; cDNA
DKFZp781J2425
(from clone
DKFZp781J2425)

Q9GKS9 468 2.00E-150
Double zinc ribbon
and ankyrin repeat-
containing protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . GO:0046872|metal
ion binding; . .



ENSG00000089123 0 1 3 2 1.8860298 4 1 4 1 -0.212987635 0.847323705 0.900767882 down no TASP1 protein_coding chr20:13389392-
13638940:-

gi|98991769|ref|NP_
060184.2| 2159 0

threonine aspartase
1 precursor [Homo
sapiens]

gi|98991768|ref|NM
_017714.2| 2348 0

Homo sapiens
taspase, threonine
aspartase, 1
(TASP1), mRNA

Q9H6P5 297 5.00E-96 Threonine aspartase
1 SPAC823.09c 117 5.00E-28 COG1446 pfam01112 Asparaginase_2 Asparaginase.

GO:0045893|positiv
e regulation of
transcription, DNA-
templated;GO:00065
08|proteolysis;

.

GO:0004298|threoni
ne-type
endopeptidase
activity;

K08657
TASP1; taspase,
threonine aspartase,
1 [EC:3.4.25.-]

ENSG00000089157 73 118 47 120 73.83780134 57 55 62 58 1.133076876 2.50E-05 0.000367831 up yes RPLP0 protein_coding chr12:120196686-
120201235:-

gi|817307657|ref|XP
_012324392.1| 1400 0

PREDICTED: 60S
acidic ribosomal
protein P0 [Aotus
nancymaae]

gi|7022490|dbj|AK0
01313.1| 2582 0

Homo sapiens
cDNA FLJ10451 fis,
clone
NT2RP1000959,
highly similar to
Human acidic
ribosomal
phosphoprotein P0
mRNA

P05388 224 6.00E-142
60S acidic
ribosomal protein
P0

YLR340w 285 4.00E-92 COG0244 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0002181|cytopla
smic
translation;GO:0042
254|ribosome
biogenesis;

GO:0005737|cytopla
sm;GO:0022625|cyt
osolic large
ribosomal
subunit;GO:0030529
|ribonucleoprotein
complex;GO:000563
4|nucleus;GO:00306
87|preribosome,
large subunit
precursor;

GO:0070180|large
ribosomal subunit
rRNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02941

RP-LP0, RPLP0;
large subunit
ribosomal protein
LP0

ENSG00000089177 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no KIF16B protein_coding chr20:16272104-
16573434:-

gi|27529917|dbj|BA
B13416.2| 6415 0 KIAA1590 protein

[Homo sapiens]
gi|315434257|ref|N
M_024704.4| 5261 0

Homo sapiens
kinesin family
member 16B
(KIF16B), transcript
variant 2, mRNA

Q96L93 2013 0 Kinesin-like protein
KIF16B YGL216w 234 1.00E-62 COG5059 pfam00225 Kinesin Kinesin motor

domain.

GO:0030705|cytosk
eleton-dependent
intracellular
transport;GO:00450
22|early endosome
to late endosome
transport;GO:00074
92|endoderm
development;GO:00
07173|epidermal
growth factor
receptor signaling
pathway;GO:000854
3|fibroblast growth
factor receptor
signaling
pathway;GO:000170
4|formation of
primary germ
layer;GO:0006895|G
olgi to endosome
transport;GO:00070
18|microtubule-
based
movement;GO:0032
801|receptor
catabolic
process;GO:000191
9|regulation of
receptor recycling;

GO:0005829|cytosol
;GO:0005769|early
endosome;GO:0031
901|early endosome
membrane;GO:0005
768|endosome;GO:0
005871|kinesin
complex;GO:000587
4|microtubule;

GO:0005524|ATP
binding;GO:000857
4|ATP-dependent
microtubule motor
activity, plus-end-
directed;GO:000554
7|phosphatidylinosit
ol-3,4,5-
trisphosphate
binding;GO:004332
5|phosphatidylinosit
ol-3,4-bisphosphate
binding;GO:008002
5|phosphatidylinosit
ol-3,5-bisphosphate
binding;GO:003226
6|phosphatidylinosit
ol-3-phosphate
binding;

K17916
KIF16B, SNX23;
kinesin family
member 16B

ENSG00000089195 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no TRMT6 protein_coding chr20:5937235-
5950558:-

gi|19923475|ref|NP_
057023.2| 2359 0

tRNA (adenine(58)-
N(1))-
methyltransferase
non-catalytic
subunit TRM6
isoform 1 [Homo
sapiens]

gi|6330101|dbj|AB0
32979.1| 2941 0

Homo sapiens
mRNA for
KIAA1153 protein,
partial cds

Q9UJA5 597 0

tRNA (adenine(58)-
N(1))-
methyltransferase
non-catalytic
subunit TRM6

. . . . pfam04189 Gcd10p

Gcd10p family. eIF-
3 is a multi-subunit
complex that
stimulates
translation initiation
in vitro at several
different steps. This
family corresponds
to the gamma
subunit if eIF3. The
Yeast protein
Gcd10p has also
been shown to be
part of a complex
with the
methyltransferase
Gcd14p that is
involved in
modifying tRNA.

GO:0030488|tRNA
methylation;GO:000
6400|tRNA
modification;

GO:0005654|nucleo
plasm;GO:0031515|t
RNA (m1A)
methyltransferase
complex;

GO:0044822|poly(A
) RNA binding; K03256

TRM6, GCD10;
tRNA (adenine-
N(1)-)-
methyltransferase
non-catalytic
subunit

ENSG00000089234 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no BRAP protein_coding chr12:111642146-
111685986:-

gi|530401440|ref|XP
_005254001.1| 3220 0

PREDICTED:
BRCA1-associated
protein isoform X1
[Homo sapiens]

gi|544473003|ref|X
M_005572270.1| 3550 0

PREDICTED:
Macaca fascicularis
BRCA1 associated
protein (BRAP),
transcript variant
X1, mRNA

Q7Z569 704 0 BRCA1-associated
protein . . . . pfam07576 BRAP2

BRCA1-associated
protein 2. These
proteins include
BRCA1-associated
protein 2 (BRAP2),
which binds nuclear
localisation signals
(NLSs) in vitro and
in yeast two-hybrid
screening. These
proteins share a
region of sequence
similarity at their N
terminus. They also
have pfam02148 at
the C terminus.

GO:0000165|MAPK
cascade;GO:000996
8|negative
regulation of signal
transduction;GO:00
16567|protein
ubiquitination;GO:0
007265|Ras protein
signal transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0031965|nu
clear
membrane;GO:0000
151|ubiquitin ligase
complex;

GO:0016874|ligase
activity;GO:0008139
|nuclear localization
sequence
binding;GO:000016
6|nucleotide
binding;GO:004313
0|ubiquitin
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K10632
BRAP; BRCA1-
associated protein
[EC:2.3.2.27]

ENSG00000089248 5 2 5 8 3.698036573 2 0 3 2 2.069922676 0.019013837 0.056617532 up no ERP29 protein_coding chr12:112013316-
112023451:+

gi|397525074|ref|XP
_003832503.1| 1267 9.00E-169

PREDICTED:
endoplasmic
reticulum resident
protein 29 isoform
X1 [Pan paniscus]

gi|77628146|ref|NM
_006817.3| 1472 0

Homo sapiens
endoplasmic
reticulum protein 29
(ERP29), transcript
variant 1, mRNA

P30040 416 3.00E-141
Endoplasmic
reticulum resident
protein 29

SPAC17H9.14c 52.4 2.00E-06 COG0526 pfam07912 ERp29_N

ERp29, N-terminal
domain. ERp29 is a
ubiquitously
expressed
endoplasmic
reticulum protein,
and is involved in
the processes of
protein maturation
and protein
secretion in this
organelle. The
protein exists as a
homodimer, with
each monomer
being composed of
two domains. The
N-terminal domain
featured in this
family is organized
into a thioredoxin-
like fold that
resembles the a
domain of human
protein disulphide
isomerase (PDI).
However, this
domain lacks the C-
X-X-C motif
required for the
redox function of
PDI; it is therefore
thought that
ERp29's function is
similar to the

GO:0000165|MAPK
cascade;GO:000996
8|negative
regulation of signal
transduction;GO:00
16567|protein
ubiquitination;GO:0
007265|Ras protein
signal transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0031965|nu
clear
membrane;GO:0000
151|ubiquitin ligase
complex;

GO:0016874|ligase
activity;GO:0008139
|nuclear localization
sequence
binding;GO:000016
6|nucleotide
binding;GO:004313
0|ubiquitin
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K09586
ERP29;
endoplasmic
reticulum protein 29

ENSG00000089280 0 1 0 4 1.937418657 3 6 1 4 -1.102041257 0.342429488 0.471791739 down no FUS protein_coding chr16:31180110-
31194871:+

gi|530407875|ref|XP
_005255290.1| 803 1.00E-98

PREDICTED: RNA-
binding protein FUS
isoform X2 [Homo
sapiens]

gi|270265814|ref|N
M_004960.3| 5119 0

Homo sapiens FUS
RNA binding
protein (FUS),
transcript variant 1,
mRNA

P35637 248 2.00E-78 RNA-binding
protein FUS . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K13098 TLS, FUS; RNA-
binding protein FUS

ENSG00000089289 1 1 1 1 0.610068103 0 0 0 0 3.024054661 0.100460297 NA up no IGBP1 protein_coding chrX:70133449-
70166324:+

gi|831246189|ref|XP
_012668177.1| 1538 0

PREDICTED:
immunoglobulin-
binding protein 1
[Otolemur garnettii]

gi|16549169|dbj|AK
054596.1| 1856 0

Homo sapiens
cDNA FLJ30034 fis,
clone
3NB692001442,
highly similar to
Immunoglobulin-
binding protein 1

P78318 593 0 Immunoglobulin-
binding protein 1 . . . . pfam04177 TAP42

TAP42-like family.
The TOR signalling
pathway activates a
cell-growth
program in
response to
nutrients. TIP41
(pfam04176)
interacts with
TAP42 and
negatively regulates
the TOR signaling
pathway.

GO:0042113|B cel
activation;GO:20012
34|negative
regulation of
apoptotic signaling
pathway;GO:004315
4|negative
regulation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:003530
8|negative
regulation of
protein
dephosphorylation;
GO:0032873|negativ
e regulation of
stress-activated
MAPK
cascade;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00353
06|positive
regulation of
dephosphorylation;
GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;GO:00606

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005874|mi
crotubule;

GO:0051721|protein
phosphatase 2A
binding;GO:000860
1|protein
phosphatase type
2A regulator
activity;

K17606
IGBP1, TAP42;
immunoglobulin-
binding protein 1

ENSG00000089351 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no GRAMD1A protein_coding chr19:34994784-
35026471:+

gi|768010204|ref|XP
_011525454.1| 3300 0

PREDICTED:
GRAM domain-
containing protein
1A isoform X5
[Homo sapiens]

gi|530416933|ref|X
M_005259105.1| 2814 0

PREDICTED:
Homo sapiens
GRAM domain
containing 1A
(GRAMD1A),
transcript variant
X7, mRNA

Q6UX73 72 1.00E-13 UPF0764 protein
C16orf89 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0042803|protein
homodimerization
activity;

. .

ENSG00000089356 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no FXYD3 protein_coding chr19:35115879-
35124324:+

gi|694974376|ref|XP
_009433560.1| 778 4.00E-99

PREDICTED:
FXYD domain-
containing ion
transport regulator 3
isoform X1 [Pan
troglodytes]

gi|209862807|ref|N
M_021910.2| 1467 0

Homo sapiens
FXYD domain
containing ion
transport regulator 3
(FXYD3), transcript
variant 2, mRNA

Q14802 69.3 8.00E-14
FXYD domain-
containing ion
transport regulator 3

. . . . pfam02038 ATP1G1_PLM_MA
T8

ATP1G1/PLM/MAT
8 family.

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K11447
UTX, UTY; histone
demethylase
[EC:1.14.11.-]



ENSG00000089693 0 9 3 11 11.45367201 30 15 20 21 -1.484502707 0.011018811 0.038171592 down yes MLF2 protein_coding chr12:6747996-
6767475:-

gi|625280369|ref|XP
_007631839.1| 1088 2.00E-145

PREDICTED:
myeloid leukemia
factor 2 isoform X2
[Cricetulus griseus]

gi|219842277|ref|NR
_026581.1| 1884 0

Homo sapiens
myeloid leukemia
factor 2 (MLF2),
transcript variant 2,
non-coding RNA

Q15773 193 2.00E-60 Myeloid leukemia
factor 2 . . . . pfam10248 Mlf1IP

Myelodysplasia-
myeloid leukemia
factor 1-interacting
protein. This entry
is the conserved
central region of a
group of proteins
that are putative
transcriptional
repressors. The
structure contains a
putative 14-3-3
binding motif
involved in the
subcellular
localisation of
various regulatory
molecules, and it
may be that
interaction with the
transcription factor
DREF could be
regulated through
this motif. DREF
regulates
proliferation-related
genes in
Drosophila. Mlf1IP
is expressed in both
the nuclei and the
cytoplasm and thus
may have multi-
functions.

GO:0006952|defens
e response;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;GO:000563
4|nucleus;

. . .

ENSG00000090020 0 0 0 6 5.137576876 21 13 4 7 -2.575811256 0.017529002 0.053669042 down no SLC9A1 protein_coding chr1:27098815-
27166981:-

gi|27777632|ref|NP_
003038.2| 3775 0

sodium/hydrogen
exchanger 1 [Homo
sapiens]

gi|381214343|ref|N
M_003047.4| 4516 0

Homo sapiens
solute carrier family
9, subfamily A
(NHE1, cation
proton antiporter 1),
member 1
(SLC9A1),
transcript variant 1,
mRNA

P19634 243 3.00E-73 Sodium/hydrogen
exchanger 1 SPAC15A10.06 124 2.00E-28 COG0025 pfam00999 Na_H_Exchanger

Sodium/hydrogen
exchanger family.
Na/H antiporters are
key transporters in
maintaining the pH
of actively
metabolizing cells.
The molecular
mechanisms of
antiport are unclear.
These antiporters
contain 10-12
transmembrane
regions (M) at the
amino-terminus and
a large cytoplasmic
region at the
carboxyl terminus.
The transmembrane
regions M3-M12
share identity with
other members of
the family. The M6
and M7 regions are
highly conserved.
Thus, this is thought
to be the region that
is involved in the
transport of sodium
and hydrogen ions.
The cytoplasmic
region has little
similarity
throughout the
family

GO:0086003|cardiac
muscle cell
contraction;GO:005
5007|cardiac muscle
cell
differentiation;GO:0
016049|cell
growth;GO:0016477
|cell
migration;GO:00714
68|cellular response
to acidic
pH;GO:0071236|cell
ular response to
antibiotic;GO:00712
57|cellular response
to electrical
stimulus;GO:007187
2|cellular response
to epinephrine
stimulus;GO:007145
6|cellular response
to
hypoxia;GO:003286
9|cellular response
to insulin
stimulus;GO:007126
0|cellular response
to mechanical
stimulus;GO:000688
3|cellular sodium
ion
homeostasis;GO:003
0214|hyaluronan
catabolic

GO:0016324|apical
plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0090
533|cation-
transporting ATPase
complex;GO:000998
6|cell
surface;GO:0005737
|cytoplasm;GO:0005
783|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00160
21|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0014
704|intercalated
disc;GO:0030027|la
mellipodium;GO:00
45121|membrane
raft;GO:0005739|mit
ochondrion;GO:000
5654|nucleoplasm;G

GO:0048306|calciu
m-dependent
protein
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;GO:001538
6|potassium:proton
antiporter
activity;GO:0030674
|protein binding,
bridging;GO:003294
7|protein complex
scaffold;GO:003034
6|protein
phosphatase 2B
binding;GO:001538
5|sodium:proton
antiporter
activity;GO:0086040
|sodium:proton
antiporter activity
involved in
regulation of
cardiac muscle cell
membrane
potential;GO:001529
9|solute:proton
antiporter activity;

K05742

SLC9A1, NHE1;
solute carrier family
9 (sodium/hydrogen
exchanger), member
1

ENSG00000090060 186 112 159 69 116.4774642 74 76 73 75 1.538889565 0.000745624 0.005243495 up yes PAPOLA protein_coding chr14:96501433-
96567111:+

gi|194379500|dbj|B
AG63716.1| 3244 0

unnamed protein
product [Homo
sapiens]

gi|354681989|ref|N
M_032632.4| 4516 0

Homo sapiens
poly(A) polymerase
alpha (PAPOLA),
transcript variant 1,
mRNA

P51003 183 2.00E-47 Poly(A) polymerase
alpha ECU02g0730 105 7.00E-26 COG5186 pfam04928 PAP_central

Poly(A) polymerase
central domain. The
central domain of
Poly(A) polymerase
shares structural
similarity with the
allosteric activity
domain of
ribonucleotide
reductase R1, which
comprises a four-
helix bundle and a
three-stranded
mixed beta- sheet.
Even though the
two enzymes bind
ATP, the ATP-
recognition motifs
are different.

GO:0006378|mRNA
polyadenylation;GO
:0031440|regulation
of mRNA 3'-end
processing;GO:0043
631|RNA
polyadenylation;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:003014
5|manganese ion
binding;GO:000465
2|polynucleotide
adenylyltransferase
activity;GO:0003723
|RNA binding;

K14376
PAP; poly(A)
polymerase
[EC:2.7.7.19]

ENSG00000090097 0 0 0 1 0.203596351 0 0 0 1 0.569016626 0.866491527 NA up no PCBP4 protein_coding chr3:51957454-
51974016:-

gi|820983860|ref|XP
_012352205.1| 1965 0

PREDICTED:
poly(rC)-binding
protein 4 isoform
X1 [Nomascus
leucogenys]

gi|9931473|gb|AF25
7770.1|AF257770 2593 0

Homo sapiens RNA
binding protein
MCG10 mRNA,
complete cds,
alternatively spliced

P57723 214 4.00E-66 Poly(rC)-binding
protein 4 . . . . pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0006977|DNA
damage response,
signal transduction
by p53 class
mediator resulting
in cell cycle
arrest;GO:0043488|r
egulation of mRNA
stability;

GO:0005829|cytosol
;GO:0030529|ribonu
cleoprotein
complex;

GO:0003677|DNA
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

K13162
PCBP2_3_4;
poly(rC)-binding
protein 2/3/4

ENSG00000090238 28 44 50 54 51.82382185 52 71 72 66 -0.020922698 0.940740543 0.962924535 down no YPEL3 protein_coding chr16:30092314-
30096915:-

gi|817299074|ref|XP
_012319981.1| 995 5.00E-130

PREDICTED:
protein yippee-like
3 isoform X1
[Aotus nancymaae]

gi|10433801|dbj|AK
022409.1| 1927 0

Homo sapiens
cDNA FLJ12347 fis,
clone
MAMMA1002298

P61237 221 3.00E-72 Protein yippee-like
3 . . . . pfam03226 Yippee-Mis18

Yippee zinc-
binding/DNA-
binding /Mis18,
centromere
assembly. This
family includes both
Yippee-type
proteins and Mis18
kinetochore
proteins. Yippee are
putative zinc-
binding/DNA-
binding proteins.
Mis18 are proteins
involved in the
priming of
centromeres for
recruiting CENP-A.
Mis18-alpha and
beta form part of a
small complex with
Mis18-binding
protein. Mis18-
alpha is found to
interact with DNA
de-methylases
through a Leu-rich
region located at its
carboxyl terminus.

GO:0006915|apopto
tic
process;GO:200077
4|positive regulation
of cellular
senescence;

GO:0005730|nucleol
us;

GO:0046872|metal
ion binding; . .

ENSG00000090273 1 9 4 5 4.272805727 4 6 3 4 0.652500769 0.359924263 0.49237866 up no NUDC protein_coding chr1:26900238-
26946862:+

gi|5729953|ref|NP_0
06591.1| 1417 0

nuclear migration
protein nudC
[Homo sapiens]

gi|378786667|ref|N
M_006600.3| 1800 0

Homo sapiens nudC
nuclear distribution
protein (NUDC),
mRNA

Q9Y266 207 5.00E-63 Nuclear migration
protein nudC . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051301|cell
division;GO:000828
3|cell
proliferation;GO:00
07067|mitotic
nuclear
division;GO:000727
5|multicellular
organismal
development;GO:00
06457|protein
folding;GO:0007062
|sister chromatid
cohesion;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05874|microtubule;
GO:0005654|nucleo
plasm;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00510
82|unfolded protein
binding;

. .

ENSG00000090372 1 10 1 21 15.81075065 40 22 30 27 -1.517271359 0.017358424 0.053334911 down no STRN4 protein_coding chr19:46719507-
46746994:-

gi|89886480|ref|NP_
001034966.1| 3043 0 striatin-4 isoform 2

[Homo sapiens]
gi|89886479|ref|NM
_001039877.1| 3210 0

Homo sapiens
striatin, calmodulin
binding protein 4
(STRN4), transcript
variant 2, mRNA

P58404 379 5.00E-168 Striatin-4 . . . . pfam08232 Striatin

Striatin family.
Striatin is an
intracellular protein
which has a
caveolin-binding
motif, a coiled-coil
structure, a
calmodulin-binding
site, and a WD
(pfam00400) repeat
domain. It acts as a
scaffold protein and
is involved in
signalling pathways.

.

GO:0005737|cytopla
sm;GO:0043197|den
dritic
spine;GO:0016020|
membrane;GO:0000
159|protein
phosphatase type
2A complex;

GO:0070016|armadi
llo repeat domain
binding;GO:003240
3|protein complex
binding;GO:005172
1|protein
phosphatase 2A
binding;

K17608 STRN1_3_4; striatin
1/3/4

ENSG00000090376 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no IRAK3 protein_coding chr12:66188879-
66254622:+

gi|216547519|ref|NP
_009130.2| 3206 0

interleukin-1
receptor-associated
kinase 3 isoform a
[Homo sapiens]

gi|216547518|ref|N
M_007199.2| 8344 0

Homo sapiens
interleukin-1
receptor-associated
kinase 3 (IRAK3),
transcript variant 1,
mRNA

Q9Y616 1017 0
Interleukin-1
receptor-associated
kinase 3

BH2504_1 75.9 4.00E-13 COG0515 pfam00069 Pkinase Protein kinase
domain.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:007049
8|interleukin-1-
mediated signaling
pathway;GO:000275
5|MyD88-dependent
toll-like receptor
signaling
pathway;GO:000196
0|negative
regulation of
cytokine-mediated
signaling
pathway;GO:004582
4|negative
regulation of innate
immune
response;GO:00326
95|negative
regulation of
interleukin-12
production;GO:0032
715|negative
regulation of
interleukin-6
production;GO:0010
936|negative
regulation of
macrophage
cytokine
production;GO:0043
407|negative
regulation of MAP

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K04732

IRAK3; interleukin-
1 receptor-
associated kinase 3
[EC:2.7.11.1]



ENSG00000090447 1 0 0 0 0.396651589 1 0 0 1 -0.147854572 0.950454579 NA down no TFAP4 protein_coding chr16:4257186-
4273075:-

gi|4507447|ref|NP_0
03214.1| 1133 7.00E-146

transcription factor
AP-4 [Homo
sapiens]

gi|62087871|dbj|AB
209146.1| 6469 0

Homo sapiens
mRNA for
transcription factor
AP-4 (activating
enhancer binding
protein 4) variant
protein

Q01664 217 1.00E-64 Transcription factor
AP-4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006919|activati
on of cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:000725
7|activation of JUN
kinase
activity;GO:0006915
|apoptotic
process;GO:007136
0|cellular response
to exogenous
dsRNA;GO:0000266
|mitochondrial
fission;GO:0051646|
mitochondrion
localization;GO:003
0308|negative
regulation of cell
growth;GO:0071650
|negative regulation
of chemokine (C-C
motif) ligand 5
production;GO:0050
689|negative
regulation of
defense response to
virus by
host;GO:0045824|ne
gative regulation of
innate immune
response;GO:00106
37|negative
regulation of

GO:0030424|axon;G
O:0005737|cytoplas
m;GO:0031307|integ
ral component of
mitochondrial outer
membrane;GO:0016
020|membrane;GO:
0005739|mitochondr
ion;GO:0043025|neu
ronal cell
body;GO:0005654|n
ucleoplasm;GO:000
5777|peroxisome;

GO:0042802|identic
al protein
binding;GO:001687
4|ligase
activity;GO:0004871
|signal transducer
activity;GO:0019789
|SUMO transferase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K09108
TFAP4;
transcription factor
AP-4

ENSG00000090615 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no GOLGA3 protein_coding chr12:132768909-
132828858:-

gi|30089940|ref|NP_
005886.2| 6574 0

golgin subfamily A
member 3 isoform 1
[Homo sapiens]

gi|87196329|ref|NM
_005895.3| 9252 0

Homo sapiens
golgin A3
(GOLGA3),
transcript variant 1,
mRNA

Q08378 2536 0 Golgin subfamily A
member 3 . . . . pfam01576 Myosin_tail_1

Myosin tail. The
myosin molecule is
a multi-subunit
complex made up
of two heavy chains
and four light
chains it is a
fundamental
contractile protein
found in all
eukaryote cell types.
This family consists
of the coiled-coil
myosin heavy chain
tail region. The
coiled-coil is
composed of the tail
from two molecules
of myosin. These
can then assemble
into the
macromolecular
thick filament. The
coiled-coil region
provides the
structural backbone
the thick filament.

GO:0006891|intra-
Golgi vesicle-
mediated
transport;GO:00072
83|spermatogenesis;

GO:0005913|cell-
cell adherens
junction;GO:000582
9|cytosol;GO:00904
98|extrinsic
component of Golgi
membrane;GO:0005
794|Golgi
apparatus;GO:00325
80|Golgi cisterna
membrane;GO:0000
139|Golgi
membrane;GO:0017
119|Golgi transport
complex;GO:001602
0|membrane;GO:00
05730|nucleolus;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00052
15|transporter
activity;

. .

ENSG00000090621 1 3 1 8 2.686034794 0 3 1 7 0.649784114 0.539119088 0.654025672 up no PABPC4 protein_coding chr1:39560816-
39576790:-

gi|208431833|ref|NP
_001129125.1| 3249 0

polyadenylate-
binding protein 4
isoform 1 [Homo
sapiens]

gi|34532204|dbj|AK
125926.1| 3582 0

Homo sapiens
cDNA FLJ43938 fis,
clone
TESTI4014133,
moderately  similar
to Polyadenylate-
binding protein 4

Q13310 250 1.00E-77 Polyadenylate-
binding protein 4 . . . . pfam00658 PABP

Poly-adenylate
binding protein,
unique domain. The
region featured in
this family is found
towards the C-
terminus of
poly(A)-binding
proteins (PABPs).
These are
eukaryotic proteins
that, through their
binding of the 3'
poly(A) tail on
mRNA, have very
important roles in
the pathways of
gene expression.
They seem to
provide a scaffold
on which other
proteins can bind
and mediate
processes such as
export, translation
and turnover of the
transcripts.
Moreover, they may
act as antagonists to
the binding of
factors that allow
mRNA degradation,
regulating mRNA
longevity. PABPs
are also involved in

GO:0007596|blood
coagulation;GO:000
6401|RNA catabolic
process;GO:000639
6|RNA
processing;GO:0006
412|translation;

GO:0005737|cytopla
sm;GO:0010494|cyt
oplasmic stress
granule;GO:0030529
|ribonucleoprotein
complex;GO:000563
4|nucleus;

GO:0000166|nucleot
ide
binding;GO:000814
3|poly(A)
binding;GO:004482
2|poly(A) RNA
binding;GO:000826
6|poly(U) RNA
binding;

K13126
PABPC;
polyadenylate-
binding protein

ENSG00000090776 2 3 3 7 2.356516807 0 0 1 2 2.811570213 0.014356047 0.046323602 up yes EFNB1 protein_coding chrX:68828997-
68842147:+

gi|403305103|ref|XP
_003943111.1| 1539 0

PREDICTED:
ephrin-B1 [Saimiri
boliviensis
boliviensis]

gi|183603932|ref|N
M_004429.4| 3314 0

Homo sapiens
ephrin-B1 (EFNB1),
mRNA

P98172 597 0 Ephrin-B1 . . . . pfam00812 Ephrin Ephrin.

GO:0007411|axon
guidance;GO:00071
55|cell
adhesion;GO:00072
67|cell-cell
signaling;GO:00098
80|embryonic
pattern
specification;GO:00
48013|ephrin
receptor signaling
pathway;GO:000175
5|neural crest cell
migration;GO:00421
02|positive
regulation of T cell
proliferation;GO:00
31295|T cell
costimulation;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00058
87|integral
component of
plasma
membrane;GO:0045
121|membrane
raft;GO:0005634|nu
cleus;GO:0005886|p
lasma
membrane;GO:0045
202|synapse;

GO:0046875|ephrin
receptor binding; K05463 EFNB; ephrin-B

ENSG00000090857 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no PDPR protein_coding chr16:70113626-
70162537:+

gi|21693126|dbj|BA
C02699.1| 4693 0 KIAA1990 protein

[Homo sapiens]
gi|152013037|gb|BC
150251.1| 8018 0

Homo sapiens
pyruvate
dehydrogenase
phosphatase
regulatory subunit,
mRNA (cDNA
clone MGC:166807
IMAGE:9007476),
complete cds

Q8NCN5 543 0

Pyruvate
dehydrogenase
phosphatase
regulatory subunit,
mitochondrial

. . . . pfam01571 GCV_T

Aminomethyltransfe
rase folate-binding
domain. This is a
family of glycine
cleavage T-proteins,
part of the glycine
cleavage
multienzyme
complex (GCV)
found in bacteria
and the
mitochondria of
eukaryotes. GCV
catalyses the
catabolism of
glycine in
eukaryotes. The T-
protein is an
aminomethyl
transferase.

GO:0010510|regulati
on of acetyl-CoA
biosynthetic process
from pyruvate;

GO:0005737|cytopla
sm;GO:0005759|mit
ochondrial matrix;

GO:0004741|[pyruv
ate dehydrogenase
(lipoamide)]
phosphatase
activity;GO:0016491
|oxidoreductase
activity;

K17509

PDPR; pyruvate
dehydrogenase
phosphatase
regulatory subunit

ENSG00000090863 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no GLG1 protein_coding chr16:74447427-
74607144:-

gi|54633312|ref|NP_
036333.2| 5882 0

Golgi apparatus
protein 1 isoform 1
precursor [Homo
sapiens]

gi|224586813|ref|N
M_012201.5| 8261 0

Homo sapiens golgi
glycoprotein 1
(GLG1), transcript
variant 1, mRNA

Q61543 189 3.00E-48 Golgi apparatus
protein 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

. K06816 GLG1, ESL1; golgi
apparatus protein 1

ENSG00000090905 22 30 20 100 110.863889 279 235 136 239 -1.958569229 3.24E-06 7.80E-05 down yes TNRC6A protein_coding chr16:24610209-
24827632:+

gi|116805348|ref|NP
_055309.2| 8094 0

trinucleotide repeat-
containing gene 6A
protein [Homo
sapiens]

gi|116805347|ref|N
M_014494.2| 8423 0

Homo sapiens
trinucleotide repeat
containing 6A
(TNRC6A), mRNA

Q3UHK8 173 3.00E-49
Trinucleotide
repeat-containing
gene 6A protein

. . . . pfam10427 Ago_hook

Argonaute hook.
This region has
been called the
argonaute hook. It
has been shown to
bind to the Piwi
domain pfam02171
of Argnonaute
proteins.

GO:0009267|cellular
response to
starvation;GO:00351
95|gene silencing by
miRNA;GO:003104
7|gene silencing by
RNA;GO:0032507|
maintenance of
protein location in
cell;GO:0035278|ne
gative regulation of
translation involved
in gene silencing by
miRNA;GO:190015
3|positive regulation
of nuclear-
transcribed mRNA
catabolic process,
deadenylation-
dependent
decay;GO:0060213|
positive regulation
of nuclear-
transcribed mRNA
poly(A) tail
shortening;

GO:0000932|cytopla
smic mRNA
processing
body;GO:0005794|G
olgi
apparatus;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00350
68|micro-
ribonucleoprotein
complex;GO:000565
4|nucleoplasm;GO:0
048471|perinuclear
region of cytoplasm;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:003294
7|protein complex
scaffold;

K18412

TNRC6, GW182;
trinucleotide repeat-
containing gene 6
protein



ENSG00000090989 0 1 0 1 0.925096406 3 1 0 3 -1.287155417 0.41806598 NA down no EXOC1 protein_coding chr4:55853616-
55905034:+

gi|30410720|ref|NP_
060731.2| 4582 0

exocyst complex
component 1
isoform 1 [Homo
sapiens]

gi|67944633|ref|NM
_001024924.1| 3517 0

Homo sapiens
exocyst complex
component 1
(EXOC1), transcript
variant 3, mRNA

Q8R3S6 248 6.00E-75 Exocyst complex
component 1 . . . . pfam09763 Sec3_C

Exocyst complex
component Sec3.
This entry is the
conserved middle
and C-terminus of
the Sec3 protein.
Sec3 binds to the C-
terminal
cytoplasmic domain
of GLYT1 (glycine
transporter protein
1). Sec3 is the
exocyst component
that is closest to the
plasma membrane
docking site and it
serves as a spatial
landmark in the
plasma membrane
for incoming
secretory vesicles.
Sec3 is recruited to
the sites of
polarised membrane
growth through its
interaction with
Rho1p, a small
GTP-binding
protein.

GO:0051601|exocyst
localization;GO:000
6887|exocytosis;GO:
0006893|Golgi to
plasma membrane
transport;GO:00610
24|membrane
organization;GO:00
48015|phosphatidyli
nositol-mediated
signaling;GO:00507
14|positive
regulation of
protein
secretion;GO:00150
31|protein transport;

GO:0005737|cytopla
sm;GO:0098592|cyt
oplasmic side of
apical plasma
membrane;GO:0000
145|exocyst;GO:001
6020|membrane;GO
:0005886|plasma
membrane;

GO:0017049|GTP-
Rho
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;

. .

ENSG00000091009 9 15 16 8 10.87249772 4 9 12 10 1.0533272 0.051983484 0.116990522 up no RBM27 protein_coding chr5:146203600-
146289132:+

gi|168229174|ref|NP
_061862.1| 4037 0

RNA-binding
protein 27 [Homo
sapiens]

gi|168229173|ref|N
M_018989.1| 6451 0

Homo sapiens RNA
binding motif
protein 27
(RBM27), mRNA

Q9P2N5 1559 0 RNA-binding
protein 27 . . . . pfam13893 RRM_5

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins.

GO:0006397|mRNA
processing;

GO:0005737|cytopla
sm;GO:0016607|nuc
lear speck;

GO:0046872|metal
ion
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;

K13193 RBM27; RNA-
binding protein 27

ENSG00000091010 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no POU4F3 protein_coding chr5:146339024-
146340520:+

gi|4505965|ref|NP_0
02691.1| 1637 0

POU domain, class
4, transcription
factor 3 [Homo
sapiens]

gi|225735566|ref|N
M_002700.2| 1182 0

Homo sapiens POU
class 4 homeobox 3
(POU4F3), mRNA

Q15319 635 0
POU domain, class
4, transcription
factor 3

. . . . pfam00157 Pou
Pou domain - N-
terminal to
homeobox domain.

GO:0042491|auditor
y receptor cell
differentiation;GO:0
048675|axon
extension;GO:00424
72|inner ear
morphogenesis;GO:
0050885|neuromusc
ular process
controlling
balance;GO:005140
2|neuron apoptotic
process;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00312
90|retinal ganglion
cell axon
guidance;GO:00076
05|sensory
perception of
sound;GO:0021562|
vestibulocochlear
nerve
development;GO:00
07601|visual
perception;

GO:0005654|nucleo
plasm;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09366

POU4F, BRN3;
POU domain
transcription factor,
class 4

ENSG00000091129 0 0 0 3 1.813286241 4 3 3 5 -1.914304523 0.125330846 0.220663639 down no NRCAM protein_coding chr7:108147623-
108456717:-

gi|81158226|ref|NP_
001032209.1| 6708 0

neuronal cell
adhesion molecule
isoform A precursor
[Homo sapiens]

gi|578814292|ref|X
M_005250373.2| 6662 0

PREDICTED:
Homo sapiens
neuronal cell
adhesion molecule
(NRCAM),
transcript variant
X8, mRNA

P35331 169 1.00E-41 Neuronal cell
adhesion molecule . . . . pfam13882 Bravo_FIGEY

Bravo-like
intracellular region.
This is the very C-
terminal
intracellular region
of neural adhesion
molecule L1
proteins that are
also known as
Bravo or NrCAM. It
lies upstream of the
IG and Fn3
domains and has the
highly conserved
motif FIGEY. The
function is not
known.

GO:0016339|calciu
m-dependent cell-
cell adhesion via
plasma membrane
cell adhesion
molecules;GO:0016
338|calcium-
independent cell-
cell adhesion via
plasma membrane
cell-adhesion
molecules;GO:0045
162|clustering of
voltage-gated
sodium
channels;GO:00071
56|homophilic cell
adhesion via plasma
membrane adhesion
molecules;GO:0007
158|neuron cell-cell
adhesion;

GO:0005911|cell-
cell
junction;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0030506|ankyri
n
binding;GO:003024
6|carbohydrate
binding;GO:005083
9|cell adhesion
molecule
binding;GO:003024
7|polysaccharide
binding;GO:004698
2|protein
heterodimerization
activity;

K06756
NRCAM; neuronal
cell adhesion
molecule

ENSG00000091164 1 0 0 4 1.127635454 0 2 2 1 0.404597827 0.785199514 0.853541864 up no TXNL1 protein_coding chr18:56597208-
56651600:-

gi|4759274|ref|NP_0
04777.1| 1549 0

thioredoxin-like
protein 1 [Homo
sapiens]

gi|4510438|gb|AC00
7052.4|AC007052 5849 0

Homo sapiens
chromosome 18,
clone
hRPK.411_H_24,
complete sequence

O43396 57 5.00E-08 Thioredoxin-like
protein 1 . . . . pfam06201 PITH

PITH domain. This
family was formerly
known as DUF1000.
The full-length,
Txnl1, protein
which is a probable
component of the
26S proteasome,
uses its C-terminal,
PITH, domain to
associate
specifically with the
26S proteasome.
PITH derives from
proteasome-
interacting
thioredoxin domain.

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K11447
UTX, UTY; histone
demethylase
[EC:1.14.11.-]

ENSG00000091428 0 0 0 0 2.706220575 11 8 5 3 -4.634202536 0.000360923 0.002955485 down yes RAPGEF4 protein_coding chr2:172735274-
173052893:+

gi|155030204|ref|NP
_008954.2| 5355 0

rap guanine
nucleotide exchange
factor 4 isoform a
[Homo sapiens]

gi|155030203|ref|N
M_007023.3| 4296 0

Homo sapiens Rap
guanine nucleotide
exchange factor
(GEF) 4
(RAPGEF4),
transcript variant 1,
mRNA

Q8WZA2 2067 0
Rap guanine
nucleotide exchange
factor 4

. . . . pfam00617 RasGEF

RasGEF domain.
Guanine nucleotide
exchange factor for
Ras-like small
GTPases.

GO:0017156|calciu
m ion-dependent
exocytosis;GO:0019
933|cAMP-mediated
signaling;GO:00071
86|G-protein
coupled receptor
signaling
pathway;GO:003007
3|insulin
secretion;GO:00171
57|regulation of
exocytosis;GO:0050
796|regulation of
insulin
secretion;GO:00072
64|small GTPase
mediated signal
transduction;

GO:0005829|cytosol
;GO:0016020|memb
rane;GO:0005886|pl
asma membrane;

GO:0030552|cAMP
binding;GO:000508
5|guanyl-nucleotide
exchange factor
activity;GO:0017016
|Ras GTPase
binding;GO:000508
8|Ras guanyl-
nucleotide exchange
factor activity;

K04351

RAPGEF4, EPAC2;
Rap guanine
nucleotide exchange
factor 4

ENSG00000091436 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no MAP3K20 protein_coding chr2:173075435-
173268010:+

gi|62087528|dbj|BA
D92211.1| 4280 0

Plaucible mixed-
lineage kinase
protein variant
[Homo sapiens]

gi|82880649|ref|NM
_133646.2| 7176 0

Homo sapiens
sterile alpha motif
and leucine zipper
containing kinase
AZK (ZAK),
transcript variant 2,
mRNA

Q9NYL2 253 5.00E-77
Mitogen-activated
protein kinase
kinase kinase MLT

YAR019c 119 7.00E-27 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine
kinase.

GO:0007257|activati
on of JUN kinase
activity;GO:0000186
|activation of
MAPKK
activity;GO:0007050
|cell cycle
arrest;GO:0000075|c
ell cycle
checkpoint;GO:0008
219|cell
death;GO:0030154|c
ell
differentiation;GO:0
008283|cell
proliferation;GO:00
07010|cytoskeleton
organization;GO:00
00077|DNA damage
checkpoint;GO:0042
733|embryonic digit
morphogenesis;GO:
0035556|intracellula
r signal
transduction;GO:00
60173|limb
development;GO:00
43065|positive
regulation of
apoptotic
process;GO:000646
8|protein
phosphorylation;GO
:0009314|response
to

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:000470
9|MAP kinase
kinase kinase
activity;GO:0044822
|poly(A) RNA
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K04424

ZAK, MLTK; sterile
alpha motif and
leucine zipper
containing kinase
AZK [EC:2.7.11.25]

ENSG00000091483 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no FH protein_coding chr1:241497603-
241519761:-

gi|426334337|ref|XP
_004028710.1| 2488 0

PREDICTED:
fumarate hydratase,
mitochondrial
[Gorilla gorilla
gorilla]

gi|299758401|ref|N
M_000143.3| 1797 0

Homo sapiens
fumarate hydratase
(FH), mRNA

P07954 941 0 Fumarate hydratase,
mitochondrial YPL262w 626 0 COG0114 pfam00206 Lyase_1 Lyase.

GO:0006106|fumara
te metabolic
process;GO:004887
3|homeostasis of
number of cells
within a
tissue;GO:0006108|
malate metabolic
process;GO:005126
2|protein
tetramerization;GO:
0006099|tricarboxyli
c acid cycle;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00057
59|mitochondrial
matrix;GO:0005739|
mitochondrion;GO:
0045239|tricarboxyli
c acid cycle enzyme
complex;

GO:0004333|fumara
te hydratase activity; K01679

E4.2.1.2B, fumC;
fumarate hydratase,
class II [EC:4.2.1.2]

ENSG00000091490 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SEL1L3 protein_coding chr4:25747427-
25863760:-

gi|154689719|ref|NP
_056002.2| 5738 0

protein sel-1
homolog 3 isoform
1 [Homo sapiens]

gi|38174563|gb|BC0
60867.1| 4368 0

Homo sapiens
KIAA0746 protein,
mRNA (cDNA
clone MGC:71815
IMAGE:30344157),
complete cds

Q68CR1 142 2.00E-36 Protein sel-1
homolog 3 SMc03995 66.2 3.00E-10 COG0790 pfam08238 Sel1

Sel1 repeat. This
short repeat is
found in the Sel1
protein. It is related
to TPR repeats.

.

GO:0016021|integral
component of
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

. . .



ENSG00000091527 0 0 0 0 0.206560414 0 0 2 0 -0.901932469 0.798356839 NA down no CDV3 protein_coding chr3:133573730-
133590261:+

gi|119599582|gb|EA
W79176.1| 854 2.00E-102

CDV3 homolog
(mouse), isoform
CRA_a [Homo
sapiens]

gi|544346233|ref|N
M_001134423.2| 3621 0

Homo sapiens
CDV3 homolog
(mouse) (CDV3),
transcript variant 3,
mRNA

Q9UKY7 219 2.00E-66 Protein CDV3
homolog . . . . pfam15359 CDV3

Carnitine
deficiency-
associated protein 3.
This family of
proteins is found in
eukaryotes. Proteins
in this family are
typically between
128 and 251 amino
acids in length.
CDV3 is also
known as TPP36 -
tyrosine-
phosphorylated
protein 36. The
function is not
known.

GO:0008283|cell
proliferation;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005886|
plasma membrane;

. . .

ENSG00000091592 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no NLRP1 protein_coding chr17:5499427-
5619424:-

gi|14719829|ref|NP_
127497.1| 7227 0

NACHT, LRR and
PYD domains-
containing protein 1
isoform 1 [Homo
sapiens]

gi|119393883|ref|N
M_014922.4| 5444 0

Homo sapiens NLR
family, pyrin
domain containing 1
(NLRP1), transcript
variant 2, mRNA

Q8N2A0 61.2 7.00E-09

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13553 FIIND

Function to find.
The function to find
(FIIND) was
initially discovered
in two proteins,
NLRP1 (aka
NALP1, CARD7,
NAC, DEFCAP)
and CARD8 (aka
TUCAN, Cardinal).
NLRP1 is a member
of the Nod-like
receptor (NLR)
protein superfamily
and is involved in
apoptosis and
inflammation. To
date, it is the only
NLR protein known
to have a FIIND
domain. The FIIND
domain is also
present in the
CARD8 protein
where, like in
NLRP1, it is
followed by a C-
terminal CARD
domain. Both
proteins are
described  to form
an "inflammasome",
a macro-molecular
complex able to
process caspase 1

GO:0007597|blood
coagulation,
intrinsic
pathway;GO:001652
5|negative
regulation of
angiogenesis;GO:00
30195|negative
regulation of blood
coagulation;GO:001
0596|negative
regulation of
endothelial cell
migration;GO:00019
37|negative
regulation of
endothelial cell
proliferation;GO:00
51918|negative
regulation of
fibrinolysis;GO:003
3033|negative
regulation of
myeloid cell
apoptotic
process;GO:003439
2|negative
regulation of
smooth muscle cell
apoptotic
process;GO:003163
9|plasminogen
activation;GO:00025
76|platelet
degranulation;GO:0

GO:0009986|cell
surface;GO:0042627
|chylomicron;GO:00
70062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0034364|h
igh-density
lipoprotein
particle;GO:0031089
|platelet dense
granule
lumen;GO:0034361|
very-low-density
lipoprotein particle;

GO:0001948|glycop
rotein
binding;GO:000820
1|heparin
binding;GO:000828
9|lipid
binding;GO:006023
0|lipoprotein lipase
activator
activity;GO:0005543
|phospholipid
binding;

K12798

NLRP1, CARD7;
NACHT, LRR and
PYD domains-
containing protein 1

ENSG00000091622 0 0 0 1 0.499382381 1 1 0 2 -1.134965661 0.56066333 NA down no PITPNM3 protein_coding chr17:6451264-
6556494:-

gi|190358515|ref|NP
_112497.2| 4733 0

membrane-
associated
phosphatidylinositol
transfer protein 3
isoform 1 [Homo
sapiens]

gi|190358514|ref|N
M_031220.3| 7086 0

Homo sapiens
PITPNM family
member 3
(PITPNM3),
transcript variant 1,
mRNA

Q9BZ71 912 0

Membrane-
associated
phosphatidylinositol
transfer protein 3

CAC2938 115 4.00E-26 COG5083 pfam02862 DDHD

DDHD domain. The
DDHD domain is
180 residues long
and contains four
conserved residues
that may form a
metal binding site.
The domain is
named after these
four residues. This
pattern of
conservation of
metal binding
residues is often
seen in
phosphoesterase
domains. This
domain is found in
retinal degeneration
B proteins, as well
as a family of
probable
phospholipases. It
has been shown that
this domain is
found in a longer C
terminal region that
binds to PYK2
tyrosine kinase.
These proteins have
been called N-
terminal domain-
interacting receptor
(Nir1, Nir2 and
Nir3) This suggests

GO:0046488|phosph
atidylinositol
metabolic process;

GO:0012505|endom
embrane
system;GO:0016021|
integral component
of
membrane;GO:0005
622|intracellular;

GO:0005509|calciu
m ion
binding;GO:000828
9|lipid
binding;GO:000852
6|phosphatidylinosit
ol transporter
activity;GO:0030971
|receptor tyrosine
kinase binding;

. .

ENSG00000091656 3 4 4 3 5.926585523 7 8 12 11 -0.882177343 0.151702282 0.257938453 down no ZFHX4 protein_coding chr8:76681219-
76867285:+

gi|291167749|ref|NP
_078997.4| 16150 0

zinc finger
homeobox protein 4
[Homo sapiens]

gi|291167748|ref|N
M_024721.4| 13958 0

Homo sapiens zinc
finger homeobox 4
(ZFHX4), mRNA

Q86UP3 1854 0 Zinc finger
homeobox protein 4 ECU06g0500 52.4 3.00E-06 COG5576 pfam00046 Homeobox Homeobox domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000827
0|zinc ion binding;

K09380 ZFHX4; zinc finger
homeobox protein 4

ENSG00000091664 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SLC17A6 protein_coding chr11:22338097-
22379503:+

gi|9966811|ref|NP_0
65079.1| 3105 0

vesicular glutamate
transporter 2 [Homo
sapiens]

gi|215820654|ref|N
M_020346.2| 3925 0

Homo sapiens
solute carrier family
17 (vesicular
glutamate
transporter),
member 6
(SLC17A6), mRNA

Q9JI12 213 5.00E-64 Vesicular glutamate
transporter 2 . . . . pfam07690 MFS_1 Major Facilitator

Superfamily.

GO:0007420|brain
development;GO:00
21766|hippocampus
development;GO:00
03407|neural retina
development;GO:00
01504|neurotransmit
ter
uptake;GO:0006814|
sodium ion
transport;

GO:0030054|cell
junction;GO:000576
9|early
endosome;GO:0060
076|excitatory
synapse;GO:001602
1|integral
component of
membrane;GO:1990
030|pericellular
basket;GO:0008021|
synaptic
vesicle;GO:0030672|
synaptic vesicle
membrane;

GO:0005313|L-
glutamate
transmembrane
transporter
activity;GO:0015293
|symporter activity;

K12302

SLC17A6_7_8;
MFS transporter,
ACS family, solute
carrier family 17
(sodium-dependent
inorganic phosphate
cotransporter),
member 6/7/8

ENSG00000092020 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PPP2R3C protein_coding chr14:35085467-
35122517:-

gi|31542242|ref|NP_
060387.2| 2320 0

serine/threonine-
protein phosphatase
2A regulatory
subunit B'' subunit
gamma isoform 1
[Homo sapiens]

gi|30172459|gb|AY1
57304.1| 1834 0

Homo sapiens
chromosome 14
open reading frame
transcript variant 1
(C14ORF10)
mRNA, complete
cds

Q5E9G1 129 3.00E-113

Serine/threonine-
protein phosphatase
2A regulatory
subunit B'' subunit
gamma

. . . . pfam13499 EF-hand_7 EF-hand domain
pair.

GO:0032147|activati
on of protein kinase
activity;GO:0001782
|B cell
homeostasis;GO:003
0865|cortical
cytoskeleton
organization;GO:00
00226|microtubule
cytoskeleton
organization;GO:00
45579|positive
regulation of B cell
differentiation;GO:0
002759|regulation of
antimicrobial
humoral
response;GO:00508
64|regulation of B
cell
activation;GO:00519
00|regulation of
mitochondrial
depolarization;GO:0
048536|spleen
development;GO:00
43029|T cell
homeostasis;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000563
4|nucleus;GO:00058
19|spindle;

GO:0046872|metal
ion binding; K11583

PPP2R3;
serine/threonine-
protein phosphatase
2A regulatory
subunit B''

ENSG00000092051 0 1 0 2 4.737316691 14 6 11 13 -3.400247009 0.000884998 0.005995427 down yes JPH4 protein_coding chr14:23568035-
23578800:-

gi|14017879|dbj|BA
B47460.1| 2229 0 KIAA1831 protein

[Homo sapiens]
gi|225690499|ref|N
M_032452.2| 4386 0

Homo sapiens
junctophilin 4
(JPH4), transcript
variant 1, mRNA

Q96JJ6 246 2.00E-73 Junctophilin-4 PA4016_1 58.2 1.00E-07 COG4642 pfam02493 MORN

MORN repeat. The
MORN (Membrane
Occupation and
Recognition Nexus)
repeat is found in
multiple copies in
several proteins
including
junctophilins (See
Takeshima et al.
Mol. Cell 2000;6:11-
22).  #=GF CC   A
MORN-repeat
protein has been
identified in the
parasite
Toxoplasma gondiis
a dynamic
component of cell
division apparatus
in Toxoplasma
gondii. It has been
hypothesised to
functions as a linker
protein between
certain membrane
regions and the
parasite's
cytoskeleton.

GO:0060402|calciu
m ion transport into
cytosol;GO:0007612
|learning;GO:005088
5|neuromuscular
process controlling
balance;GO:006031
4|regulation of
ryanodine-sensitive
calcium-release
channel
activity;GO:0048167
|regulation of
synaptic plasticity;

GO:0043198|dendrit
ic
shaft;GO:0016021|in
tegral component of
membrane;GO:0030
314|junctional
membrane
complex;GO:001470
1|junctional
sarcoplasmic
reticulum
membrane;GO:0005
886|plasma
membrane;GO:0005
790|smooth
endoplasmic
reticulum;

. K19530 JPH; junctophilin

ENSG00000092096 0 0 1 5 1.620876543 3 2 3 1 -0.210847897 0.86250459 0.909664622 down no SLC22A17 protein_coding chr14:23346306-
23352912:-

gi|431907174|gb|EL
K11240.1| 2269 0

Solute carrier family
22 member 17
[Pteropus alecto]

gi|544446324|ref|X
M_005560859.1| 2301 0

PREDICTED:
Macaca fascicularis
solute carrier family
22, member 17
(SLC22A17),
transcript variant
X1, mRNA

Q3SZQ2 148 1.00E-38 Solute carrier family
22 member 17 . . . . pfam00083 Sugar_tr Sugar (and other)

transporter.

GO:0055072|iron
ion
homeostasis;GO:001
5891|siderophore
transport;

GO:0031301|integral
component of
organelle
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
774|vacuolar
membrane;

GO:0008514|organic
anion
transmembrane
transporter
activity;GO:0004888
|transmembrane
signaling receptor
activity;

K08213

SLC22A17; MFS
transporter, OCT
family, solute
carrier family 22
(organic cation
transporter),
member 17

ENSG00000092148 2 4 1 13 23.89615625 91 52 22 50 -3.016294938 2.09E-06 5.50E-05 down yes HECTD1 protein_coding chr14:31100112-
31207804:-

gi|821030932|ref|XP
_012353571.1| 12199 0

PREDICTED: E3
ubiquitin-protein
ligase HECTD1
[Nomascus
leucogenys]

gi|612339309|ref|N
M_015382.3| 9134 0

Homo sapiens
HECT domain
containing E3
ubiquitin protein
ligase 1 (HECTD1),
mRNA

Q69ZR2 236 2.00E-69 E3 ubiquitin-protein
ligase HECTD1 SPAC12B10.01c 151 5.00E-38 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0046872|metal
ion
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K12231

HECTD1; E3
ubiquitin-protein
ligase HECTD1
[EC:2.3.2.26]



ENSG00000092199 5 8 4 4 6.247008348 3 6 13 9 -0.003320373 0.995903464 0.997052142 down no HNRNPC protein_coding chr14:21209136-
21269494:-

gi|194378810|dbj|B
AG63570.1| 1080 1.00E-140

unnamed protein
product [Homo
sapiens]

gi|34533641|dbj|AK
126950.1| 4489 0

Homo sapiens
cDNA FLJ45003 fis,
clone
BRAWH3011623,
highly similar to
Heterogeneous
nuclear
ribonucleoproteins
C

O77768 116 1.00E-29
Heterogeneous
nuclear
ribonucleoprotein C

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0000398|mRNA
splicing, via
spliceosome;

GO:0005681|spliceo
somal complex;

GO:1990247|N6-
methyladenosine-
containing RNA
binding;GO:000016
6|nucleotide
binding;

K12884

HNRNPC;
heterogeneous
nuclear
ribonucleoprotein
C1/C2

ENSG00000092203 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no TOX4 protein_coding chr14:21476597-
21499175:+

gi|40788344|dbj|BA
A34457.2| 2374 0 KIAA0737 protein

[Homo sapiens]
gi|426376295|ref|X
M_004054892.1| 4507 0

PREDICTED:
Gorilla gorilla
gorilla TOX high
mobility group box
family member 4,
transcript variant 1
(TOX4), mRNA

O94842 221 2.00E-59
TOX high mobility
group box family
member 4

YBR089c-a 57 2.00E-08 COG5648 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0000785|chrom
atin;GO:0005654|nu
cleoplasm;GO:0072
357|PTW/PP1
phosphatase
complex;

GO:0003677|DNA
binding; . .

ENSG00000092421 0 0 0 0 0.402565047 3 1 0 0 -1.884965981 0.500886848 NA down no SEMA6A protein_coding chr5:116443616-
116574934:-

gi|7243117|dbj|BAA
92606.1| 5518 0 KIAA1368 protein

[Homo sapiens]
gi|22749800|gb|BC0
32619.1| 6825 0

Homo sapiens sema
domain,
transmembrane
domain (TM), and
cytoplasmic
domain,
(semaphorin) 6A,
mRNA (cDNA
clone
IMAGE:5578066)

Q9H2E6 246 2.00E-74 Semaphorin-6A . . . . pfam01403 Sema

Sema domain. The
Sema domain
occurs in
semaphorins, which
are a large family of
secreted and
transmembrane
proteins, some of
which function as
repellent signals
during axon
guidance. Sema
domains also occur
in the hepatocyte
growth factor
receptor and human
plexin A-3.

GO:0009887|organ
morphogenesis;GO:
0006915|apoptotic
process;GO:000741
1|axon
guidance;GO:00071
66|cell surface
receptor signaling
pathway;GO:000701
0|cytoskeleton
organization;GO:00
48843|negative
regulation of axon
extension involved
in axon
guidance;GO:00073
99|nervous system
development;GO:00
01755|neural crest
cell
migration;GO:20012
24|positive
regulation of
neuron
migration;GO:00715
26|semaphorin-
plexin signaling
pathway;

GO:0030424|axon;G
O:0016021|integral
component of
membrane;GO:0005
887|integral
component of
plasma membrane;

GO:0045499|chemo
repellent
activity;GO:0030215
|semaphorin
receptor binding;

K06842 SEMA6;
semaphorin 6

ENSG00000092439 0 0 0 2 2.303025878 9 7 1 4 -2.898868775 0.031971924 0.082676574 down no TRPM7 protein_coding chr15:50552473-
50686815:-

gi|148612863|ref|NP
_060142.3| 9948 0

transient receptor
potential cation
channel subfamily
M member 7
isoform a [Homo
sapiens]

gi|13562152|gb|AF3
46629.2| 7212 0

Homo sapiens
channel-kinase 1
(CHAK1) mRNA,
complete cds

Q96QT4 3836 0

Transient receptor
potential cation
channel subfamily
M member 7

. . . . pfam02816 Alpha_kinase

Alpha-kinase
family. This family
is a novel family of
eukaryotic protein
kinase catalytic
domains, which
have no detectable
similarity to
conventional
kinases. The family
contains myosin
heavy chain kinases
and Elongation
Factor-2 kinase and
a bifunctional ion
channel. This family
is known as the
alpha-kinase family.
The structure of the
kinase domain
revealed unexpected
similarity to
eukaryotic protein
kinases in the
catalytic core as
well as to metabolic
enzymes with ATP-
grasp domains.

GO:0031032|actomy
osin structure
organization;GO:00
70588|calcium ion
transmembrane
transport;GO:00163
40|calcium-
dependent cell-
matrix
adhesion;GO:00109
61|cellular
magnesium ion
homeostasis;GO:007
0266|necroptotic
process;GO:004677
7|protein
autophosphorylatio
n;GO:0051262|prote
in tetramerization;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;GO:0001
726|ruffle;

GO:0005524|ATP
binding;GO:000526
2|calcium channel
activity;GO:0046872
|metal ion
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K04982

TRPM7, CHAK1;
transient receptor
potential cation
channel subfamily
M member 7
[EC:2.7.11.1]

ENSG00000092820 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no EZR protein_coding chr6:158765741-
158819412:-

gi|11276938|pir||T47
177 2928 0

hypothetical protein
DKFZp762H157.1 -
human (fragment)

gi|161702985|ref|N
M_001111077.1| 3096 0

Homo sapiens ezrin
(EZR), transcript
variant 2, mRNA

P15311 72 1.00E-12 Ezrin . . . . pfam00769 ERM

Ezrin/radixin/moesi
n family. This
family of proteins
contain a band 4.1
domain
(pfam00373), at
their amino
terminus. This
family represents
the rest of these
proteins.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
051017|actin
filament bundle
assembly;GO:00309
53|astral
microtubule
organization;GO:00
07411|axon
guidance;GO:00346
29|cellular protein
complex
localization;GO:007
1320|cellular
response to
cAMP;GO:0043622|
cortical microtubule
organization;GO:00
07016|cytoskeletal
anchoring at plasma
membrane;GO:0051
660|establishment of
centrosome
localization;GO:006
1028|establishment
of endothelial
barrier;GO:0090002|
establishment of
protein localization
to plasma
membrane;GO:0035
088|establishment or
maintenance of
apical/basal cell

GO:0015629|actin
cytoskeleton;GO:00
05884|actin
filament;GO:004517
7|apical part of
cell;GO:0016324|api
cal plasma
membrane;GO:0097
449|astrocyte
projection;GO:0016
323|basolateral
plasma
membrane;GO:0005
903|brush
border;GO:0044297|
cell
body;GO:0071944|c
ell
periphery;GO:00429
95|cell
projection;GO:0051
286|cell
tip;GO:0005913|cell-
cell adherens
junction;GO:003606
4|ciliary basal
body;GO:0030863|c
ortical
cytoskeleton;GO:00
05737|cytoplasm;G
O:0098592|cytoplas
mic side of apical
plasma
membrane;GO:0005
829|cytosol;GO:000

GO:0003779|actin
binding;GO:005101
5|actin filament
binding;GO:005111
7|ATPase
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00508
39|cell adhesion
molecule
binding;GO:000801
7|microtubule
binding;GO:004482
2|poly(A) RNA
binding;GO:001990
4|protein domain
specific
binding;GO:003423
6|protein kinase A
catalytic subunit
binding;GO:003423
7|protein kinase A
regulatory subunit
binding;GO:004454
8|S100 protein
binding;

K08007 VIL2; villin 2
(ezrin)

ENSG00000092841 1 0 1 0 0.673668636 0 1 1 1 0.078653824 0.964528175 NA up no MYL6 protein_coding chr12:56158161-
56163496:+

gi|221043506|dbj|B
AH13430.1| 1127 3.00E-151

unnamed protein
product [Homo
sapiens]

gi|343958781|dbj|A
K306252.1| 1414 0

Pan troglodytes
mRNA for myosin
light polypeptide 6,
complete cds, clone:
PtsC-46-5_G11

Q5R844 310 3.00E-106 Myosin light
polypeptide 6 SPAC3A12.14 116 1.00E-30 COG5126 pfam13499 EF-hand_7 EF-hand domain

pair. . GO:0016459|myosin
complex;

GO:0005509|calciu
m ion binding; K12751 MYL6; myosin light

chain 6

ENSG00000092847 0 3 1 2 10.23120459 39 23 10 23 -3.492733513 1.15E-05 0.000213753 down yes AGO1 protein_coding chr1:35869808-
35930528:+

gi|513137463|pdb|4
KRE|A 4635 0

Chain A, Structure
Of Human
Argonaute-1 Bound
To Endogenous Sf9
Rna

gi|11120998|emb|AL
139286.13| 11033 0

Human DNA
sequence from
clone RP4-789D17
on chromosome
1p34.1-34.3,
complete sequence

Q8CJG1 1439 0 Protein argonaute-1 . . . . pfam02171 Piwi

Piwi domain. This
domain is found in
the protein Piwi and
its relatives. The
function of this
domain is the
dsRNA guided
hydrolysis of
ssRNA.
Determination of
the crystal structure
of Argonaute
reveals that PIWI is
an RNase H
domain, and
identifies Argonaute
as Slicer, the
enzyme that cleaves
mRNA in the RNAi
RISC complex. In
addition, Mg+2
dependence and
production of 3'-OH
and 5' phosphate
products are shared
characteristics of
RNaseH and RISC.
The PIWI domain
core has a tertiary
structure belonging
to the RNase H
family of enzymes.
RNase H fold
proteins all have a
five stranded mixed

GO:0035280|miRN
A loading onto
RISC involved in
gene silencing by
miRNA;GO:003527
8|negative
regulation of
translation involved
in gene silencing by
miRNA;GO:001058
6|miRNA metabolic
process;GO:000095
6|nuclear-
transcribed mRNA
catabolic
process;GO:001062
8|positive regulation
of gene
expression;GO:1901
224|positive
regulation of
NIK/NF-kappaB
signaling;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00310
54|pre-miRNA
processing;GO:0035
196|production of
miRNAs involved
in gene silencing by
miRNA;GO:001050
1|RNA secondary

GO:0005737|cytopla
sm;GO:0000932|cyt
oplasmic mRNA
processing
body;GO:0005829|c
ytosol;GO:0030529|r
ibonucleoprotein
complex;GO:003506
8|micro-
ribonucleoprotein
complex;GO:000563
4|nucleus;GO:00058
44|polysome;GO:00
16442|RISC
complex;GO:007057
8|RISC-loading
complex;

GO:0001047|core
promoter
binding;GO:000372
5|double-stranded
RNA
binding;GO:003519
8|miRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000099
3|RNA polymerase
II core
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000372
7|single-stranded
RNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K11593

ELF2C, AGO;
eukaryotic
translation initiation
factor 2C



ENSG00000093000 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no NUP50 protein_coding chr22:45163841-
45188015:+

gi|24497451|ref|NP_
009103.2| 1895 0

nuclear pore
complex protein
Nup50 isoform b
[Homo sapiens]

gi|82659110|ref|NM
_007172.3| 5225 0

Homo sapiens
nucleoporin 50kDa
(NUP50), transcript
variant 2, mRNA

P51957 60.8 9.00E-10 Serine/threonine-
protein kinase Nek4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0031047|gene
silencing by
RNA;GO:0075733|i
ntracellular
transport of
virus;GO:0007077|
mitotic nuclear
envelope
disassembly;GO:000
6406|mRNA export
from
nucleus;GO:000660
6|protein import
into
nucleus;GO:001692
5|protein
sumoylation;GO:19
00034|regulation of
cellular response to
heat;GO:0010827|re
gulation of glucose
transport;GO:00064
09|tRNA export
from
nucleus;GO:001603
2|viral
process;GO:001908
3|viral transcription;

GO:0005737|cytopla
sm;GO:0031965|nuc
lear
membrane;GO:0005
643|nuclear
pore;GO:0005654|n
ucleoplasm;

GO:0008536|Ran
GTPase binding; K08857

NEK; NIMA (never
in mitosis gene a)-
related kinase
[EC:2.7.11.1]

ENSG00000094916 6 10 14 7 8.086913464 4 5 8 7 1.216520892 0.036984297 0.091590212 up no CBX5 protein_coding chr12:54230940-
54280133:-

gi|431921600|gb|EL
K18952.1| 1077 1.00E-139

Chromobox protein
like protein 5
[Pteropus alecto]

gi|188035906|ref|N
M_012117.2| 11522 0

Homo sapiens
chromobox
homolog 5 (CBX5),
transcript variant 3,
mRNA

P45973 298 6.00E-101 Chromobox protein
homolog 5 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K11587
CBX5, HP1A;
chromobox protein
5

ENSG00000094975 0 1 0 1 0.625953259 1 1 0 2 -0.477721074 0.781663556 NA down no SUCO protein_coding chr1:172532349-
172611833:+

gi|544346209|ref|NP
_057311.3| 6591 0

SUN domain-
containing
ossification factor
isoform 2 [Homo
sapiens]

gi|544346208|ref|N
M_016227.3| 5916 0

Homo sapiens SUN
domain containing
ossification factor
(SUCO), transcript
variant 2, mRNA

Q9UBS9 151 2.00E-39
SUN domain-
containing
ossification factor

. . . . pfam07738 Sad1_UNC

Sad1 / UNC-like C-
terminal. The C.
elegans UNC-84
protein is a nuclear
envelope protein
that is involved in
nuclear anchoring
and migration
during
development. The
S. pombe Sad1
protein localizes at
the spindle pole
body. UNC-84 and
and Sad1 share a
common C-terminal
region, that is often
termed the SUN
(Sad1 and UNC)
domain. In
mammals, the SUN
domain is present in
two proteins, Sun1
and Sun2. The SUN
domain of Sun2 has
been demonstrated
to be in the
periplasm.

GO:0007275|multice
llular organismal
development;GO:00
01503|ossification;G
O:0032967|positive
regulation of
collagen
biosynthetic
process;GO:004566
9|positive regulation
of osteoblast
differentiation;GO:0
046850|regulation of
bone remodeling;

GO:0016021|integral
component of
membrane;GO:0016
020|membrane;GO:
0005791|rough
endoplasmic
reticulum;GO:00308
67|rough
endoplasmic
reticulum
membrane;

. . .

ENSG00000095002 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no MSH2 protein_coding chr2:47402969-
47562311:+

gi|4557761|ref|NP_0
00242.1| 4861 0

DNA mismatch
repair protein Msh2
isoform 1 [Homo
sapiens]

gi|426335482|ref|X
M_004029201.1| 3244 0

PREDICTED:
Gorilla gorilla
gorilla mutS
homolog 2, colon
cancer,
nonpolyposis type 1
(E. coli) (MSH2),
mRNA

P43246 58.9 2.00E-09 DNA mismatch
repair protein Msh2 YOL090w 681 0 COG0249 pfam00488 MutS_V

MutS domain V.
This domain is
found in proteins of
the MutS family
(DNA mismatch
repair proteins) and
is found associated
with pfam01624,
pfam05188,
pfam05192 and
pfam05190. The
mutS family of
proteins is named
after the Salmonella
typhimurium MutS
protein involved in
mismatch repair;
other members of
the family included
the eukaryotic MSH
1,2,3, 4,5 and 6
proteins. These
have various roles
in DNA repair and
recombination.
Human MSH has
been implicated in
non-polyposis
colorectal
carcinoma
(HNPCC) and is a
mismatch binding
protein. The aligned
region corresponds
with domain V of

GO:0030183|B cel
differentiation;GO:0
019724|B cell
mediated
immunity;GO:00070
50|cell cycle
arrest;GO:0008340|d
etermination of
adult
lifespan;GO:000628
1|DNA
repair;GO:0006302|
double-strand break
repair;GO:0007281|
germ cell
development;GO:00
01701|in utero
embryonic
development;GO:00
31573|intra-S DNA
damage
checkpoint;GO:0042
771|intrinsic
apoptotic signaling
pathway in response
to DNA damage by
p53 class
mediator;GO:00451
90|isotype
switching;GO:00435
70|maintenance of
DNA repeat
elements;GO:00085
84|male gonad
development;GO:00

GO:0016020|membr
ane;GO:0032301|Mu
tSalpha
complex;GO:003230
2|MutSbeta
complex;GO:000078
4|nuclear
chromosome,
telomeric
region;GO:0005654|
nucleoplasm;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0019237
|centromeric DNA
binding;GO:000368
4|damaged DNA
binding;GO:000367
7|DNA
binding;GO:000040
6|double-
strand/single-strand
DNA junction
binding;GO:001989
9|enzyme
binding;GO:003213
7|guanine/thymine
mispair
binding;GO:000040
4|heteroduplex
DNA loop
binding;GO:000802
2|protein C-
terminus
binding;GO:004280
3|protein
homodimerization
activity;GO:0019901
|protein kinase
binding;GO:000040
3|Y-form DNA
binding;

K08735
MSH2; DNA
mismatch repair
protein MSH2

ENSG00000095015 17 5 6 5 6.828355237 1 2 7 2 2.173171988 0.010748985 0.037687292 up yes MAP3K1 protein_coding chr5:56815574-
56896152:+

gi|153945765|ref|NP
_005912.1| 6468 0

mitogen-activated
protein kinase
kinase kinase 1
[Homo sapiens]

gi|153945764|ref|N
M_005921.1| 7011 0

Homo sapiens
mitogen-activated
protein kinase
kinase kinase 1, E3
ubiquitin protein
ligase (MAP3K1),
mRNA

Q13233 2496 0
Mitogen-activated
protein kinase
kinase kinase 1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006915|apopto
tic
process;GO:007126
0|cellular response
to mechanical
stimulus;GO:003809
5|Fc-epsilon
receptor signaling
pathway;GO:000275
5|MyD88-dependent
toll-like receptor
signaling
pathway;GO:000646
8|protein
phosphorylation;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;

GO:0005524|ATP
binding;GO:000470
9|MAP kinase
kinase kinase
activity;GO:0004672
|protein kinase
activity;GO:0019901
|protein kinase
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase
activity;GO:0008270
|zinc ion binding;

K04416

MAP3K1, MEKK1;
mitogen-activated
protein kinase
kinase kinase 1
[EC:2.7.11.25]

ENSG00000095139 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no ARCN1 protein_coding chr11:118572390-
118603033:+

gi|119587801|gb|EA
W67397.1| 2781 0

archain 1, isoform
CRA_a [Homo
sapiens]

gi|34365145|emb|BX
640860.1| 4018 0

Homo sapiens
mRNA; cDNA
DKFZp686M09245
(from clone
DKFZp686M09245)

P48444 968 0 Coatomer subunit
delta . . . . pfam00928 Adap_comp_sub

Adaptor complexes
medium subunit
family. This family
also contains
members which are
coatomer subunits.

GO:0015031|protein
transport;GO:00068
90|retrograde
vesicle-mediated
transport, Golgi to
ER;

GO:0030126|COPI
vesicle
coat;GO:0000139|G
olgi membrane;

. . .

ENSG00000095203 0 0 0 2 1.005478996 4 0 0 4 -1.545062545 0.43952728 0.568929308 down no EPB41L4B protein_coding chr9:109171975-
109320964:-

gi|110624790|ref|NP
_061987.3| 4097 0

band 4.1-like
protein 4B isoform
2 [Homo sapiens]

gi|565324187|ref|N
M_019114.4| 5800 0

Homo sapiens
erythrocyte
membrane protein
band 4.1 like 4B
(EPB41L4B),
transcript variant 2,
mRNA

B2RYE5 895 0 Band 4.1-like
protein 4B . . . . pfam09380 FERM_C FERM C-terminal

PH-like domain.

GO:0031032|actomy
osin structure
organization;

GO:0005923|bicellul
ar tight
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0019898|extrinsic
component of
membrane;

GO:0005200|structu
ral constituent of
cytoskeleton;

. .

ENSG00000095370 0 0 0 1 0.306876558 0 0 1 1 -0.14757455 0.953528055 NA down no SH2D3C protein_coding chr9:127738317-
127778741:-

gi|41281821|ref|NP_
733745.1| 3966 0

SH2 domain-
containing protein
3C isoform a
[Homo sapiens]

gi|216547742|ref|N
M_170600.2| 3124 0

Homo sapiens SH2
domain containing
3C (SH2D3C),
transcript variant 1,
mRNA

Q8N5H7 366 7.00E-119
SH2 domain-
containing protein
3C

. . . . pfam00017 SH2 SH2 domain.

GO:0007254|JNK
cascade;GO:000726
4|small GTPase
mediated signal
transduction;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;

GO:0005085|guanyl
-nucleotide
exchange factor
activity;GO:0005070
|SH3/SH2 adaptor
activity;

. .

ENSG00000095397 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no WHRN protein_coding chr9:114402080-
114505450:-

gi|7959319|dbj|BAA
96050.1| 4394 0 KIAA1526 protein

[Homo sapiens]
gi|290746375|ref|N
M_015404.3| 3566 0

Homo sapiens
deafness, autosomal
recessive 31
(DFNB31),
transcript variant 1,
mRNA

Q810W9 67.8 1.00E-12 Whirlin . . . . pfam00595 PDZ

PDZ domain (Also
known as DHR or
GLGF). PDZ
domains are found
in diverse signaling
proteins.

GO:0060122|inner
ear receptor
stereocilium
organization;GO:00
01895|retina
homeostasis;GO:005
0953|sensory
perception of light
stimulus;GO:000760
5|sensory
perception of
sound;

GO:0005737|cytopla
sm;GO:0030426|gro
wth
cone;GO:0032420|st
ereocilium;

. . .

ENSG00000095485 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CWF19L1 protein_coding chr10:100232298-
100267680:-

gi|93352551|ref|NP_
060764.3| 2635 0

CWF19-like protein
1 isoform 1 [Homo
sapiens]

gi|16550017|dbj|AK
055313.1| 2617 0

Homo sapiens
cDNA FLJ30751 fis,
clone
FEBRA2000409

Q5R8R4 128 6.00E-34 CWF19-like protein
1 . . . . pfam04677 CwfJ_C_1

Protein similar to
CwfJ C-terminus 1.
This region is found
in the N terminus of
Schizosaccharomyc
es pombe protein
CwfJ. CwfJ is part
of the Cdc5p
complex involved
in mRNA splicing.

. . GO:0003824|catalyti
c activity; . .

ENSG00000095564 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no BTAF1 protein_coding chr10:91923769-
92030325:+

gi|27477070|ref|NP_
003963.1| 9435 0

TATA-binding
protein-associated
factor 172 [Homo
sapiens]

gi|397510028|ref|X
M_003825359.1| 7183 0

PREDICTED: Pan
paniscus BTAF1
RNA polymerase II,
B-TFIID
transcription factor-
associated, 170kDa
(BTAF1), transcript
variant X1, mRNA

O14981 232 1.00E-68
TATA-binding
protein-associated
factor 172

. . . . pfam12054 DUF3535

Domain of
unknown function
(DUF3535). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 439 to 459
amino acids in
length. This domain
is found associated
with pfam00271,
pfam02985,
pfam00176. This
domain has two
completely
conserved residues
(P and K) that may
be functionally
important.

GO:0035562|negativ
e regulation of
chromatin
binding;GO:004589
2|negative
regulation of
transcription, DNA-
templated;

GO:0043231|intracel
lular membrane-
bounded
organelle;GO:00056
54|nucleoplasm;

GO:0005524|ATP
binding;GO:000367
7|DNA
binding;GO:000438
6|helicase
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

K15192

BTAF1, MOT1;
TATA-binding
protein-associated
factor [EC:3.6.4.-]



ENSG00000095637 1 0 0 0 0.592898438 1 2 0 1 -1.140302938 0.545790924 NA down no SORBS1 protein_coding chr10:95311771-
95561414:-

gi|635055311|ref|XP
_007961856.1| 6474 0

PREDICTED:
sorbin and SH3
domain-containing
protein 1 isoform
X19 [Chlorocebus
sabaeus]

gi|578818803|ref|X
M_006717581.1| 7349 0

PREDICTED:
Homo sapiens
sorbin and SH3
domain containing 1
(SORBS1),
transcript variant
X27, mRNA

Q62417 249 6.00E-75
Sorbin and SH3
domain-containing
protein 1

. . . . pfam02208 Sorb Sorbin homologous
domain.

GO:0007160|cell-
matrix
adhesion;GO:00328
69|cellular response
to insulin
stimulus;GO:004804
1|focal adhesion
assembly;GO:00157
58|glucose
transport;GO:00082
86|insulin receptor
signaling
pathway;GO:000693
6|muscle
contraction;GO:009
0004|positive
regulation of
establishment of
protein localization
to plasma
membrane;GO:0046
326|positive
regulation of
glucose
import;GO:0045725|
positive regulation
of glycogen
biosynthetic
process;GO:004688
9|positive regulation
of lipid biosynthetic
process;GO:004314
9|stress fiber
assembly;

GO:0005913|cell-
cell adherens
junction;GO:000592
4|cell-substrate
adherens
junction;GO:000581
3|centrosome;GO:00
05737|cytoplasm;G
O:0005829|cytosol;
GO:0005925|focal
adhesion;GO:00451
21|membrane
raft;GO:0016363|nu
clear
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
005886|plasma
membrane;GO:0001
725|stress
fiber;GO:0005915|z
onula adherens;

GO:0003779|actin
binding;GO:000809
2|cytoskeletal
protein
binding;GO:000515
8|insulin receptor
binding;GO:000507
0|SH3/SH2 adaptor
activity;

K06086

SORBS1, SH3D5,
PONSIN, CAP;
sorbin and SH3
domain containing 1

ENSG00000095787 40 66 45 103 81.85722418 130 110 111 115 -0.383396669 0.101078769 0.186474754 down no WAC protein_coding chr10:28532493-
28623112:+

gi|18379328|ref|NP_
057712.2| 2660 0

WW domain-
containing adapter
protein with coiled-
coil isoform 1
[Homo sapiens]

gi|342349314|ref|N
M_016628.4| 5410 0

Homo sapiens WW
domain containing
adaptor with coiled-
coil (WAC),
transcript variant 1,
mRNA

Q9BTA9 100 3.00E-23

WW domain-
containing adapter
protein with coiled-
coil

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:004478
3|G1 DNA damage
checkpoint;GO:0071
894|histone H2B
conserved C-
terminal lysine
ubiquitination;GO:0
010390|histone
monoubiquitination;
GO:0032435|negativ
e regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:001623
9|positive regulation
of
macroautophagy;G
O:0045893|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0016607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
005681|spliceosoma
l complex;

GO:0003682|chrom
atin
binding;GO:000099
3|RNA polymerase
II core binding;

. .

ENSG00000095794 2 0 0 1 1.000640554 1 1 1 2 -0.114869325 0.936717617 0.962558313 down no CREM protein_coding chr10:35126791-
35212958:+

gi|767959671|ref|XP
_011517618.1| 1751 0

PREDICTED:
cAMP-responsive
element modulator
isoform X5 [Homo
sapiens]

gi|359465528|ref|N
M_183013.2| 2306 0

Homo sapiens
cAMP responsive
element modulator
(CREM), transcript
variant 19, mRNA

P79145 60.5 7.00E-09 cAMP-responsive
element modulator . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0032922|circadi
an regulation of
gene
expression;GO:0006
687|glycosphingolip
id metabolic
process;GO:004589
2|negative
regulation of
transcription, DNA-
templated;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00515
91|response to
cAMP;GO:0007283|
spermatogenesis;GO
:0006351|transcripti
on, DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005667|tra
nscription factor
complex;

GO:0001046|core
promoter sequence-
specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09052
CREM; cAMP
response element
modulator

ENSG00000095951 0 0 1 1 0.284508243 0 0 0 0 1.982045671 0.513353684 NA up no HIVEP1 protein_coding chr6:12008762-
12164999:+

gi|613410170|ref|NP
_002105.3| 13469 0 zinc finger protein

40 [Homo sapiens]
gi|38017|emb|X5143
5.1| 8937 0

Human PRDII-BF1
gene for a DNA-
binding protein

P15822 243 4.00E-72 Zinc finger protein
40 YDR216w 56.2 2.00E-06 COG5048 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09239

HIVEP; human
immunodeficiency
virus type I
enhancer-binding
protein

ENSG00000096063 2 4 3 2 4.93989287 9 13 6 5 -1.031424772 0.14213467 0.244061115 down no SRPK1 protein_coding chr6:35832966-
35921342:-

gi|675750777|ref|XP
_008970580.1| 3232 0

PREDICTED: LOW
QUALITY
PROTEIN: SRSF
protein kinase 1
[Pan paniscus]

gi|14252987|emb|AJ
318054.1| 4673 0

Homo sapiens
mRNA for SRPK1a
protein kinase
(SRPK1 gene)

Q96SB4 212 3.00E-64 SRSF protein
kinase 1 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0007059|chrom
osome
segregation;GO:004
5087|innate immune
response;GO:00355
56|intracellular
signal
transduction;GO:00
06397|mRNA
processing;GO:0045
071|negative
regulation of viral
genome
replication;GO:0045
070|positive
regulation of viral
genome
replication;GO:0006
468|protein
phosphorylation;GO
:0050684|regulation
of mRNA
processing;GO:0048
024|regulation of
mRNA splicing, via
spliceosome;GO:00
08380|RNA
splicing;GO:003509
2|sperm chromatin
condensation;GO:00
16032|viral process;

GO:0005737|cytopla
sm;GO:0005783|end
oplasmic
reticulum;GO:00163
63|nuclear
matrix;GO:0005634|
nucleus;GO:000588
6|plasma membrane;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K15409

SRPK1;
serine/threonine-
protein kinase
SRPK1
[EC:2.7.11.1]

ENSG00000096070 0 0 0 2 0.806926234 1 5 0 0 -1.134098118 0.597045777 NA down no BRPF3 protein_coding chr6:36196744-
36232790:+

gi|6331389|dbj|BAA
86600.1| 5517 0 KIAA1286 protein

[Homo sapiens]
gi|148727367|ref|N
M_015695.2| 6023 0

Homo sapiens
bromodomain and
PHD finger
containing, 3
(BRPF3), mRNA

Q9ULD4 136 1.00E-44
Bromodomain and
PHD finger-
containing protein 3

YPR031w 227 2.00E-60 COG5141 pfam13832 zf-HC5HC2H_2 PHD-zinc-finger
like domain.

GO:0043966|histone
H3
acetylation;GO:0002
576|platelet
degranulation;

GO:0005829|cytosol
;GO:0005576|extrac
ellular
region;GO:0070776|
MOZ/MORF
histone
acetyltransferase
complex;

GO:0008270|zinc
ion binding; K11350

BRPF3;
bromodomain and
PHD finger-
containing protein 3

ENSG00000096384 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no HSP90AB1 protein_coding chr6:44246166-
44253888:+

gi|545519269|ref|XP
_005627459.1| 3142 0

PREDICTED: heat
shock protein HSP
90-beta isoform X2
[Canis lupus
familiaris]

gi|431822402|ref|N
M_001271970.1| 2644 0

Homo sapiens heat
shock protein
90kDa alpha
(cytosolic), class B
member 1
(HSP90AB1),
transcript variant 3,
mRNA

P08238 1210 0 Heat shock protein
HSP 90-beta SPAC926.04c 537 3.00E-178 COG0326 pfam00183 HSP90 Hsp90 protein.

GO:0035690|cellular
response to
drug;GO:0071353|ce
llular response to
interleukin-
4;GO:0071407|cellul
ar response to
organic cyclic
compound;GO:0038
096|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
97435|fibril
organization;GO:19
03660|negative
regulation of
complement-
dependent
cytotoxicity;GO:004
3524|negative
regulation of
neuron apoptotic
process;GO:003243
5|negative
regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000189
0|placenta
development;GO:00
45793|positive
regulation of cell
size;GO:0045429|po

GO:0016324|apical
plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0031
526|brush border
membrane;GO:0009
986|cell
surface;GO:0005913
|cell-cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
70062|extracellular
exosome;GO:00162
34|inclusion
body;GO:0005765|ly
sosomal
membrane;GO:0042
470|melanosome;G
O:0016020|membra
ne;GO:0005739|mito
chondrion;GO:0005
654|nucleoplasm;

GO:0005524|ATP
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00021
35|CTP
binding;GO:003256
4|dATP
binding;GO:000372
5|double-stranded
RNA
binding;GO:000814
4|drug
binding;GO:000194
8|glycoprotein
binding;GO:000552
5|GTP
binding;GO:004282
6|histone
deacetylase
binding;GO:001990
0|kinase
binding;GO:002302
6|MHC class II
protein complex
binding;GO:003023
5|nitric-oxide
synthase regulator
activity;GO:0044822
|poly(A) RNA
binding;GO:001988
7|protein kinase
regulator
activity;GO:0030911
|TPR domain

K04079
htpG, HSP90A;
molecular
chaperone HtpG

ENSG00000096401 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CDC5L protein_coding chr6:44387525-
44450426:+

gi|20521049|dbj|BA
A24862.2| 4117 0 KIAA0432 [Homo

sapiens]
gi|356640202|ref|N
M_001253.3| 6421 0

Homo sapiens cell
division cycle 5-like
(CDC5L), mRNA

Q99459 1513 0 Cell division cycle
5-like protein SPAC644.12 386 4.00E-114 COG5147 pfam11831 Myb_Cef

pre-mRNA splicing
factor component.
This family is a
region of the Myb-
Related Cdc5p/Cef1
proteins, in fungi,
and is part of the
pre-mRNA splicing
factor complex.

GO:0030154|cell
differentiation;GO:0
044344|cellular
response to
fibroblast growth
factor
stimulus;GO:007135
2|cellular response
to interleukin-
2;GO:1990090|cellul
ar response to nerve
growth factor
stimulus;GO:199064
6|cellular response
to
prolactin;GO:19045
68|cellular response
to
wortmannin;GO:000
6281|DNA
repair;GO:0000278|
mitotic cell
cycle;GO:0000398|
mRNA splicing, via
spliceosome;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00724
22|signal
transduction
involved in DNA
damage
checkpoint;GO:0006
351|transcription

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05737|cytoplasm;G
O:0016020|membra
ne;GO:0016607|nucl
ear
speck;GO:0005730|
nucleolus;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0048471|perinucl
ear region of
cytoplasm;GO:0032
993|protein-DNA
complex;GO:000097
4|Prp19 complex;

GO:0003677|DNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000113
5|transcription
factor activity, RNA
polymerase II
transcription factor
recruiting;GO:00442
12|transcription
regulatory region
DNA
binding;GO:007198
7|WD40-repeat
domain binding;

K12860

CDC5L, CDC5,
CEF1; pre-mRNA-
splicing factor
CDC5/CEF1



ENSG00000096433 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ITPR3 protein_coding chr6:33620365-
33696574:+

gi|153945846|ref|NP
_002215.2| 13929 0

inositol 1,4,5-
trisphosphate
receptor type 3
[Homo sapiens]

gi|305632833|ref|N
M_002224.3| 9031 0

Homo sapiens
inositol 1,4,5-
trisphosphate
receptor, type 3
(ITPR3), mRNA

Q14573 5341 0
Inositol 1,4,5-
trisphosphate
receptor type 3

. . . . pfam08709 Ins145_P3_rec

Inositol 1,4,5-
trisphosphate/ryano
dine receptor. This
domain corresponds
to the ligand
binding region on
inositol 1,4,5-
trisphosphate
receptor, and the N
terminal region of
the ryanodine
receptor. Both
receptors are
involved in Ca2+
release. They can
couple to the
activation of
neurotransmitter-
gated receptors and
voltage-gated Ca2+
channels on the
plasma membrane,
thus allowing the
endoplasmic
reticulum
discriminate
between different
types of neuronal
activity.

GO:0060402|calciu
m ion transport into
cytosol;GO:0007186
|G-protein coupled
receptor signaling
pathway;GO:006029
1|long-term synaptic
potentiation;GO:000
7613|memory;GO:0
030168|platelet
activation;GO:00072
04|positive
regulation of
cytosolic calcium
ion
concentration;GO:0
051291|protein
heterooligomerizatio
n;GO:0051260|prote
in
homooligomerizatio
n;GO:1903779|regul
ation of cardiac
conduction;GO:005
0796|regulation of
insulin
secretion;GO:00515
92|response to
calcium
ion;GO:0050913|sen
sory perception of
bitter
taste;GO:0050916|se
nsory perception of
sweet

GO:0045177|apical
part of
cell;GO:0005903|bru
sh
border;GO:0005737|
cytoplasm;GO:0005
783|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0043209|myelin
sheath;GO:0043025|
neuronal cell
body;GO:0005640|n
uclear outer
membrane;GO:0005
730|nucleolus;GO:0
005654|nucleoplasm
;GO:0005886|plasm
a
membrane;GO:0031
095|platelet dense
tubular network
membrane;GO:0043
235|receptor
complex;GO:001652
9|sarcoplasmic
reticulum;GO:00306
67|secretory granule

GO:0005509|calciu
m ion
binding;GO:001527
8|calcium-release
channel
activity;GO:0043533
|inositol 1,3,4,5
tetrakisphosphate
binding;GO:007067
9|inositol 1,4,5
trisphosphate
binding;GO:000522
0|inositol 1,4,5-
trisphosphate-
sensitive calcium-
release channel
activity;GO:0000822
|inositol
hexakisphosphate
binding;GO:003509
1|phosphatidylinosit
ol binding;

K04960
ITPR3; inositol
1,4,5-triphosphate
receptor type 3

ENSG00000096717 1 2 0 0 0.747775075 0 0 1 2 0.581559681 0.752686362 NA up no SIRT1 protein_coding chr10:67884669-
67918390:+

gi|7657575|ref|NP_0
36370.2| 3218 0

NAD-dependent
protein deacetylase
sirtuin-1 isoform a
[Homo sapiens]

gi|215982795|ref|N
M_012238.4| 4091 0

Homo sapiens
sirtuin 1 (SIRT1),
transcript variant 1,
mRNA

Q923E4 76.6 8.00E-15
NAD-dependent
protein deacetylase
sirtuin-1

SPBC16D10.07c 231 2.00E-64 COG0846 pfam02146 SIR2

Sir2 family. This
region is
characteristic of
Silent information
regulator 2 (Sir2)
proteins, or sirtuins.
These are protein
deacetylases that
depend on nicotine
adenine
dinucleotide (NAD).
They are found in
many subcellular
locations, including
the nucleus,
cytoplasm and
mitochondria.
Eukaryotic forms
play in important
role in the
regulation of
transcriptional
repression.
Moreover, they are
involved in
microtubule
organisation and
DNA damage repair
processes.

GO:0001525|angiog
enesis;GO:0042595|
behavioral response
to
starvation;GO:00016
78|cellular glucose
homeostasis;GO:000
6974|cellular
response to DNA
damage
stimulus;GO:007030
1|cellular response
to hydrogen
peroxide;GO:00714
56|cellular response
to
hypoxia;GO:007147
9|cellular response
to ionizing
radiation;GO:00092
67|cellular response
to
starvation;GO:00713
56|cellular response
to tumor necrosis
factor;GO:0035356|c
ellular triglyceride
homeostasis;GO:004
2632|cholesterol
homeostasis;GO:000
6325|chromatin
organization;GO:00
00183|chromatin
silencing at
rDNA;GO:0032922

GO:0000785|chrom
atin;GO:0005677|chr
omatin silencing
complex;GO:000573
7|cytoplasm;GO:003
5098|ESC/E(Z)
complex;GO:000573
9|mitochondrion;G
O:0000790|nuclear
chromatin;GO:0005
635|nuclear
envelope;GO:00057
19|nuclear
euchromatin;GO:00
05720|nuclear
heterochromatin;GO
:0005637|nuclear
inner
membrane;GO:0005
730|nucleolus;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;GO:0016605|PML
body;GO:0033553|r
DNA
heterochromatin;

GO:0043425|bHLH
transcription factor
binding;GO:000104
6|core promoter
sequence-specific
DNA
binding;GO:001921
3|deacetylase
activity;GO:0019899
|enzyme
binding;GO:004239
3|histone
binding;GO:000440
7|histone
deacetylase
activity;GO:0043398
|HLH domain
binding;GO:004280
2|identical protein
binding;GO:199025
4|keratin filament
binding;GO:004687
2|metal ion
binding;GO:005101
9|mitogen-activated
protein kinase
binding;GO:007040
3|NAD+
binding;GO:001713
6|NAD-dependent
histone deacetylase
activity;GO:0046969
|NAD-dependent
histone deacetylase
activity (H3 K9

K11411

SIRT1, SIR2L1;
NAD-dependent
deacetylase sirtuin 1
[EC:3.5.1.-]

ENSG00000096746 45 82 64 156 112.9792543 140 170 182 165 -0.455236947 0.088517411 0.16960952 down no HNRNPH3 protein_coding chr10:68331174-
68343191:+

gi|545193871|ref|XP
_005602470.1| 746 2.00E-87

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
H3 isoform X2
[Equus caballus]

gi|21749776|dbj|AK
091411.1| 3322 0

Homo sapiens
cDNA FLJ34092 fis,
clone
FCBBF3006628,
highly similar to
Heterogeneous
nuclear
ribonucleoprotein
H3

P31942 212 2.00E-62

Heterogeneous
nuclear
ribonucleoprotein
H3

. . . . pfam14259 RRM_6

RNA recognition
motif (a.k.a. RRM,
RBD, or RNP
domain).

GO:0030855|epitheli
al cell
differentiation;GO:0
000398|mRNA
splicing, via
spliceosome;GO:00
06396|RNA
processing;GO:0008
380|RNA splicing;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:000568
1|spliceosomal
complex;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

K12898

HNRNPF_H;
heterogeneous
nuclear
ribonucleoprotein
F/H

ENSG00000097007 0 0 0 0 1.202497188 4 3 3 2 -3.46351111 0.017197102 0.053026944 down no ABL1 protein_coding chr9:130713946-
130887675:+

gi|62088492|dbj|BA
D92693.1| 5729 0

v-abl Abelson
murine leukemia
viral oncogene
homolog 1 isoform
b variant [Homo
sapiens]

gi|28236|emb|X1641
6.1| 5386 0

Human c-abl mRNA
encoding p150
protein

P00519 2076 0 Tyrosine-protein
kinase ABL1 . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0030036|actin
cytoskeleton
organization;GO:00
90135|actin filament
branching;GO:0030
041|actin filament
polymerization;GO:
0050798|activated T
cell
proliferation;GO:19
90051|activation of
protein kinase C
activity;GO:0046632
|alpha-beta T cell
differentiation;GO:0
008306|associative
learning;GO:000691
4|autophagy;GO:000
2322|B cell
proliferation
involved in immune
response;GO:00508
53|B cell receptor
signaling
pathway;GO:000192
2|B-1 B cell
homeostasis;GO:006
0020|Bergmann glial
cell
differentiation;GO:0
007050|cell cycle
arrest;GO:0006464|c
ellular protein
modification
process;GO:000697

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0005829|cytosol;
GO:0005783|endopl
asmic
reticulum;GO:00312
34|extrinsic
component of
cytoplasmic side of
plasma
membrane;GO:0030
426|growth
cone;GO:0005739|m
itochondrion;GO:00
43025|neuronal cell
body;GO:0031965|n
uclear
membrane;GO:0005
730|nucleolus;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;GO:0048471|perin
uclear region of
cytoplasm;GO:0001
726|ruffle;GO:00452
02|synapse;

GO:0003785|actin
monomer
binding;GO:000552
4|ATP
binding;GO:000367
7|DNA
binding;GO:000028
7|magnesium ion
binding;GO:003014
5|manganese ion
binding;GO:005101
9|mitogen-activated
protein kinase
binding;GO:000451
5|nicotinate-
nucleotide
adenylyltransferase
activity;GO:0004715
|non-membrane
spanning protein
tyrosine kinase
activity;GO:0070064
|proline-rich region
binding;GO:000802
2|protein C-
terminus
binding;GO:000467
2|protein kinase
activity;GO:0005080
|protein kinase C
binding;GO:000471
3|protein tyrosine
kinase
activity;GO:0017124
|SH3 domain

K06619

ABL1; abelson
tyrosine-protein
kinase 1
[EC:2.7.10.2]

ENSG00000097033 0 2 1 5 2.663111272 5 3 4 5 -0.65856243 0.459557436 0.583847678 down no SH3GLB1 protein_coding chr1:86704570-
86748184:+

gi|331284170|ref|NP
_001193580.1| 1999 0

endophilin-B1
isoform 2 [Homo
sapiens]

gi|331284169|ref|N
M_001206651.1| 6456 0

Homo sapiens SH3-
domain GRB2-like
endophilin B1
(SH3GLB1),
transcript variant 2,
mRNA

Q5R8P5 713 0 Endophilin-B1 . . . . pfam03114 BAR

BAR domain. BAR
domains are
dimerization, lipid
binding and
curvature sensing
modules found in
many different
protein families. A
BAR domain with
an additional N-
terminal
amphipathic helix
(an N-BAR) can
drive membrane
curvature. These N-
BAR domains are
found in
amphiphysin,
endophilin, BRAP
and Nadrin. BAR
domains are also
frequently found
alongside domains
that determine lipid
specificity, like
pfam00169 and
pfam00787 domains
in beta centaurins
and sorting nexins
respectively.

GO:0006915|apopto
tic process;

GO:0000421|autoph
agosome
membrane;GO:0031
410|cytoplasmic
vesicle;GO:0000139|
Golgi
membrane;GO:0030
496|midbody;GO:00
05741|mitochondrial
outer membrane;

GO:0008289|lipid
binding; K11248 SH3GLB;

endophilin-B

ENSG00000099139 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no PCSK5 protein_coding chr9:75890644-
76362339:+

gi|299523015|ref|NP
_001177411.1| 9213 0

proprotein
convertase
subtilisin/kexin type
5 isoform PC6B
preproprotein
[Homo sapiens]

gi|299523014|ref|N
M_001190482.1| 9538 0

Homo sapiens
proprotein
convertase
subtilisin/kexin type
5 (PCSK5),
transcript variant 1,
mRNA

Q92824 3551 0

Proprotein
convertase
subtilisin/kexin type
5

SPAC22E12.09c_1 275 6.00E-79 COG1404 pfam00082 Peptidase_S8

Subtilase family.
Subtilases are a
family of serine
proteases. They
appear to have
independently and
convergently
evolved an
Asp/Ser/His
catalytic triad, like
that found in the
trypsin serine
proteases (see
pfam00089).
Structure is an
alpha/beta fold
containing a 7-
stranded parallel
beta sheet, order
2314567.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
03279|cardiac
septum
development;GO:00
07267|cell-cell
signaling;GO:00609
76|coronary
vasculature
development;GO:00
42089|cytokine
biosynthetic
process;GO:000736
8|determination of
left/right
symmetry;GO:00075
66|embryo
implantation;GO:00
48566|embryonic
digestive tract
development;GO:00
48706|embryonic
skeletal system
development;GO:00
07507|heart
development;GO:00
01822|kidney
development;GO:00
35108|limb
morphogenesis;GO:
0032455|nerve
growth factor
processing;GO:0043
043|peptide

GO:0005615|extrace
llular
space;GO:0005794|
Golgi
apparatus;GO:00057
96|Golgi
lumen;GO:0016021|i
ntegral component
of
membrane;GO:0030
141|secretory
granule;

GO:0008233|peptida
se
activity;GO:0042277
|peptide
binding;GO:000425
2|serine-type
endopeptidase
activity;

K08654

PCSK5; proprotein
convertase
subtilisin/kexin type
5 [EC:3.4.21.-]

ENSG00000099194 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no SCD protein_coding chr10:100347124-
100364834:+

gi|62087544|dbj|BA
D92219.1| 1896 0

stearoyl-CoA
desaturase variant
[Homo sapiens]

gi|53759150|ref|NM
_005063.4| 5359 0

Homo sapiens
stearoyl-CoA
desaturase (delta-9-
desaturase) (SCD),
mRNA

O00767 717 0 Acyl-CoA
desaturase SPCC1281.06c_1 199 2.00E-54 COG1398 pfam00487 FA_desaturase Fatty acid

desaturase.

GO:0042759|long-
chain fatty acid
biosynthetic
process;GO:003533
8|long-chain fatty-
acyl-CoA
biosynthetic
process;GO:190396
6|monounsaturated
fatty acid
biosynthetic
process;GO:000663
6|unsaturated fatty
acid biosynthetic
process;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;

GO:0005506|iron
ion
binding;GO:001649
1|oxidoreductase
activity;GO:0004768
|stearoyl-CoA 9-
desaturase activity;

K00507

SCD, desC;
stearoyl-CoA
desaturase (delta-9
desaturase)
[EC:1.14.19.1]

ENSG00000099204 0 0 0 1 0.597505806 1 2 0 2 -1.456664953 0.43225537 NA down no ABLIM1 protein_coding chr10:114431113-
114685003:-

gi|51173711|ref|NP_
002304.3| 3914 0

actin-binding LIM
protein 1 isoform a
[Homo sapiens]

gi|51173714|ref|NM
_001003408.1| 7687 0

Homo sapiens actin
binding LIM protein
1 (ABLIM1),
transcript variant 3,
mRNA

O14639 115 9.00E-29 Actin-binding LIM
protein 1 . . . . pfam02209 VHP Villin headpiece

domain.

GO:0009887|organ
morphogenesis;GO:
0042384|cilium
assembly;GO:00070
10|cytoskeleton
organization;GO:00
30032|lamellipodiu
m
assembly;GO:00076
01|visual
perception;

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0030027|lamellip
odium;GO:0001725|
stress fiber;

GO:0003779|actin
binding;GO:000827
0|zinc ion binding;

K07520 ABLIM; actin-
binding LIM protein



ENSG00000099246 0 12 4 14 9.514826651 9 19 17 13 -0.552937344 0.380065549 0.510676311 down no RAB18 protein_coding chr10:27504174-
27542237:+

gi|374081854|ref|NP
_001243339.1| 1195 1.00E-148

ras-related protein
Rab-18 isoform 2
[Homo sapiens]

gi|374081860|ref|N
M_001256415.1| 4931 0

Homo sapiens
RAB18, member
RAS oncogene
family (RAB18),
transcript variant 4,
mRNA

Q0IIG8 309 3.00E-104 Ras-related protein
Rab-18 . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0007420|brain
development;GO:00
71786|endoplasmic
reticulum tubular
network
organization;GO:00
01654|eye
development;GO:00
34389|lipid particle
organization;GO:00
15031|protein
transport;GO:00072
64|small GTPase
mediated signal
transduction;

GO:0071782|endopl
asmic reticulum
tubular
network;GO:007006
2|extracellular
exosome;GO:00058
86|plasma
membrane;

GO:0019003|GDP
binding;GO:000552
5|GTP binding;

K07910 RAB18; Ras-related
protein Rab-18

ENSG00000099250 3 5 1 1 1.922293624 0 1 3 0 1.887238492 0.135241083 0.233843148 up no NRP1 protein_coding chr10:33177492-
33336262:-

gi|206729912|sp|O1
4786.3|NRP1_HUM
AN

4640 0

RecName:
Full=Neuropilin-1;
AltName:
Full=Vascular
endothelial cell
growth factor 165
receptor; AltName:
CD_antigen=CD304
; Flags: Precursor

gi|182508168|ref|N
M_003873.5| 5874 0

Homo sapiens
neuropilin 1
(NRP1), transcript
variant 1, mRNA

O14786 268 5.00E-83 Neuropilin-1 . . . . pfam00629 MAM

MAM domain. An
extracellular domain
found in many
receptors.

GO:0001525|angiog
enesis;GO:0060978|
angiogenesis
involved in
coronary vascular
morphogenesis;GO:
0009887|organ
morphogenesis;GO:
0048844|artery
morphogenesis;GO:
0048846|axon
extension involved
in axon
guidance;GO:00074
11|axon
guidance;GO:00074
13|axonal
fasciculation;GO:00
60385|axonogenesis
involved in
innervation;GO:002
1785|branchiomotor
neuron axon
guidance;GO:00020
42|cell migration
involved in
sprouting
angiogenesis;GO:00
07267|cell-cell
signaling;GO:00357
29|cellular response
to hepatocyte
growth factor
stimulus;GO:003592
4|cellular response

GO:0030424|axon;G
O:0009986|cell
surface;GO:0031410
|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0005769
|early
endosome;GO:0005
615|extracellular
space;GO:0005925|f
ocal
adhesion;GO:00304
26|growth
cone;GO:0016021|in
tegral component of
membrane;GO:0005
883|neurofilament;G
O:0043025|neuronal
cell
body;GO:0005886|p
lasma
membrane;GO:0043
235|receptor
complex;GO:000211
6|semaphorin
receptor
complex;GO:009744
3|sorting endosome;

GO:0015026|corece
ptor
activity;GO:0019955
|cytokine
binding;GO:001983
8|growth factor
binding;GO:000820
1|heparin
binding;GO:004687
2|metal ion
binding;GO:001715
4|semaphorin
receptor
activity;GO:0038085
|vascular endothelial
growth factor
binding;GO:000502
1|vascular
endothelial growth
factor-activated
receptor activity;

K06724 NRP1; neuropilin 1

ENSG00000099284 0 1 0 0 0.222752943 0 0 0 1 0.569016519 0.862720545 NA up no H2AFY2 protein_coding chr10:70052796-
70112280:+

gi|532080503|ref|XP
_005326009.1| 1659 0

PREDICTED: core
histone macro-
H2A.2-like isoform
X1 [Ictidomys
tridecemlineatus]

gi|95113660|ref|NM
_018649.2| 1980 0

Homo sapiens H2A
histone family,
member Y2
(H2AFY2), mRNA

Q9P0M6 288 3.00E-93 Core histone macro-
H2A.2 SPCC622.08c 145 9.00E-40 COG5262 pfam01661 Macro

Macro domain. This
domain is an ADP-
ribose binding
module. It is found
in a number of
otherwise unrelated
proteins. It is found
at the C-terminus of
the macro-H2A
histone protein.
This domain is
found in the non-
structural proteins
of several types of
ssRNA viruses such
as NSP3 from
alphaviruses. This
domain is also
found on its own in
a family of proteins
from bacteria,
archaebacteria, and
eukaryotes.

GO:0007420|brain
development;GO:00
16569|covalent
chromatin
modification;GO:00
06342|chromatin
silencing;GO:00075
49|dosage
compensation;GO:0
071169|establishme
nt of protein
localization to
chromatin;GO:0045
814|negative
regulation of gene
expression,
epigenetic;GO:0000
122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:19018
37|negative
regulation of
transcription of
nuclear large rRNA
transcript from
RNA polymerase I
promoter;GO:00063
34|nucleosome
assembly;GO:00456
18|positive
regulation of
keratinocyte
differentiation;

GO:0001740|Barr
body;GO:0070062|e
xtracellular
exosome;GO:00007
90|nuclear
chromatin;GO:0000
784|nuclear
chromosome,
telomeric
region;GO:0005654|
nucleoplasm;GO:00
00786|nucleosome;

GO:0031490|chrom
atin DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K11251 H2A; histone H2A

ENSG00000099364 2 3 2 7 12.11075894 19 29 23 32 -2.3768219 1.13E-05 0.000213671 down yes FBXL19 protein_coding chr16:30923055-
30948783:+

gi|444725784|gb|EL
W66338.1| 2638 0

F-box/LRR-repeat
protein 19 [Tupaia
chinensis]

gi|157168348|ref|N
M_001099784.2| 3796 0

Homo sapiens F-
box and leucine-
rich repeat protein
19 (FBXL19),
transcript variant 1,
mRNA

Q6PB97 216 1.00E-64 F-box/LRR-repeat
protein 19 . . . . pfam02008 zf-CXXC

CXXC zinc finger
domain. This
domain contains
eight conserved
cysteine residues
that bind to two zinc
ions. The CXXC
domain is found in
a variety of
chromatin-
associated proteins.
This domain binds
to nonmethyl-CpG
dinucleotides. The
domain is
characterized by
two repeats, and
shows a peculiar
internal duplication
in which the second
unit is inserted into
the first one. Each
of these units is
characterized by
four conserved
cysteines, displaying
a CXXCXXCX(n)C
motif that chelate a
Zn+2 ion. The DNA
binding interface
has been identified
by NMR. In
eukaryotes, the
CXXC domain is
found in

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;

GO:0019005|SCF
ubiquitin ligase
complex;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

K10285
FBXL19; F-box and
leucine-rich repeat
protein 19

ENSG00000099783 530 326 440 239 328.5704439 147 183 268 184 1.675456272 0.000143173 0.001388539 up yes HNRNPM protein_coding chr19:8444767-
8489114:+

gi|585163457|ref|XP
_006733900.1| 3123 0

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
M isoform X1
[Leptonychotes
weddellii]

gi|426387023|ref|X
M_004059930.1| 2511 0

PREDICTED:
Gorilla gorilla
gorilla
heterogeneous
nuclear
ribonucleoprotein
M (HNRNPM),
mRNA

P52272 303 4.00E-109

Heterogeneous
nuclear
ribonucleoprotein
M

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:1990831|cellular
response to
carcinoembryonic
antigen;GO:0071222
|cellular response to
lipopolysaccharide;
GO:0000398|mRNA
splicing, via
spliceosome;GO:19
04591|positive
regulation of
protein
import;GO:1900182|
positive regulation
of protein
localization to
nucleus;

GO:0009986|cell
surface;GO:0016363
|nuclear
matrix;GO:0005681|
spliceosomal
complex;

GO:0048306|calciu
m-dependent
protein
binding;GO:000016
6|nucleotide
binding;GO:199040
5|protein antigen
binding;GO:000372
3|RNA binding;

K12887

HNRNPM;
heterogeneous
nuclear
ribonucleoprotein
M

ENSG00000099795 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NDUFB7 protein_coding chr19:14566078-
14572062:-

gi|10764847|ref|NP_
004137.2| 582 7.00E-74

NADH
dehydrogenase
[ubiquinone] 1 beta
subcomplex subunit
7 [Homo sapiens]

gi|316983134|ref|N
M_004146.5| 531 0

Homo sapiens
NADH
dehydrogenase
(ubiquinone) 1 beta
subcomplex, 7,
18kDa (NDUFB7),
mRNA

P17568 228 3.00E-75

NADH
dehydrogenase
[ubiquinone] 1 beta
subcomplex subunit
7

. . . . pfam05676 NDUF_B7

NADH-ubiquinone
oxidoreductase B18
subunit (NDUFB7).
This family consists
of several NADH-
ubiquinone
oxidoreductase B18
subunit proteins
from different
eukaryotic
organisms.
Oxidative
phosphorylation is
the well-
characterized
process in which
ATP, the principal
carrier of chemical
energy of individual
cells, is produced
due to a
mitochondrial
proton gradient
formed by the
transfer of electrons
from NADH and
FADH2 to
molecular oxygen.
The oxidative
phosphorylation
(OXPHOS) system
is located in the
mitochondrial inner
membrane and
consists of five

GO:0006120|mitoch
ondrial electron
transport, NADH to
ubiquinone;GO:003
2981|mitochondrial
respiratory chain
complex I assembly;

GO:0005743|mitoch
ondrial inner
membrane;GO:0005
758|mitochondrial
intermembrane
space;GO:0005747|
mitochondrial
respiratory chain
complex
I;GO:0005739|mitoc
hondrion;

GO:0008137|NADH
dehydrogenase
(ubiquinone)
activity;

K03963

NDUFB7; NADH
dehydrogenase
(ubiquinone) 1 beta
subcomplex subunit
7



ENSG00000099797 0 0 1 0 0.273276022 0 0 0 1 0.569016299 0.853781729 NA up no TECR protein_coding chr19:14517085-
14565980:+

gi|578833748|ref|XP
_006723010.1| 1732 0

PREDICTED: very-
long-chain enoyl-
CoA reductase
isoform X3 [Homo
sapiens]

gi|329299062|ref|NG
_028336.1| 2899 0

Homo sapiens trans-
2,3-enoyl-CoA
reductase (TECR),
RefSeqGene on
chromosome 19

Q3ZCD7 48.9 6.00E-06
Very-long-chain
enoyl-CoA
reductase

. . . . pfam02544 Steroid_dh

3-oxo-5-alpha-
steroid 4-
dehydrogenase.
This family consists
of 3-oxo-5-alpha-
steroid 4-
dehydrogenases,
EC:1.3.99.5 Also
known as Steroid 5-
alpha-reductase, the
reaction catalysed
by this enzyme is: 3-
oxo-5-alpha-steroid
+ acceptor <=> 3-
oxo-delta(4)-steroid
+ reduced acceptor.
The Steroid 5-
alpha-reductase
enzyme is
responsible for the
formation of
dihydrotestosterone,
this hormone
promotes the
differentiation of
male external
genitalia and the
prostate during fetal
development. In
humans mutations
in this enzyme can
cause a form of
male
pseudohermaphordi
tism in which the

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K10258

TER, TSC13,
CER10; very-long-
chain enoyl-CoA
reductase
[EC:1.3.1.93]

ENSG00000099800 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no TIMM13 protein_coding chr19:2425624-
2427894:-

gi|719740749|ref|XP
_010209518.1| 428 7.00E-47

PREDICTED:
mitochondrial
import inner
membrane
translocase subunit
Tim13 [Tinamus
guttatus]

gi|528078278|ref|N
M_012458.3| 1973 0

Homo sapiens
translocase of inner
mitochondrial
membrane 13
homolog (yeast)
(TIMM13), mRNA

Q9Y5L4 169 4.00E-48

Mitochondrial
import inner
membrane
translocase subunit
Tim13

. . . . pfam02953 zf-Tim10_DDP

Tim10/DDP family
zinc finger. Putative
zinc binding domain
with four conserved
cysteine residues.
This domain is
found in the human
disease protein
TIMM8A. Members
of this family such
as Tim9 and Tim10
are involved in
mitochondrial
protein import.
Members of this
family seem to be
localized to the
mitochondrial
intermembrane
space.

GO:0072321|chaper
one-mediated
protein
transport;GO:00066
26|protein targeting
to
mitochondrion;GO:
0007605|sensory
perception of
sound;

GO:0005743|mitoch
ondrial inner
membrane;GO:0042
719|mitochondrial
intermembrane
space protein
transporter
complex;GO:000573
9|mitochondrion;G
O:0005730|nucleolu
s;

GO:0008270|zinc
ion binding; K17781

TIM13;
mitochondrial
import inner
membrane
translocase subunit
TIM13

ENSG00000099804 5 6 3 3 4.189963573 4 4 2 6 0.6698652 0.350270035 0.481447966 up no CDC34 protein_coding chr19:531712-
542092:+

gi|852768513|ref|XP
_012878387.1| 1099 8.00E-146

PREDICTED:
ubiquitin-
conjugating enzyme
E2 R1 [Dipodomys
ordii]

gi|16357476|ref|NM
_004359.1| 1445 0

Homo sapiens cell
division cycle 34
(CDC34), mRNA

P49427 181 1.00E-53
Ubiquitin-
conjugating enzyme
E2 R1

SPBC1105.09 157 3.00E-44 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0007049|cell
cycle;GO:0035458|c
ellular response to
interferon-
beta;GO:0043951|ne
gative regulation of
cAMP-mediated
signaling;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:007093
6|protein K48-
linked
ubiquitination;GO:0
006513|protein
monoubiquitination;
GO:0000209|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K02207

UBE2R, UBC3,
CDC34; ubiquitin-
conjugating enzyme
E2 R [EC:2.3.2.23]

ENSG00000099817 0 0 2 2 0.569016485 0 0 0 0 2.957834363 0.232368429 NA up no POLR2E protein_coding chr19:1086579-
1095380:-

gi|116242767|sp|P19
388.4|RPAB1_HUM
AN

1021 3.00E-136

RecName:
Full=DNA-directed
RNA polymerases I,
II, and III subunit
RPABC1;
Short=RNA
polymerases I, II,
and III subunit
ABC1; AltName:
Full=DNA-directed
RNA polymerase II
23 kDa polypeptide;
AltName:
Full=DNA-directed
RNA polymerase II
subunit E; AltName:
Full=RPB5
homolog; AltName:
Full=XAP4

gi|167900476|ref|N
M_002695.3| 2828 0

Homo sapiens
polymerase (RNA)
II (DNA directed)
polypeptide E,
25kDa (POLR2E),
mRNA

P19388 234 1.00E-75

DNA-directed RNA
polymerases I, II,
and III subunit
RPABC1

YBR154c 174 8.00E-51 COG2012 pfam01191 RNA_pol_Rpb5_C

RNA polymerase
Rpb5, C-terminal
domain. The
assembly domain of
Rpb5. The archaeal
equivalent to this
domain is subunit
H. Subunit H lacks
the N-terminal
domain.

GO:0006370|7-
methylguanosine
mRNA
capping;GO:000854
3|fibroblast growth
factor receptor
signaling
pathway;GO:001046
7|gene
expression;GO:0031
047|gene silencing
by
RNA;GO:0000398|
mRNA splicing, via
spliceosome;GO:00
45815|positive
regulation of gene
expression,
epigenetic;GO:0032
481|positive
regulation of type I
interferon
production;GO:0050
434|positive
regulation of viral
transcription;GO:00
42795|snRNA
transcription from
RNA polymerase II
promoter;GO:00350
19|somatic stem cell
population
maintenance;GO:00
06363|termination
of RNA polymerase

GO:0005829|cytosol
;GO:0005736|DNA-
directed RNA
polymerase I
complex;GO:000566
5|DNA-directed
RNA polymerase II,
core
complex;GO:000566
6|DNA-directed
RNA polymerase III
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0003677|DNA
binding;GO:000389
9|DNA-directed
RNA polymerase
activity;

K03013

RPB5, POLR2E;
DNA-directed RNA
polymerases I, II,
and III subunit
RPABC1

ENSG00000099942 5 4 7 1 3.748297332 1 4 3 1 1.599639394 0.081637056 0.160318925 up no CRKL protein_coding chr22:20917426-
20953749:+

gi|4885153|ref|NP_0
05198.1| 1559 0 crk-like protein

[Homo sapiens]
gi|219555643|ref|N
M_005207.3| 5325 0

Homo sapiens v-crk
avian sarcoma virus
CT10 oncogene
homolog-like
(CRKL), mRNA

P46109 605 0 Crk-like protein . . . . pfam00017 SH2 SH2 domain.

GO:0000186|activati
on of MAPKK
activity;GO:0009887
|organ
morphogenesis;GO:
0009952|anterior/po
sterior pattern
specification;GO:00
01568|blood vessel
development;GO:00
07507|heart
development;GO:00
35556|intracellular
signal
transduction;GO:00
07254|JNK
cascade;GO:006001
7|parathyroid gland
development;GO:00
08284|positive
regulation of cell
proliferation;GO:19
00026|positive
regulation of
substrate adhesion-
dependent cell
spreading;GO:00072
65|Ras protein
signal
transduction;GO:00
48538|thymus
development;

GO:0005913|cell-
cell adherens
junction;GO:000582
9|cytosol;GO:00057
68|endosome;GO:00
70062|extracellular
exosome;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00448
22|poly(A) RNA
binding;GO:000507
0|SH3/SH2 adaptor
activity;GO:0004871
|signal transducer
activity;

K04438 CRK, CRKII; proto-
oncogene C-crk

ENSG00000099956 0 1 1 2 1.220443815 2 2 2 1 -0.33690382 0.78148486 0.850036164 down no SMARCB1 protein_coding chr22:23786963-
23834516:+

gi|768025632|ref|XP
_011528648.1| 2018 0

PREDICTED:
SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily B
member 1 isoform
X2 [Homo sapiens]

gi|10436279|dbj|AK
024025.1| 1714 0

Homo sapiens
cDNA FLJ13963 fis,
clone
Y79AA1001299,
highly similar to
Homo sapiens
mRNA for integrase
interactor 1b protein
(INI1B)

Q5BIN2 177 1.00E-51

SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily B
member 1

. . . . pfam04855 SNF5

SNF5 / SMARCB1 /
INI1. SNF5 is a
component of the
yeast SWI/SNF
complex, which is
an ATP-dependent
nucleosome-
remodelling
complex that
regulates the
transcription of a
subset of yeast
genes. SNF5 is a
key component of
all SWI/SNF-class
complexes
characterized so far.
This family consists
of the conserved
region of SNF5,
including a direct
repeat motif. SNF5
is essential for the
assembly promoter
targeting and
chromatin
remodelling activity
of the SWI-SNF
complex. SNF5 is
also known as
SMARCB1, for
SWI/SNF-related,
matrix-associated,
actin-dependent
regulator of

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:003
0154|cell
differentiation;GO:0
006281|DNA
repair;GO:0008285|
negative regulation
of cell
proliferation;GO:00
06337|nucleosome
disassembly;GO:000
6357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0090544|BAF-
type
complex;GO:000022
8|nuclear
chromosome;

GO:0003677|DNA
binding; K11648

SMARCB1, SNF5,
INI1; SWI/SNF-
related matrix-
associated actin-
dependent regulator
of chromatin
subfamily B
member 1

ENSG00000099991 0 1 0 0 2.628030705 10 8 4 3 -3.799724761 0.003054253 0.015063019 down yes CABIN1 protein_coding chr22:24011192-
24178628:+

gi|29421170|dbj|BA
A20788.2| 10924 0 KIAA0330 [Homo

sapiens]
gi|313151180|ref|N
M_001199281.1| 7480 0

Homo sapiens
calcineurin binding
protein 1
(CABIN1),
transcript variant 1,
mRNA

Q9Y6J0 277 6.00E-84 Calcineurin-binding
protein cabin-1 . . . . pfam09047 MEF2_binding

MEF2 binding. The
myocyte enhancer
factor-2 (MEF2)
binding domain,
predominantly
found in the
calcineurin-binding
protein CABIN 1,
adopts an
amphipathic alpha-
helical structure,
which allows it to
bind a hydrophobic
groove on the
MEF2S domain,
forming a triple-
helical interaction.
Interaction of this
domain with MEF2
causes repression of
transcription.

GO:0007166|cell
surface receptor
signaling
pathway;GO:001656
9|covalent
chromatin
modification;GO:00
06336|DNA
replication-
independent
nucleosome
assembly;

GO:0016235|aggres
ome;GO:0005737|cy
toplasm;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0004864|protein
phosphatase
inhibitor activity;

K17613
CABIN1;
calcineurin-binding
protein cabin-1



ENSG00000099992 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no TBC1D10A protein_coding chr22:30291990-
30327046:-

gi|323668286|ref|NP
_001191169.1| 2592 0

TBC1 domain
family member 10A
isoform 1 [Homo
sapiens]

gi|34526516|dbj|AK
131086.1| 5543 0

Homo sapiens
mRNA for
FLJ00288 protein

P58802 339 1.00E-113 TBC1 domain
family member 10A . . . . pfam00566 RabGAP-TBC

Rab-GTPase-TBC
domain.
Identification of a
TBC domain in
GYP6_YEAST and
GYP7_YEAST,
which are GTPase
activator proteins of
yeast Ypt6 and
Ypt7, implies that
these domains are
GTPase activator
proteins of Rab-like
small GTPases.

GO:0097202|activati
on of cysteine-type
endopeptidase
activity;GO:0090630
|activation of
GTPase
activity;GO:0006886
|intracellular protein
transport;GO:00458
62|positive
regulation of
proteolysis;GO:0031
338|regulation of
vesicle
fusion;GO:0042147|
retrograde transport,
endosome to Golgi;

GO:0005913|cell-
cell adherens
junction;GO:000582
9|cytosol;GO:00125
05|endomembrane
system;GO:0070062|
extracellular
exosome;GO:00056
22|intracellular;GO:
0005902|microvillus
;GO:0005886|plasm
a membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00050
96|GTPase activator
activity;GO:0005085
|guanyl-nucleotide
exchange factor
activity;GO:0030165
|PDZ domain
binding;GO:001713
7|Rab GTPase
binding;

. .

ENSG00000100028 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no SNRPD3 protein_coding chr22:24555503-
24609980:+

gi|725593892|ref|XP
_010347566.1| 567 2.00E-88

PREDICTED: small
nuclear
ribonucleoprotein
Sm D3 [Saimiri
boliviensis
boliviensis]

gi|521258686|ref|N
M_004175.4| 1616 0

Homo sapiens small
nuclear
ribonucleoprotein
D3 polypeptide
18kDa (SNRPD3),
transcript variant 1,
mRNA

P62323 220 7.00E-72
Small nuclear
ribonucleoprotein
Sm D3

SPBC19C2.14 128 2.00E-34 COG1958 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000387|spliceo
somal snRNP
assembly;

GO:0005829|cytosol
;GO:0034709|methyl
osome;GO:0034715|
pICln-Sm protein
complex;GO:003471
9|SMN-Sm protein
complex;GO:000568
5|U1
snRNP;GO:0005687
|U4 snRNP;

GO:0071208|histone
pre-mRNA DCP
binding;

K11088

SNRPD3, SMD3;
small nuclear
ribonucleoprotein
D3

ENSG00000100031 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no GGT1 protein_coding chr22:24583750-
24629005:+

gi|73915092|ref|NP_
038347.2| 2802 0

gamma-
glutamyltranspeptid
ase 1 precursor
[Homo sapiens]

gi|572152962|ref|N
M_001288833.1| 2628 0

Homo sapiens
gamma-
glutamyltransferase
1 (GGT1), transcript
variant 6, mRNA

P19440 205 2.00E-60
Gamma-
glutamyltranspeptid
ase 1

SPAC664.09 343 4.00E-106 COG0405 pfam01019 G_glu_transpept
Gamma-
glutamyltranspeptid
ase.

GO:0006749|glutathi
one metabolic
process;GO:001937
0|leukotriene
biosynthetic
process;

GO:0031362|anchor
ed component of
external side of
plasma
membrane;GO:0070
062|extracellular
exosome;

GO:0003840|gamma
-glutamyltransferase
activity;

K18592

GGT1_5; gamma-
glutamyltranspeptid
ase / glutathione
hydrolase /
leukotriene-C4
hydrolase
[EC:2.3.2.2
3.4.19.13 3.4.19.14]

ENSG00000100065 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CARD10 protein_coding chr22:37490362-
37519542:-

gi|694983140|ref|XP
_009436626.1| 4896 0

PREDICTED:
caspase recruitment
domain-containing
protein 10 [Pan
troglodytes]

gi|92447642|gb|BC0
51720.1| 3927 0

Homo sapiens
cDNA clone
IMAGE:4821911

Q9BWT7 1867 0
Caspase recruitment
domain-containing
protein 10

. . . . pfam13868 Trichoplein

tumor suppressor,
Mitostatin.
Trichoplein or
mitostatin, was first
defined as a
meiosis-specific
nuclear structural
protein. It has since
been linked with
mitochondrial
movement. It is
associated with the
mitochondrial outer
membrane, and
over-expression
leads to reduction in
mitochondrial
motility whereas
lack of it enhances
mitochondrial
movement. The
activity appears to
be mediated
through binding the
mitochondria to the
actin intermediate
filaments (IFs).

GO:0007250|activati
on of NF-kappaB-
inducing kinase
activity;GO:0006461
|protein complex
assembly;GO:00429
81|regulation of
apoptotic process;

GO:0032449|CBM
complex;GO:000573
7|cytoplasm;

GO:0030159|recepto
r signaling complex
scaffold activity;

. .

ENSG00000100105 1 1 0 3 2.855134487 7 6 6 3 -1.664861489 0.07832444 0.156468617 down no PATZ1 protein_coding chr22:31325804-
31346232:-

gi|586477589|ref|XP
_006869334.1| 3261 0

PREDICTED: POZ-
, AT hook-, and
zinc finger-
containing protein 1
isoform X1
[Chrysochloris
asiatica]

gi|14670359|ref|NM
_014323.2| 3781 0

Homo sapiens POZ
(BTB) and AT hook
containing zinc
finger 1 (PATZ1),
transcript variant 1,
mRNA

Q9HBE1 1260 0
POZ-, AT hook-,
and zinc finger-
containing protein 1

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0008584|male
gonad
development;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00072
83|spermatogenesis;
GO:0030217|T cell
differentiation;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:004687
2|metal ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000100106 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TRIOBP protein_coding chr22:37697004-
37776556:+

gi|88501738|ref|NP_
001034230.1| 10882 0

TRIO and F-actin-
binding protein
isoform 6 [Homo
sapiens]

gi|214830856|ref|N
M_001039141.2| 10129 0

Homo sapiens
TRIO and F-actin
binding protein
(TRIOBP),
transcript variant 6,
mRNA

Q99KW3 172 4.00E-47 TRIO and F-actin-
binding protein . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030047|actin
modification;GO:00
51016|barbed-end
actin filament
capping;GO:005130
1|cell
division;GO:000706
7|mitotic nuclear
division;GO:190002
6|positive regulation
of substrate
adhesion-dependent
cell spreading;

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0005925|focal
adhesion;GO:00058
15|microtubule
organizing
center;GO:0030496|
midbody;GO:00056
34|nucleus;

GO:0051015|actin
filament
binding;GO:001704
9|GTP-Rho
binding;GO:004515
9|myosin II
binding;GO:003162
5|ubiquitin protein
ligase binding;

. .

ENSG00000100151 3 2 3 2 2.394351621 2 2 2 2 0.920172028 0.310762577 0.438299595 up no PICK1 protein_coding chr22:38056311-
38075701:+

gi|544461902|ref|XP
_005567381.1| 2508 0

PREDICTED:
PRKCA-binding
protein isoform X1
[Macaca
fascicularis]

gi|21751508|dbj|AK
092818.1| 2531 0

Homo sapiens
cDNA FLJ35499 fis,
clone
SMINT2008960,
highly similar to
PRKCA-binding
protein

Q5REH1 262 1.00E-84 PRKCA-binding
protein . . . . pfam06456 Arfaptin

Arfaptin-like
domain. Arfaptin
interacts with
ARF1, a small
GTPase involved in
vesicle budding at
the Golgi complex
and immature
secretory granules.
The structure of
arfaptin shows that
upon binding to a
small GTPase,
arfaptin forms an
elongated, crescent-
shaped dimer of
three-helix coiled-
coils. The N-
terminal region of
ICA69 is similar to
arfaptin.

GO:0036294|cellular
response to
decreased oxygen
levels;GO:0042149|c
ellular response to
glucose
starvation;GO:00970
62|dendritic spine
maintenance;GO:00
97061|dendritic
spine
organization;GO:00
21782|glial cell
development;GO:00
35556|intracellular
signal
transduction;GO:00
60292|long term
synaptic
depression;GO:0015
844|monoamine
transport;GO:00072
75|multicellular
organismal
development;GO:00
34316|negative
regulation of Arp2/3
complex-mediated
actin
nucleation;GO:0002
092|positive
regulation of
receptor
internalization;GO:0
051260|protein

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0005794|Golgi
apparatus;GO:00057
39|mitochondrion;G
O:0043005|neuron
projection;GO:0048
471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0042
734|presynaptic
membrane;GO:0045
202|synapse;

GO:0051015|actin
filament
binding;GO:007193
3|Arp2/3 complex
binding;GO:001688
7|ATPase
activity;GO:0019899
|enzyme
binding;GO:000166
4|G-protein coupled
receptor
binding;GO:004280
2|identical protein
binding;GO:004687
2|metal ion
binding;GO:000802
2|protein C-
terminus
binding;GO:001990
4|protein domain
specific
binding;GO:000508
0|protein kinase C
binding;GO:000510
2|receptor binding;

. .

ENSG00000100167 0 1 0 0 0.924703352 2 2 2 2 -2.152483395 0.149372383 NA down no 3-Sep protein_coding chr22:41976272-
41998221:+

gi|148672573|gb|ED
L04520.1| 1881 0

septin 3, isoform
CRA_c, partial
[Mus musculus]

gi|156602652|ref|N
M_019106.5| 4649 0

Homo sapiens
septin 3 (SEPT3),
transcript variant B,
mRNA

Q9UH03 391 3.00E-134 Neuronal-specific
septin-3 SPAC821.06 182 1.00E-53 COG5019 pfam00735 Septin

Septin. Members of
this family include
CDC3, CDC10,
CDC11 and
CDC12/Septin.
Members of this
family bind GTP.
As regards the
septins, these are
polypeptides of 30-
65kDa with three
characteristic
GTPase motifs (G-
1, G-3 and G-4) that
are similar to those
of the Ras family.
The G-4 motif is
strictly conserved
with a unique septin
consensus of
AKAD. Most
septins are thought
to have at least one
coiled-coil region,
which in some cases
is necessary for
intermolecular
interactions that
allow septins to
polymerize to form
rod-shaped
complexes. In turn,
these are arranged
into tandem arrays
to form filaments

GO:0007049|cell
cycle;GO:0051301|c
ell division;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0045202|synapse;

GO:0005525|GTP
binding; K16938 SEPT3_9_12; septin

3/9/12



ENSG00000100201 3 15 3 23 22.80996024 65 43 21 45 -1.590708793 0.003884901 0.018032587 down yes DDX17 protein_coding chr22:38483440-
38507660:-

gi|38201710|ref|NP_
006377.2| 3068 0

probable ATP-
dependent RNA
helicase DDX17
isoform 1 [Homo
sapiens]

gi|19584510|emb|AL
713763.1| 6425 0

Homo sapiens
mRNA; cDNA
DKFZp761H2016
(from clone
DKFZp761H2016)

Q501J6 92.4 1.00E-20
Probable ATP-
dependent RNA
helicase DDX17

. . . . pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

GO:0072358|cardio
vascular system
development;GO:00
33148|positive
regulation of
intracellular
estrogen receptor
signaling
pathway;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00097
91|post-embryonic
development;GO:20
01014|regulation of
skeletal muscle cell
differentiation;GO:0
010501|RNA
secondary structure
unwinding;GO:0006
351|transcription,
DNA-templated;

GO:0016020|membr
ane;GO:0005730|nu
cleolus;GO:0005654
|nucleoplasm;GO:00
05634|nucleus;

GO:0005524|ATP
binding;GO:000400
4|ATP-dependent
RNA helicase
activity;GO:0030331
|estrogen receptor
binding;GO:004482
2|poly(A) RNA
binding;GO:000371
3|transcription
coactivator activity;

K13178

DDX17; ATP-
dependent RNA
helicase DDX17
[EC:3.6.4.13]

ENSG00000100207 0 0 0 1 0.508037974 3 0 0 1 -1.157045904 0.609635155 NA down no TCF20 protein_coding chr22:42160013-
42343616:-

gi|694983552|ref|XP
_003317325.2| 8413 0

PREDICTED:
transcription factor
20 isoform X1 [Pan
troglodytes]

gi|523425753|ref|N
M_005650.2| 7309 0

Homo sapiens
transcription factor
20 (AR1) (TCF20),
transcript variant 1,
mRNA

Q9UGU0 184 3.00E-51 Transcription factor
20 . . . . pfam13771 zf-HC5HC2H

PHD-like zinc-
binding domain.
The members of
this family are
annotated as
containing PHD
domain, but the
zinc-binding region
here is not typical of
PHD domains. The
conformation here
is a well-conserved
cysteine-histidine
rich region
spanning 90
residues, where the
Cys and His are
arranged as
HxxC(31)CxxC(6)C
xxCxxxxCxxxxHxx
C (21)CxxH.

GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0003677|DNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000100226 0 1 0 2 1.641878368 3 3 4 3 -1.674074941 0.161608849 0.271170016 down no GTPBP1 protein_coding chr22:38705723-
38738299:+

gi|82546879|ref|NP_
004277.2| 3093 0

GTP-binding
protein 1 [Homo
sapiens]

gi|82546878|ref|NM
_004286.4| 5047 0

Homo sapiens GTP
binding protein 1
(GTPBP1), mRNA

D2XV59 121 1.00E-30 GTP-binding
protein 1 SSO2429 322 5.00E-95 COG5258 pfam00009 GTP_EFTU

Elongation factor
Tu GTP binding
domain. This
domain contains a
P-loop motif, also
found in several
other families such
as pfam00071,
pfam00025 and
pfam00063.
Elongation factor
Tu consists of three
structural domains,
this plus two C-
terminal beta barrel
domains.

GO:0061014|positiv
e regulation of
mRNA catabolic
process;

GO:0000177|cytopla
smic exosome
(RNase
complex);GO:00058
29|cytosol;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

K19347
SUN1_2; SUN
domain-containing
protein 1/2

ENSG00000100234 7 8 6 3 4.688352063 1 3 3 2 2.030804783 0.009432196 0.034617954 up yes TIMP3 protein_coding chr22:32801701-
32863043:+

gi|332218050|ref|XP
_003258172.1| 1141 1.00E-139

PREDICTED:
metalloproteinase
inhibitor 3 isoform
X1 [Nomascus
leucogenys]

gi|75905820|ref|NM
_000362.4| 4601 0

Homo sapiens
TIMP
metallopeptidase
inhibitor 3 (TIMP3),
mRNA

Q5PXZ9 437 6.00E-141 Metalloproteinase
inhibitor 3 . . . . pfam00965 TIMP

Tissue inhibitor of
metalloproteinase.
Members of this
family are common
in extracellular
regions of
vertebrate species

GO:0043086|negativ
e regulation of
catalytic
activity;GO:0051045
|negative regulation
of membrane
protein ectodomain
proteolysis;GO:0010
033|response to
organic substance;

GO:0005615|extrace
llular
space;GO:0005578|p
roteinaceous
extracellular matrix;

GO:0046872|metal
ion
binding;GO:000819
1|metalloendopeptid
ase inhibitor
activity;GO:0002020
|protease binding;

K16866
TIMP3;
metalloproteinase
inhibitor 3

ENSG00000100239 0 1 2 2 2.501811014 10 4 2 2 -1.344557862 0.202849219 0.320424245 down no PPP6R2 protein_coding chr22:50343304-
50445090:+

gi|768031574|ref|XP
_011529024.1| 4511 0

PREDICTED:
serine/threonine-
protein phosphatase
6 regulatory subunit
2 isoform X3
[Homo sapiens]

gi|339276038|ref|N
M_001242898.1| 4104 0

Homo sapiens
protein phosphatase
6, regulatory
subunit 2 (PPP6R2),
transcript variant 1,
mRNA

O75170 80.5 8.00E-15

Serine/threonine-
protein phosphatase
6 regulatory subunit
2

. . . . pfam04499 SAPS

SIT4 phosphatase-
associated protein.
This family includes
a conserved region
from a group of
yeast proteins that
associate with the
SIT4 phosphatase.
This association is
required for SIT4's
role in G1 cyclin
transcription and
for bud formation.
This family also
includes
homologous regions
from other
eukaryotes.

.

GO:0005737|cytopla
sm;GO:0043231|intr
acellular membrane-
bounded organelle;

. K15500

PPP6R2, SAPS2;
serine/threonine-
protein phosphatase
6 regulatory subunit
2

ENSG00000100241 0 0 0 1 0.714740081 4 1 1 0 -1.753402017 0.34671282 NA down no SBF1 protein_coding chr22:50445000-
50475024:-

gi|239735519|ref|NP
_002963.2| 9338 0

myotubularin-
related protein 5
[Homo sapiens]

gi|426394930|ref|X
M_004063688.1| 7570 0

PREDICTED:
Gorilla gorilla
gorilla SET binding
factor 1 (SBF1),
mRNA

O95248 247 2.00E-72 Myotubularin-
related protein 5 . . . . pfam12335 SBF2

Myotubularin
protein. This
domain family is
found in
eukaryotes, and is
approximately 220
amino acids in
length. The family
is found in
association with
pfam02141,
pfam03456,
pfam03455. This
family is the middle
region of SBF2, a
member of the
myotubularin
family.
Myotubularin-
related proteins
have been suggested
to work in
phosphoinositide-
mediated signalling
events that may also
convey control of
myelination.
Mutations of SBF2
are implicated in
Charcot-Marie-
Tooth disease.

GO:0006470|protein
dephosphorylation;
GO:0007283|sperma
togenesis;

GO:0016021|integral
component of
membrane;GO:0005
634|nucleus;

GO:0019208|phosph
atase regulator
activity;GO:0008138
|protein
tyrosine/serine/threo
nine phosphatase
activity;GO:0017112
|Rab guanyl-
nucleotide exchange
factor activity;

K18061

SBF1_2,
MTMR5_13;
myotubularin-
related protein 5/13

ENSG00000100281 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no HMGXB4 protein_coding chr22:35257452-
35295807:+

gi|578836854|ref|XP
_006724163.1| 2324 0

PREDICTED: HMG
domain-containing
protein 4 isoform
X2 [Homo sapiens]

gi|239787905|ref|NR
_027780.1| 4216 0

Homo sapiens HMG
box domain
containing 4
(HMGXB4),
transcript variant 2,
non-coding RNA

Q9UGU5 207 1.00E-60 HMG domain-
containing protein 4 . . . . pfam13775 DUF4171

Domain of
unknown function
(DUF4171). This
short family is
frequently found at
the N-terminus of
Homeobox proteins.

GO:0008333|endoso
me to lysosome
transport;GO:00301
78|negative
regulation of Wnt
signaling
pathway;GO:001605
5|Wnt signaling
pathway;

GO:0016589|NURF
complex;

GO:0003677|DNA
binding; K11298

HMG2L1; high
mobility group
protein 2-like 1

ENSG00000100285 0 0 1 0 0.567646295 0 3 0 1 -1.129214354 0.608014861 NA down no NEFH protein_coding chr22:29480230-
29491390:+

gi|635101406|ref|XP
_007973526.1| 1798 0

PREDICTED:
neurofilament
heavy polypeptide
isoform X7
[Chlorocebus
sabaeus]

gi|196162718|ref|N
M_021076.3| 3683 0

Homo sapiens
neurofilament,
heavy polypeptide
(NEFH), mRNA

P12036 690 0 Neurofilament
heavy polypeptide . . . . pfam00038 Filament Intermediate

filament protein.

GO:0061564|axon
development;GO:00
07409|axonogenesis;
GO:0030031|cell
projection
assembly;GO:00002
26|microtubule
cytoskeleton
organization;GO:00
33693|neurofilament
bundle
assembly;GO:00489
36|peripheral
nervous system
neuron
axonogenesis;GO:19
02513|regulation of
organelle transport
along microtubule;

GO:0030424|axon;G
O:0005737|cytoplas
m;GO:0005739|mito
chondrion;GO:0043
209|myelin
sheath;GO:0097418|
neurofibrillary
tangle;GO:0005883|
neurofilament;

GO:0045502|dynein
binding;GO:001989
4|kinesin
binding;GO:000801
7|microtubule
binding;GO:003067
4|protein binding,
bridging;GO:001990
1|protein kinase
binding;GO:000520
0|structural
constituent of
cytoskeleton;GO:00
05198|structural
molecule activity;

K04574
NEFH, NF-H;
neurofilament
heavy polypeptide

ENSG00000100296 0 0 1 1 0.284508243 0 0 0 0 1.982045671 0.513353684 NA up no THOC5 protein_coding chr22:29505879-
29555216:-

gi|119580211|gb|EA
W59807.1| 3916 0

hCG2011153,
isoform CRA_a
[Homo sapiens]

gi|4589609|dbj|AB0
23200.1| 4574 0

Homo sapiens
mRNA for
KIAA0983 protein,
partial cds

Q13769 244 7.00E-163 THO complex
subunit 5 homolog . . . . pfam09766 FimP

Fms-interacting
protein. This entry
carries part of the
crucial 144 N-
terminal residues of
the FmiP protein,
which is essential
for the binding of
the protein to the
cytoplasmic domain
of activated Fms-
molecules in M-
CSF induced
haematopoietic
differentiation of
macrophages. The
C-terminus contains
a putative nuclear
localisation
sequence and a
leucine zipper
which suggest
further, as yet
unknown, nuclear
functions. The level
of FMIP expression
might form a
threshold that
determines whether
cells differentiate
into macrophages or
into granulocytes.

GO:0030224|monoc
yte
differentiation;GO:0
031124|mRNA 3'-
end
processing;GO:0006
406|mRNA export
from
nucleus;GO:200000
2|negative
regulation of DNA
damage
checkpoint;GO:0032
786|positive
regulation of DNA-
templated
transcription,
elongation;GO:0060
215|primitive
hemopoiesis;GO:00
06405|RNA export
from
nucleus;GO:000838
0|RNA
splicing;GO:000636
9|termination of
RNA polymerase II
transcription;GO:00
46784|viral mRNA
export from host
cell nucleus;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0000
347|THO
complex;GO:000044
5|THO complex part
of transcription
export
complex;GO:000034
6|transcription
export complex;

GO:0003729|mRNA
binding; K13174 THOC5; THO

complex subunit 5



ENSG00000100314 1 5 2 4 7.759870644 20 13 7 22 -1.867934498 0.004381264 0.019755517 down yes CABP7 protein_coding chr22:29720084-
29731839:+

gi|21322238|ref|NP_
620398.1| 1149 2.00E-146

calcium-binding
protein 7 [Mus
musculus]

gi|209571529|ref|N
M_182527.2| 2982 0

Homo sapiens
calcium binding
protein 7 (CABP7),
mRNA

Q66H96 447 9.00E-148 Calcium-binding
protein 7 SPAC3A12.14 82 1.00E-16 COG5126 pfam13499 EF-hand_7 EF-hand domain

pair. .

GO:0016021|integral
component of
membrane;GO:0048
471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0032
588|trans-Golgi
network membrane;

GO:0005509|calciu
m ion binding; . .

ENSG00000100320 5 6 16 9 13.47691693 18 17 14 31 -0.549882583 0.299097518 0.425950198 down no RBFOX2 protein_coding chr22:35738736-
36028425:-

gi|829877882|ref|XP
_012642520.1| 1759 0

PREDICTED: RNA
binding protein fox-
1 homolog 2
isoform X8
[Microcebus
murinus]

gi|133925796|ref|N
M_014309.2| 6928 0

Homo sapiens RNA
binding protein,
fox-1 homolog (C.
elegans) 2
(RBFOX2),
transcript variant 2,
mRNA

A6QPR6 83.2 1.00E-15
RNA binding
protein fox-1
homolog 2

TP0356 50.4 6.00E-06 COG0724 pfam12414 Fox-1_C

Calcitonin gene-
related peptide
regulator C
terminal. This
domain family is
found in
eukaryotes, and is
typically between 69
and 99 amino acids
in length. The
family is found in
association with
pfam00076. This
family is the C
terminal of Fox-1, a
protein involved in
the regulation of
calcitonin gene-
related peptide to
mediate the neuron-
specific splicing
pattern. Fox-1, with
Fox-2, functions to
repress exon 4
inclusion.

GO:0030520|intracel
lular estrogen
receptor signaling
pathway;GO:000639
7|mRNA
processing;GO:0045
892|negative
regulation of
transcription, DNA-
templated;GO:00073
99|nervous system
development;GO:00
00381|regulation of
alternative mRNA
splicing, via
spliceosome;GO:00
08380|RNA splicing;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:000372
3|RNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0008134
|transcription factor
binding;

K14946
RBFOX, FOX;
RNA binding
protein fox-1

ENSG00000100321 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no SYNGR1 protein_coding chr22:39349925-
39385588:+

gi|22035696|ref|NP_
004702.2| 1011 2.00E-123

synaptogyrin-1
isoform 1a [Homo
sapiens]

gi|156630985|ref|N
M_004711.4| 4391 0

Homo sapiens
synaptogyrin 1
(SYNGR1),
transcript variant 1a,
mRNA

O43759 394 9.00E-125 Synaptogyrin-1 . . . . pfam01284 MARVEL

Membrane-
associating domain.
MARVEL domain-
containing proteins
are often found in
lipid-associating
proteins - such as
Occludin and MAL
family proteins. It
may be part of the
machinery of
membrane
apposition events,
such as transport
vesicle biogenesis.

GO:0006605|protein
targeting;GO:004816
9|regulation of long-
term neuronal
synaptic
plasticity;GO:00481
72|regulation of
short-term neuronal
synaptic plasticity;

GO:0030054|cell
junction;GO:001602
1|integral
component of
membrane;GO:0042
470|melanosome;G
O:0031594|neuromu
scular
junction;GO:003067
2|synaptic vesicle
membrane;GO:0043
195|terminal
bouton;

. . .

ENSG00000100342 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no APOL1 protein_coding chr22:36253010-
36267530:+

gi|148745121|gb|AA
I42721.1| 2019 0

APOL1 protein,
partial [Homo
sapiens]

gi|211938438|ref|N
M_145343.2| 3000 0

Homo sapiens
apolipoprotein L, 1
(APOL1), transcript
variant 2, mRNA

O14791 334 2.00E-112 Apolipoprotein L1 . . . . pfam05461 ApoL

Apolipoprotein L.
Apo L belongs to
the high density
lipoprotein family
that plays a central
role in cholesterol
transport. The
cholesterol content
of membranes is
important in cellular
processes such as
modulating gene
transcription and
signal transduction
both in the adult
brain and during
neurodevelopment.
There are six apo L
genes located in
close proximity to
each other on
chromosome 22q12
in humans. 22q12 is
a confirmed high-
susceptibility locus
for schizophrenia
and close to the
region associated
with
velocardiofacial
syndrome that
includes symptoms
of schizophrenia.

GO:1902476|chlorid
e transmembrane
transport;GO:00082
03|cholesterol
metabolic
process;GO:001983
5|cytolysis;GO:0045
087|innate immune
response;GO:00316
40|killing of cells of
other
organism;GO:00068
69|lipid
transport;GO:00421
57|lipoprotein
metabolic
process;GO:000689
8|receptor-mediated
endocytosis;

GO:0072562|blood
microparticle;GO:00
05576|extracellular
region;GO:0005615|
extracellular
space;GO:0034364|h
igh-density
lipoprotein
particle;GO:0031224
|intrinsic component
of
membrane;GO:0034
361|very-low-
density lipoprotein
particle;

GO:0005254|chlorid
e channel
activity;GO:0008289
|lipid binding;

K14480 APOL;
apolipoprotein L

ENSG00000100345 0 0 0 1 1.500617631 6 4 1 3 -2.957326323 0.036680126 0.091227362 down no MYH9 protein_coding chr22:36281281-
36388018:-

gi|12667788|ref|NP_
002464.1| 8614 0 myosin-9 [Homo

sapiens]
gi|53791226|dbj|AB
191263.1| 7444 0

Homo sapiens
MYH9 mRNA for
non-muscle myosin
heavy polypeptide
9, complete cds

P14105 102 6.00E-24 Myosin-9 SPCC645.05c 768 0 COG5022 pfam00063 Myosin_head Myosin head (motor
domain).

GO:0031532|actin
cytoskeleton
reorganization;GO:0
030048|actin
filament-based
movement;GO:0001
525|angiogenesis;G
O:0043534|blood
vessel endothelial
cell
migration;GO:00071
55|cell
adhesion;GO:00009
10|cytokinesis;GO:0
006509|membrane
protein ectodomain
proteolysis;GO:0030
224|monocyte
differentiation;GO:1
903919|negative
regulation of actin
filament
severing;GO:000691
1|phagocytosis,
engulfment;GO:003
0220|platelet
formation;GO:1903
923|positive
regulation of
protein processing
in phagocytic
vesicle;GO:0015031|
protein
transport;GO:00083
60|regulation of cell

GO:0015629|actin
cytoskeleton;GO:00
05826|actomyosin
contractile
ring;GO:0031252|cel
l leading
edge;GO:0032154|cl
eavage
furrow;GO:0005737
|cytoplasm;GO:0005
829|cytosol;GO:001
6459|myosin
complex;GO:000563
4|nucleus;GO:00058
86|plasma
membrane;GO:0043
234|protein
complex;GO:000172
6|ruffle;GO:0001725
|stress fiber;

GO:0051015|actin
filament
binding;GO:000552
4|ATP
binding;GO:001688
7|ATPase
activity;GO:0000146
|microfilament
motor
activity;GO:0043495
|protein
anchor;GO:0042803|
protein
homodimerization
activity;

K10352 MYH; myosin heavy
chain

ENSG00000100354 3 10 13 17 20.89619838 73 38 16 22 -1.301802757 0.025846535 0.070660763 down no TNRC6B protein_coding chr22:40044817-
40335808:+

gi|241982729|ref|NP
_001155973.1| 7523 0

trinucleotide repeat-
containing gene 6B
protein isoform 1
[Homo sapiens]

gi|241982728|ref|N
M_001162501.1| 18279 0

Homo sapiens
trinucleotide repeat
containing 6B
(TNRC6B),
transcript variant 1,
mRNA

Q8BKI2 157 2.00E-37
Trinucleotide
repeat-containing
gene 6B protein

. . . . pfam10427 Ago_hook

Argonaute hook.
This region has
been called the
argonaute hook. It
has been shown to
bind to the Piwi
domain pfam02171
of Argnonaute
proteins.

GO:0001732|formati
on of cytoplasmic
translation initiation
complex;GO:000173
1|formation of
translation
preinitiation
complex;GO:007552
2|IRES-dependent
viral translational
initiation;GO:00064
46|regulation of
translational
initiation;GO:00064
13|translational
initiation;GO:00755
25|viral translational
termination-
reinitiation;

GO:0016282|eukary
otic 43S
preinitiation
complex;GO:003329
0|eukaryotic 48S
preinitiation
complex;GO:000585
2|eukaryotic
translation initiation
factor 3
complex;GO:007154
1|eukaryotic
translation initiation
factor 3 complex,
eIF3m;GO:0016020|
membrane;

GO:0044822|poly(A
) RNA
binding;GO:000374
3|translation
initiation factor
activity;

K18412

TNRC6, GW182;
trinucleotide repeat-
containing gene 6
protein

ENSG00000100379 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no KCTD17 protein_coding chr22:37051736-
37063390:+

gi|544186109|ref|NP
_001269613.1| 1278 5.00E-170

BTB/POZ domain-
containing protein
KCTD17 isoform 1
[Homo sapiens]

gi|544186108|ref|N
M_001282684.1| 1763 0

Homo sapiens
potassium channel
tetramerization
domain containing
17 (KCTD17),
transcript variant 1,
mRNA

Q8N5Z5 326 5.00E-111
BTB/POZ domain-
containing protein
KCTD17

. . . . pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0030030|cell
projection
organization;GO:00
32469|endoplasmic
reticulum calcium
ion
homeostasis;GO:004
5724|positive
regulation of cilium
assembly;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:005126
0|protein
homooligomerizatio
n;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000573
7|cytoplasm;GO:000
5783|endoplasmic
reticulum;

GO:0097602|cullin
family protein
binding;GO:003240
3|protein complex
binding;

. .

ENSG00000100387 7 7 12 3 7.010692345 4 8 5 6 0.991078201 0.133606303 0.232356152 up no RBX1 protein_coding chr22:40951347-
40973309:+

gi|297261146|ref|XP
_001098854.2| 649 3.00E-80

PREDICTED:
RING-box protein
1-like [Macaca
mulatta]

gi|21748986|dbj|AK
090764.1| 1862 0

Homo sapiens
cDNA FLJ33445 fis,
clone
BRALZ2000263

P62878 226 9.00E-72 E3 ubiquitin-protein
ligase RBX1 SPAC23H4.18c 110 1.00E-29 COG5194 pfam12678 zf-rbx1

RING-H2 zinc
finger. There are 8
cysteine/ histidine
residues which are
proposed to be the
conserved residues
involved in zinc
binding. The
protein, of which
this domain is the
conserved region,
participates in
diverse functions
relevant to
chromosome
metabolizm and cell
cycle control.

GO:0006281|DNA
repair;GO:0043161|
proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:003016
3|protein catabolic
process;GO:000651
3|protein
monoubiquitination;
GO:0045116|protein
neddylation;GO:001
6567|protein
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:003114
6|SCF-dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000651
1|ubiquitin-
dependent protein
catabolic process;

GO:0005680|anapha
se-promoting
complex;GO:003146
2|Cul2-RING
ubiquitin ligase
complex;GO:003146
3|Cul3-RING
ubiquitin ligase
complex;GO:008000
8|Cul4-RING E3
ubiquitin ligase
complex;GO:003146
4|Cul4A-RING E3
ubiquitin ligase
complex;GO:003146
5|Cul4B-RING E3
ubiquitin ligase
complex;GO:003146
6|Cul5-RING
ubiquitin ligase
complex;GO:003146
7|Cul7-RING
ubiquitin ligase
complex;GO:003146
1|cullin-RING
ubiquitin ligase
complex;GO:000582
9|cytosol;GO:00432
24|nuclear SCF
ubiquitin ligase
complex;GO:001900
5|SCF ubiquitin
ligase
complex;GO:000015
1|ubiquitin ligase

GO:0097602|cullin
family protein
binding;GO:000819
0|eukaryotic
initiation factor 4E
binding;GO:001687
4|ligase
activity;GO:0019788
|NEDD8 transferase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0034450
|ubiquitin-ubiquitin
ligase
activity;GO:0008270
|zinc ion binding;

K03868 RBX1, ROC1;
RING-box protein 1



ENSG00000100403 2 3 1 15 19.60738352 69 41 21 40 -2.632286354 4.38E-05 0.000568026 down yes ZC3H7B protein_coding chr22:41301522-
41360147:+

gi|27881484|ref|NP_
060060.3| 4858 0

zinc finger CCCH
domain-containing
protein 7B [Homo
sapiens]

gi|444299618|ref|N
M_017590.5| 5909 0

Homo sapiens zinc
finger CCCH-type
containing 7B
(ZC3H7B), mRNA

Q9UGR2 393 2.00E-114
Zinc finger CCCH
domain-containing
protein 7B

SPAC17A2.04c 69.7 3.00E-11 COG0457 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016032|viral
process;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000100425 1 3 1 7 6.749250394 9 13 10 21 -1.680870598 0.012434624 0.042161148 down yes BRD1 protein_coding chr22:49773283-
49827512:-

gi|817325806|ref|XP
_012289814.1| 5475 0

PREDICTED:
bromodomain-
containing protein 1
isoform X1 [Aotus
nancymaae]

gi|6979018|gb|AF00
5067.1|AF005067 4605 0

Homo sapiens BRL
mRNA, complete
cds

O95696 1932 0 Bromodomain-
containing protein 1 YGR252w 80.5 7.00E-15 COG5076 pfam13832 zf-HC5HC2H_2 PHD-zinc-finger

like domain.

GO:0043966|histone
H3
acetylation;GO:0051
602|response to
electrical
stimulus;GO:003590
2|response to
immobilization
stress;

GO:0030425|dendrit
e;GO:0070776|MOZ
/MORF histone
acetyltransferase
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0043204|perikaryon;

GO:0042393|histone
binding;GO:000827
0|zinc ion binding;

K11349
BRD1, BRPF2;
bromodomain-
containing protein 1

ENSG00000100462 0 0 0 5 5.013558695 13 8 9 15 -2.764338643 0.003686308 0.017295758 down yes PRMT5 protein_coding chr14:22920511-
22929585:-

gi|533123738|ref|XP
_005377164.1| 3444 0

PREDICTED:
protein arginine N-
methyltransferase 5
isoform X1
[Chinchilla lanigera]

gi|545478994|ref|N
M_006109.4| 2531 0

Homo sapiens
protein arginine
methyltransferase 5
(PRMT5), transcript
variant 1, mRNA

A7YW45 296 1.00E-94 Protein arginine N-
methyltransferase 5 . . . . pfam05185 PRMT5

PRMT5 arginine-N-
methyltransferase.
The human
homologue of yeast
Skb1 (Shk1 kinase-
binding protein 1) is
PRMT5, an
arginine-N-
methyltransferase.
These proteins
appear to be key
mitotic regulators.
They play a role in
Jak signalling in
higher eukaryotes.

GO:0032922|circadi
an regulation of
gene
expression;GO:0006
353|DNA-templated
transcription,
termination;GO:004
2118|endothelial cell
activation;GO:00901
61|Golgi ribbon
formation;GO:0043
985|histone H4-R3
methylation;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00182
16|peptidyl-arginine
methylation;GO:001
9918|peptidyl-
arginine
methylation, to
symmetrical-
dimethyl
arginine;GO:003524
6|peptidyl-arginine
N-
methylation;GO:000
0387|spliceosomal
snRNP assembly;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005794|G
olgi
apparatus;GO:00350
97|histone
methyltransferase
complex;GO:003470
9|methylosome;GO:
0005634|nucleus;

GO:0003682|chrom
atin
binding;GO:000104
6|core promoter
sequence-specific
DNA
binding;GO:004402
0|histone
methyltransferase
activity (H4-R3
specific);GO:000846
9|histone-arginine
N-methyltransferase
activity;GO:0008327
|methyl-CpG
binding;GO:000816
8|methyltransferase
activity;GO:0046982
|protein
heterodimerization
activity;GO:0016274
|protein-arginine N-
methyltransferase
activity;GO:0035243
|protein-arginine
omega-N symmetric
methyltransferase
activity;GO:0043021
|ribonucleoprotein
complex
binding;GO:000371
4|transcription
corepressor activity;

K02516

PRMT5, HSL7;
protein arginine N-
methyltransferase 5
[EC:2.1.1.125]

ENSG00000100505 0 0 0 6 3.534698215 11 11 3 4 -1.951411074 0.086935494 0.167317092 down no TRIM9 protein_coding chr14:50975262-
51096061:-

gi|767979619|ref|XP
_011534691.1| 4149 0

PREDICTED: E3
ubiquitin-protein
ligase TRIM9
isoform X1 [Homo
sapiens]

gi|39795456|gb|BC0
63872.1| 5275 0

Homo sapiens
tripartite motif-
containing 9,
mRNA (cDNA
clone MGC:75399
IMAGE:6471552),
complete cds

Q8C7M3 1487 0 E3 ubiquitin-protein
ligase TRIM9 . . . . pfam00622 SPRY

SPRY domain.
SPRY Domain is
named from SPla
and the RYanodine
Receptor. Domain
of unknown
function. Distant
homologues are
domains in
butyrophilin/maren
ostrin/pyrin
homologues.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:001607
9|synaptic vesicle
exocytosis;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0030425|dendrite;
GO:0008021|synapti
c vesicle;

GO:0016874|ligase
activity;GO:0042803
|protein
homodimerization
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K10649
TRIM9_67; tripartite
motif-containing
protein 9/67

ENSG00000100519 2 0 4 2 1.811273885 1 2 0 2 1.345358618 0.272332581 0.395292107 up no PSMC6 protein_coding chr14:52707172-
52728587:+

gi|195539395|ref|NP
_002797.3| 2039 0

26S protease
regulatory subunit
10B [Homo sapiens]

gi|34534375|dbj|AK
127456.1| 2914 0

Homo sapiens
cDNA FLJ45548 fis,
A-BRTHA2036055

P62335 451 7.00E-158
26S protease
regulatory subunit
10B

YOR259c 541 0 COG1222 pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0030163|protein
catabolic process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0022624|pr
oteasome accessory
complex;

GO:0005524|ATP
binding;GO:001678
7|hydrolase activity;

K03064

PSMC6, RPT4; 26S
proteasome
regulatory subunit
T4

ENSG00000100528 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no CNIH1 protein_coding chr14:54423560-
54441431:-

gi|545507395|ref|XP
_003639247.2| 727 4.00E-84

PREDICTED:
protein cornichon
homolog [Canis
lupus familiaris]

gi|426376948|ref|X
M_004055194.1| 4602 0

PREDICTED:
Gorilla gorilla
gorilla cornichon
homolog
(Drosophila)
(CNIH), mRNA

Q5RDB5 90.1 3.00E-34 Protein cornichon
homolog 1 . . . . pfam03311 Cornichon Cornichon protein. GO:0016192|vesicle

-mediated transport;

GO:0005789|endopl
asmic reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000100591 0 0 1 1 0.284508243 0 0 0 0 1.982045671 0.513353684 NA up no AHSA1 protein_coding chr14:77457870-
77469474:+

gi|6912280|ref|NP_0
36243.1| 1805 0

activator of 90 kDa
heat shock protein
ATPase homolog 1
[Homo sapiens]

gi|224451069|ref|N
M_012111.2| 1400 0

Homo sapiens
AHA1, activator of
heat shock 90kDa
protein ATPase
homolog 1 (yeast)
(AHSA1), mRNA

O95433 302 5.00E-100
Activator of 90 kDa
heat shock protein
ATPase homolog 1

SPBC1711.08 128 1.00E-32 COG5580 pfam09229 Aha1_N

Activator of Hsp90
ATPase, N-terminal.
Members of this
family, which are
predominantly
found in the protein
'Activator of Hsp90
ATPase' adopt a
secondary structure
consisting of an N-
terminal alpha-helix
leading into a four-
stranded
meandering
antiparallel beta-
sheet, followed by a
C-terminal alpha-
helix. The two
helices are packed
together, with the
beta-sheet curving
around them. They
bind to the
molecular
chaperone HSP82
and stimulate its
ATPase activity.

GO:0006950|respon
se to stress;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05783|endoplasmic
reticulum;GO:00700
62|extracellular
exosome;

GO:0001671|ATPas
e activator
activity;GO:0098641
|cadherin binding
involved in cell-cell
adhesion;GO:00510
87|chaperone
binding;

. .

ENSG00000100603 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no SNW1 protein_coding chr14:77717599-
77761207:-

gi|530403266|ref|XP
_005267471.1| 2915 0

PREDICTED: SNW
domain-containing
protein 1 isoform
X1 [Homo sapiens]

gi|18860912|ref|NM
_012245.2| 2127 0

Homo sapiens SNW
domain containing 1
(SNW1), mRNA

Q13573 234 2.00E-72 SNW domain-
containing protein 1 . . . . pfam02731 SKIP_SNW

SKIP/SNW domain.
This domain is
found in chromatin
proteins.

GO:0042771|intrinsi
c apoptotic
signaling pathway
in response to DNA
damage by p53 class
mediator;GO:00003
98|mRNA splicing,
via
spliceosome;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00515
71|positive
regulation of
histone H3-K4
methylation;GO:004
8026|positive
regulation of mRNA
splicing, via
spliceosome;GO:00
50769|positive
regulation of
neurogenesis;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00305
11|positive
regulation of
transforming
growth factor beta
receptor signaling

GO:0016363|nuclear
matrix;GO:0005681|
spliceosomal
complex;

GO:0035257|nuclear
hormone receptor
binding;GO:004297
4|retinoic acid
receptor
binding;GO:004633
2|SMAD
binding;GO:000371
3|transcription
coactivator
activity;GO:0003714
|transcription
corepressor
activity;GO:0042809
|vitamin D receptor
binding;

K06063

SNW1, SKIIP,
SKIP; SNW
domain-containing
protein 1

ENSG00000100614 3 20 5 18 19.74837576 32 40 26 41 -1.148878616 0.011051451 0.038171592 down yes PPM1A protein_coding chr14:60245752-
60299087:+

gi|193211600|ref|NP
_808821.2| 2189 0

protein phosphatase
1A isoform 3
[Homo sapiens]

gi|193794815|ref|N
M_021003.4| 8184 0

Homo sapiens
protein
phosphatase,
Mg2+/Mn2+
dependent, 1A
(PPM1A), transcript
variant 1, mRNA

P35813 193 3.00E-54 Protein phosphatase
1A SPCC1223.11 210 8.00E-61 COG0631 pfam00481 PP2C

Protein phosphatase
2C. Protein
phosphatase 2C is a
Mn++ or Mg++
dependent protein
serine/threonine
phosphatase.

GO:0007050|cell
cycle
arrest;GO:0071560|c
ellular response to
transforming
growth factor beta
stimulus;GO:001631
1|dephosphorylation
;GO:0006499|N-
terminal protein
myristoylation;GO:0
030514|negative
regulation of BMP
signaling
pathway;GO:004312
4|negative
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00423
47|negative
regulation of NF-
kappaB import into
nucleus;GO:001099
1|negative
regulation of SMAD
protein complex
assembly;GO:00001
22|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00305
12|negative
regulation of

GO:0005829|cytosol
;GO:0016020|memb
rane;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;

GO:0033192|calmod
ulin-dependent
protein phosphatase
activity;GO:0000287
|magnesium ion
binding;GO:003014
5|manganese ion
binding;GO:000472
2|protein
serine/threonine
phosphatase
activity;GO:0070412
|R-SMAD
binding;GO:000487
1|signal transducer
activity;

K04457
PPM1A, PP2CA;
protein phosphatase
1A [EC:3.1.3.16]



ENSG00000100625 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no SIX4 protein_coding chr14:60709528-
60724348:-

gi|142976638|ref|NP
_059116.3| 3353 0

homeobox protein
SIX4 [Homo
sapiens]

gi|295789122|ref|N
M_017420.4| 6275 0

Homo sapiens SIX
homeobox 4
(SIX4), mRNA

Q9UIU6 809 0 Homeobox protein
SIX4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0048701|embryonic
cranial skeleton
morphogenesis;GO:
0061197|fungiform
papilla
morphogenesis;GO:
0048699|generation
of
neurons;GO:004247
2|inner ear
morphogenesis;GO:
0008584|male gonad
development;GO:00
30238|male sex
determination;GO:0
046661|male sex
differentiation;GO:0
072075|metanephric
mesenchyme
development;GO:00
51451|myoblast
migration;GO:00610
55|myotome
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:004352
4|negative
regulation of
neuron apoptotic
process;GO:190272

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K15615 SIX4; homeobox
protein SIX4

ENSG00000100644 1 0 0 0 0.295171048 0 0 0 1 0.569016224 0.850337072 NA up no HIF1A protein_coding chr14:61695513-
61748259:+

gi|340545531|ref|NP
_001230013.1| 4262 0

hypoxia-inducible
factor 1-alpha
isoform 3 [Homo
sapiens]

gi|340545530|ref|N
M_001243084.1| 3956 0

Homo sapiens
hypoxia inducible
factor 1, alpha
subunit (basic helix-
loop-helix
transcription factor)
(HIF1A), transcript
variant 3, mRNA

Q16665 227 6.00E-68 Hypoxia-inducible
factor 1-alpha . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001525|angiog
enesis;GO:0019896|
axon transport of
mitochondrion;GO:
0001922|B-1 B cell
homeostasis;GO:000
3208|cardiac
ventricle
morphogenesis;GO:
0051216|cartilage
development;GO:00
06879|cellular iron
ion
homeostasis;GO:007
1456|cellular
response to
hypoxia;GO:007134
7|cellular response
to interleukin-
1;GO:0021987|cereb
ral cortex
development;GO:00
32963|collagen
metabolic
process;GO:000224
8|connective tissue
replacement
involved in
inflammatory
response wound
healing;GO:0048546
|digestive tract
morphogenesis;GO:
0071542|dopaminer
gic neuron

GO:1904115|axon
cytoplasm;GO:0005
737|cytoplasm;GO:0
005829|cytosol;GO:
0031514|motile
cilium;GO:0016607|
nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
090575|RNA
polymerase II
transcription factor
complex;GO:000566
7|transcription
factor complex;

GO:0019899|enzym
e
binding;GO:003503
5|histone
acetyltransferase
binding;GO:005187
9|Hsp90 protein
binding;GO:003525
7|nuclear hormone
receptor
binding;GO:004698
2|protein
heterodimerization
activity;GO:0019901
|protein kinase
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000107
6|transcription
factor activity, RNA
polymerase II
transcription factor
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000098

K08268
HIF1A; hypoxia-
inducible factor 1
alpha

ENSG00000100647 17 9 7 5 6.80102618 1 1 2 1 3.611386034 7.47E-05 0.000852776 up yes SUSD6 protein_coding chr14:69611596-
69715142:+

gi|40788925|dbj|BA
A13378.2| 1459 0 KIAA0247 [Homo

sapiens]
gi|223941899|ref|N
M_014734.3| 5388 0

Homo sapiens sushi
domain containing 6
(SUSD6), mRNA

Q92537 563 0 Sushi domain-
containing protein 6 . . . . pfam00084 Sushi Sushi domain (SCR

repeat).

GO:0008219|cell
death;GO:0006974|c
ellular response to
DNA damage
stimulus;

GO:0016021|integral
component of
membrane;

. . .

ENSG00000100650 207 336 241 291 231.7147012 148 160 225 209 1.088227103 4.37E-06 9.72E-05 up yes SRSF5 protein_coding chr14:69726900-
69772005:+

gi|602662290|ref|XP
_007436790.1| 730 7.00E-89

PREDICTED:
serine/arginine-rich
splicing factor 5-
like isoform X1
[Python bivittatus]

gi|63102442|gb|BC0
95420.1| 3043 0

Homo sapiens
splicing factor,
arginine/serine-rich
5, mRNA (cDNA
clone
IMAGE:30520500),
with apparent
retained intron

Q09167 168 1.00E-49 Serine/arginine-rich
splicing factor 5 SPAC16.02c 133 2.00E-32 COG0724 pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0032869|cellular
response to insulin
stimulus;GO:000188
9|liver
development;GO:00
97421|liver
regeneration;GO:00
06397|mRNA
processing;GO:0033
120|positive
regulation of RNA
splicing;GO:005172
6|regulation of cell
cycle;GO:0006355|r
egulation of
transcription, DNA-
templated;GO:00328
68|response to
insulin;GO:0009611|
response to
wounding;GO:0008
380|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0016607|nuc
lear
speck;GO:0005730|
nucleolus;GO:00056
34|nucleus;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:004342
2|protein kinase B
binding;GO:000372
3|RNA binding;

K12893

SFRS4_5_6;
splicing factor,
arginine/serine-rich
4/5/6

ENSG00000100664 42 112 59 233 230.7400136 503 427 319 487 -1.563243997 1.84E-05 0.000306488 down yes EIF5 protein_coding chr14:103333544-
103345025:+

gi|21361337|ref|NP_
001960.2| 1858 0

eukaryotic
translation initiation
factor 5 [Homo
sapiens]

gi|387598038|ref|N
M_001969.4| 5942 0

Homo sapiens
eukaryotic
translation initiation
factor 5 (EIF5),
transcript variant 1,
mRNA

P55010 274 3.00E-88
Eukaryotic
translation initiation
factor 5

SPAC2F7.05c 258 4.00E-74 COG1601 pfam01873 eIF-5_eIF-2B

Domain found in
IF2B/IF5. This
family includes the
N terminus of eIF-
5, and the C
terminus of eIF-2
beta. This region
corresponds to the
whole of the
archaebacterial eIF-
2 beta homologue.
The region contains
a putative zinc
binding C4 finger.

GO:0090630|activati
on of GTPase
activity;GO:0001731
|formation of
translation
preinitiation
complex;GO:000644
6|regulation of
translational
initiation;GO:00064
13|translational
initiation;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05886|plasma
membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00055
25|GTP
binding;GO:000392
4|GTPase
activity;GO:0044822
|poly(A) RNA
binding;GO:000813
5|translation factor
activity, RNA
binding;GO:000374
3|translation
initiation factor
activity;

K03262 EIF5; translation
initiation factor 5

ENSG00000100678 0 0 0 0 0.59351342 2 3 0 1 -2.449158714 0.234478432 NA down no SLC8A3 protein_coding chr14:70044217-
70189070:-

gi|33946311|ref|NP_
892114.1| 4772 0

sodium/calcium
exchanger 3 isoform
C precursor [Homo
sapiens]

gi|537361034|ref|N
M_183002.2| 5268 0

Homo sapiens
solute carrier family
8 (sodium/calcium
exchanger), member
3 (SLC8A3),
transcript variant c,
mRNA

P57103 314 2.00E-89 Sodium/calcium
exchanger 3 . . . . pfam03160 Calx-beta Calx-beta domain.

GO:1990034|calciu
m ion export from
cell;GO:1990035|cal
cium ion import
into
cell;GO:0060402|cal
cium ion transport
into
cytosol;GO:0007154
|cell
communication;GO:
0071320|cellular
response to
cAMP;GO:0071456|
cellular response to
hypoxia;GO:000224
4|hematopoietic
progenitor cell
differentiation;GO:0
007612|learning;GO:
0060291|long-term
synaptic
potentiation;GO:000
7613|memory;GO:0
051560|mitochondri
al calcium ion
homeostasis;GO:000
6851|mitochondrial
calcium ion
transport;GO:00425
52|myelination;GO:
0048709|oligodendr
ocyte
differentiation;GO:0
014819|regulation of

GO:0030054|cell
junction;GO:004299
5|cell
projection;GO:0043
197|dendritic
spine;GO:0005789|e
ndoplasmic
reticulum
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
874|microtubule;GO
:0005741|mitochond
rial outer
membrane;GO:0005
739|mitochondrion;
GO:0031594|neuro
muscular
junction;GO:004302
5|neuronal cell
body;GO:0043204|p
erikaryon;GO:00484
71|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0042
383|sarcolemma;GO
:0016528|sarcoplas
m;

GO:0005432|calciu
m:sodium antiporter
activity;GO:0046872
|metal ion binding;

K05849

SLC8A, NCX;
solute carrier family
8 (sodium/calcium
exchanger)

ENSG00000100697 0 2 0 7 3.397397299 10 5 3 6 -1.068789012 0.266527464 0.39012789 down no DICER1 protein_coding chr14:95086228-
95158010:-

gi|29294649|ref|NP_
085124.2| 9369 0

endoribonuclease
Dicer isoform 1
[Homo sapiens]

gi|618468327|ref|N
M_030621.4| 10331 0

Homo sapiens dicer
1, ribonuclease type
III (DICER1),
transcript variant 2,
mRNA

Q9UPY3 221 8.00E-58 Endoribonuclease
Dicer SPCC188.13c 76.3 1.00E-12 COG0571 pfam03368 Dicer_dimer

Dicer dimerization
domain. This
domain is found in
members of the
Dicer protein family
which function in
RNA interference,
an evolutionarily
conserved
mechanism for gene
silencing using
double-stranded
RNA (dsRNA)
molecules. It is
essential for the
activity of Dicer. It
is a divergent
double stranded
RNA-binding
domain. The N-
terminal alpha helix
of this domain is in
a different
orientation to that
found in canonical
dsRNA-binding
domains. This
results in a change
of charge
distribution at the
potential dsRNA-
binding surface and
in the N- and C-
termini of the
domain being in

GO:0006309|apopto
tic DNA
fragmentation;GO:0
036404|conversion
of ds siRNA to ss
siRNA;GO:0033168|
conversion of ds
siRNA to ss siRNA
involved in RNA
interference;GO:003
1047|gene silencing
by
RNA;GO:0035280|
miRNA loading
onto RISC involved
in gene silencing by
miRNA;GO:001062
6|negative
regulation of
Schwann cell
proliferation;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00216
75|nerve
development;GO:00
48812|neuron
projection
morphogenesis;GO:
0032290|peripheral
nervous system
myelin
formation;GO:0031

GO:0033167|ARC
complex;GO:003042
4|axon;GO:0005737|
cytoplasm;GO:0005
829|cytosol;GO:003
0425|dendrite;GO:0
005793|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
30426|growth
cone;GO:0005634|n
ucleus;GO:0070578|
RISC-loading
complex;

GO:0005524|ATP
binding;GO:000453
0|deoxyribonuclease
I
activity;GO:0003725
|double-stranded
RNA
binding;GO:000452
1|endoribonuclease
activity;GO:0004386
|helicase
activity;GO:0046872
|metal ion
binding;GO:007088
3|pre-miRNA
binding;GO:001990
4|protein domain
specific
binding;GO:000452
5|ribonuclease III
activity;GO:0035197
|siRNA binding;

K11592
DICER1, DCR1;
endoribonuclease
Dicer [EC:3.1.26.-]

ENSG00000100722 9 20 3 10 13.24572307 22 16 21 14 -0.291487294 0.562989528 0.677537205 down no ZC3H14 protein_coding chr14:88562909-
88627596:+

gi|40804742|ref|NP_
079100.2| 3700 0

zinc finger CCCH
domain-containing
protein 14 isoform 1
[Homo sapiens]

gi|15424524|emb|AL
162171.4| 15855 0

Human
chromosome 14
DNA sequence BAC
R-507K2 of library
RPCI-11 from
chromosome 14 of
Homo sapiens
(Human), complete
sequence

Q4R6F6 131 9.00E-32
Zinc finger CCCH
domain-containing
protein 14

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:1900364|negativ
e regulation of
mRNA
polyadenylation;GO
:0043488|regulation
of mRNA stability;

GO:0005737|cytopla
sm;GO:0016607|nuc
lear
speck;GO:0005730|
nucleolus;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0046872|metal
ion
binding;GO:000814
3|poly(A)
binding;GO:004482
2|poly(A) RNA
binding;

. .



ENSG00000100731 0 0 0 0 0.890573515 3 1 1 4 -3.034924816 0.065860536 NA down no PCNX1 protein_coding chr14:70907405-
71115382:+

gi|126723564|ref|NP
_055797.2| 11388 0

pecanex-like protein
1 isoform 1 [Homo
sapiens]

gi|126723563|ref|N
M_014982.2| 12919 0

Homo sapiens
pecanex homolog
(Drosophila)
(PCNX), transcript
variant 1, mRNA

Q96RV3 4365 0 Pecanex-like protein
1 . . . . pfam05041 Pecanex_C

Pecanex protein (C-
terminus). This
family consists of C
terminal region of
the pecanex protein
homologues. The
pecanex protein is a
maternal-effect
neurogenic gene
found in
Drosophila.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000100749 0 0 2 3 0.676430771 0 0 0 0 3.219443135 0.173398407 NA up no VRK1 protein_coding chr14:96797304-
96931722:+

gi|563320562|pdb|2
RSV|A 2031 0

Chain A, Solution
Structure Of Human
Full-length Vaccinia
Related Kinase 1
(vrk1)

gi|426377958|ref|X
M_004055669.1| 1706 0

PREDICTED:
Gorilla gorilla
gorilla vaccinia
related kinase 1
(VRK1), mRNA

Q99986 161 1.00E-45
Serine/threonine-
protein kinase
VRK1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0051301|cell
division;GO:009016
6|Golgi
disassembly;GO:004
3987|histone H3-
S10
phosphorylation;GO
:0072355|histone
H3-T3
phosphorylation;GO
:0007067|mitotic
nuclear
division;GO:000707
7|mitotic nuclear
envelope
disassembly;GO:000
7084|mitotic nuclear
envelope
reassembly;GO:004
6777|protein
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:0008360|regulation
of cell shape;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005795|G
olgi
stack;GO:0005730|n
ucleolus;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0005819|spindle;

GO:0005524|ATP
binding;GO:003517
5|histone kinase
activity (H3-S10
specific);GO:007235
4|histone kinase
activity (H3-T3
specific);GO:003149
3|nucleosomal
histone
binding;GO:000467
2|protein kinase
activity;GO:0019901
|protein kinase
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08816
VRK; vaccinia
related kinase
[EC:2.7.11.1]

ENSG00000100764 3 7 7 16 12.89133003 16 21 21 27 -0.880973496 0.055696196 0.123327292 down no PSMC1 protein_coding chr14:90256495-
90275429:+

gi|431839200|gb|EL
K01127.1| 2081 0

26S protease
regulatory subunit 4
[Pteropus alecto]

gi|18619912|emb|AL
161662.6| 3159 0

Human
chromosome 14
DNA sequence BAC
R-439L12 of library
RPCI-11 from
chromosome 14 of
Homo sapiens
(Human), complete
sequence

P62193 222 7.00E-70 26S protease
regulatory subunit 4 SPBC4.07c 615 0 COG1222 pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0030433|ER-
associated
ubiquitin-dependent
protein catabolic
process;GO:190121
5|negative
regulation of
neuron
death;GO:0045899|p
ositive regulation of
RNA polymerase II
transcriptional
preinitiation
complex assembly;

GO:0031597|cytosol
ic proteasome
complex;GO:001602
0|membrane;GO:00
31595|nuclear
proteasome
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0022624|proteasome
accessory
complex;GO:000854
0|proteasome
regulatory particle,
base subcomplex;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0044822
|poly(A) RNA
binding;GO:003640
2|proteasome-
activating ATPase
activity;GO:0017025
|TBP-class protein
binding;

K03062

PSMC1, RPT2; 26S
proteasome
regulatory subunit
T2

ENSG00000100796 83 51 74 68 59.50162365 39 42 49 31 1.415531774 0.000208396 0.001836421 up yes PPP4R3A protein_coding chr14:91457611-
91510554:-

gi|24899184|dbj|BA
C23106.1| 4160 0 KIAA2010 protein

[Homo sapiens]
gi|546231919|ref|N
M_001284280.1| 4108 0

Homo sapiens
protein phosphatase
4, regulatory
subunit 3A
(PPP4R3A),
transcript variant 3,
mRNA

Q6IN85 91.3 4.00E-19

Serine/threonine-
protein phosphatase
4 regulatory subunit
3A

. . . . pfam04802 SMK-1

Component of IIS
longevity pathway
SMK-1. SMK-1 is a
component of the
IIs longevity
pathway which
regulates aging in
C.elegans.
Specifically, SMK-1
influences DAF-16-
dependant
regulation of the
aging process by
regulating the
transcriptional
specificity of DAF-
16 activity. SMK-1
plays a role in
longevity by
modulating the
transcriptional
specificity of DAF-
16.

.

GO:0005737|cytopla
sm;GO:0005815|mic
rotubule organizing
center;GO:0005634|
nucleus;

. K17491

SMEK, PPP4R3;
protein phosphatase
4 regulatory subunit
3

ENSG00000100811 35 46 31 55 37.30906357 32 33 41 25 0.879639376 0.002954483 0.014738458 up no YY1 protein_coding chr14:100238298-
100282792:+

gi|4507955|ref|NP_0
03394.1| 1460 1.00E-180

transcriptional
repressor protein
YY1 [Homo
sapiens]

gi|15982201|emb|AL
135838.6| 5378 0

Human
chromosome 14
DNA sequence BAC
R-362L22 of library
RPCI-11 from
chromosome 14 of
Homo sapiens
(Human), complete
sequence

P25490 246 8.00E-77
Transcriptional
repressor protein
YY1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
48593|camera-type
eye
morphogenesis;GO:
0030154|cell
differentiation;GO:0
006974|cellular
response to DNA
damage
stimulus;GO:007134
7|cellular response
to interleukin-
1;GO:0034644|cellul
ar response to
UV;GO:0051276|chr
omosome
organization;GO:00
00724|double-strand
break repair via
homologous
recombination;GO:0
010629|negative
regulation of gene
expression;GO:0000
122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II

GO:0005737|cytopla
sm;GO:0031011|Ino
80
complex;GO:001636
3|nuclear
matrix;GO:0005634|
nucleus;GO:003151
9|PcG protein
complex;GO:000566
7|transcription
factor complex;

GO:0003677|DNA
binding;GO:000115
8|enhancer
sequence-specific
DNA
binding;GO:000040
0|four-way junction
DNA
binding;GO:000372
3|RNA
binding;GO:004633
2|SMAD
binding;GO:000371
3|transcription
coactivator
activity;GO:0003714
|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000827
0|zinc ion binding;

K09201 YY; transcription
factor YY

ENSG00000100813 1 0 2 0 2.43594616 8 3 1 7 -1.986582782 0.1048842 0.191662075 down no ACIN1 protein_coding chr14:23058564-
23095614:-

gi|308153407|sp|Q9
UKV3.2|ACINU_H
UMAN

4659 0

RecName:
Full=Apoptotic
chromatin
condensation
inducer in the
nucleus;
Short=Acinus

gi|190341058|ref|N
M_014977.3| 4932 0

Homo sapiens
apoptotic chromatin
condensation
inducer 1 (ACIN1),
transcript variant 1,
mRNA

Q9UKV3 1459 0

Apoptotic
chromatin
condensation
inducer in the
nucleus

. . . . pfam02037 SAP

SAP domain. The
SAP (after SAF-
A/B, Acinus and
PIAS) motif is a
putative DNA/RNA
binding domain
found in diverse
nuclear and
cytoplasmic
proteins.

GO:0030263|apopto
tic chromosome
condensation;GO:00
06921|cellular
component
disassembly
involved in
execution phase of
apoptosis;GO:00302
18|erythrocyte
differentiation;GO:0
006397|mRNA
processing;GO:0048
025|negative
regulation of mRNA
splicing, via
spliceosome;GO:00
43065|positive
regulation of
apoptotic
process;GO:004565
7|positive regulation
of monocyte
differentiation;GO:0
008380|RNA
splicing;

GO:0061574|ASAP
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
16607|nuclear
speck;GO:0005730|
nucleolus;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0005886|plasma
membrane;

GO:0016887|ATPas
e
activity;GO:0019899
|enzyme
binding;GO:000367
6|nucleic acid
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;

K12875

ACIN1, ACINUS;
apoptotic chromatin
condensation
inducer in the
nucleus

ENSG00000100836 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no PABPN1 protein_coding chr14:23321289-
23326185:+

gi|674062645|ref|XP
_008838103.1| 853 8.00E-107

PREDICTED:
polyadenylate-
binding protein 2,
partial
[Nannospalax galili]

gi|297297504|ref|X
M_001107287.2| 2188 0

PREDICTED:
Macaca mulatta
polyadenylate-
binding protein 2-
like, transcript
variant 2
(LOC713572),
mRNA

Q28165 322 4.00E-108 Polyadenylate-
binding protein 2 . . . . pfam14259 RRM_6

RNA recognition
motif (a.k.a. RRM,
RBD, or RNP
domain).

GO:0071222|cellular
response to
lipopolysaccharide;
GO:0000165|MAPK
cascade;GO:004677
8|modification by
virus of host mRNA
processing;GO:0031
124|mRNA 3'-end
processing;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
06936|muscle
contraction;GO:001
6973|poly(A)+
mRNA export from
nucleus;GO:190424
7|positive regulation
of polynucleotide
adenylyltransferase
activity;GO:0006396
|RNA
processing;GO:0006
369|termination of
RNA polymerase II
transcription;

GO:0005737|cytopla
sm;GO:0030529|rib
onucleoprotein
complex;GO:004240
5|nuclear inclusion
body;GO:0016607|n
uclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:007006
3|RNA polymerase
binding;

K14396
PABPN1, PABP2;
polyadenylate-
binding protein 2

ENSG00000100852 1 2 1 5 8.658137295 28 23 12 12 -2.582045255 0.000217602 0.001888784 down yes ARHGAP5 protein_coding chr14:32076114-
32159728:+

gi|71834863|ref|NP_
001025226.1| 7702 0

rho GTPase-
activating protein 5
isoform a [Homo
sapiens]

gi|71834862|ref|NM
_001030055.1| 9604 0

Homo sapiens Rho
GTPase activating
protein 5
(ARHGAP5),
transcript variant 1,
mRNA

P97393 2843 0 Rho GTPase-
activating protein 5 . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0030335|positiv
e regulation of cell
migration;GO:00020
53|positive
regulation of
mesenchymal cell
proliferation;GO:00
08361|regulation of
cell
size;GO:0007264|sm
all GTPase mediated
signal transduction;

GO:0005737|cytopla
sm;GO:0005783|end
oplasmic
reticulum;GO:00160
20|membrane;

GO:0005525|GTP
binding;GO:000509
6|GTPase activator
activity;GO:0042169
|SH2 domain
binding;

K13709
ARHGAP5; Rho
GTPase-activating
protein 5



ENSG00000100888 3 10 4 8 8.63658931 15 17 13 7 -0.563910123 0.295342849 0.420948428 down no CHD8 protein_coding chr14:21385194-
21456126:-

gi|829986196|ref|XP
_012608090.1| 11516 0

PREDICTED:
chromodomain-
helicase-DNA-
binding protein 8
isoform X2
[Microcebus
murinus]

gi|282165703|ref|N
M_001170629.1| 8229 0

Homo sapiens
chromodomain
helicase DNA
binding protein 8
(CHD8), transcript
variant 1, mRNA

Q09XV5 134 2.00E-34
Chromodomain-
helicase-DNA-
binding protein 8

ECU01g0350 641 0 COG0553 pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar, ETL1).

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:000
7420|brain
development;GO:00
60070|canonical
Wnt signaling
pathway;GO:001656
9|covalent
chromatin
modification;GO:00
48565|digestive tract
development;GO:00
01701|in utero
embryonic
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:200027
0|negative
regulation of
fibroblast apoptotic
process;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458

GO:0071339|MLL1
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0043234|protein
complex;

GO:0005524|ATP
binding;GO:000801
3|beta-catenin
binding;GO:000368
2|chromatin
binding;GO:000367
7|DNA
binding;GO:000367
8|DNA helicase
activity;GO:0008094
|DNA-dependent
ATPase
activity;GO:0042393
|histone
binding;GO:003506
4|methylated histone
binding;GO:000203
9|p53 binding;

K04494

CHD8, HELSNF1;
chromodomain
helicase DNA
binding protein 8
[EC:3.6.4.12]

ENSG00000100897 4 7 3 10 4.593538105 2 5 5 1 1.364181194 0.058128851 0.126853076 up no DCAF11 protein_coding chr14:24114195-
24125242:+

gi|725559282|ref|XP
_010333319.1| 2823 0

PREDICTED:
DDB1- and CUL4-
associated factor 11
isoform X1 [Saimiri
boliviensis
boliviensis]

gi|254553328|ref|N
M_025230.4| 4299 0

Homo sapiens
DDB1 and CUL4
associated factor 11
(DCAF11),
transcript variant 1,
mRNA

Q5E9I8 98.6 2.00E-22 DDB1- and CUL4-
associated factor 11 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016567|protein
ubiquitination; . . K11801

WDR23; WD
repeat-containing
protein 23

ENSG00000100916 0 0 0 1 0.203596351 0 0 0 1 0.569016626 0.866491527 NA up no BRMS1L protein_coding chr14:35826318-
35932325:+

gi|148704772|gb|ED
L36719.1| 1628 0

mCG22342, isoform
CRA_c, partial
[Mus musculus]

gi|397501106|ref|X
M_003821188.1| 2609 0

PREDICTED: Pan
paniscus breast
cancer metastasis-
suppressor 1-like
(BRMS1L), mRNA

Q5PSV4 421 4.00E-145

Breast cancer
metastasis-
suppressor 1-like
protein

. . . . pfam08598 Sds3

Sds3-like.
Repression of gene
transcription is
mediated by histone
deacetylases
containing
repressor-co-
repressor
complexes, which
are recruited to
promoters of target
genes via
interactions with
sequence-specific
transcription
factors. The co-
repressor complex
contains a core of at
least seven proteins.
This family
represents the
conserved region
found in Sds3,
Dep1 and BRMS1-
homologue p40
proteins.

GO:0016575|histone
deacetylation;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00400
08|regulation of
growth;GO:0006351
|transcription, DNA-
templated;

GO:0070822|Sin3-
type complex;

GO:0042826|histone
deacetylase binding; K19196

BRMS1; breast
cancer metastasis-
suppressor 1 and
related proteins

ENSG00000100941 39 54 19 77 61.62107695 82 74 94 105 -0.423044746 0.186080179 0.301338797 down no PNN protein_coding chr14:39175183-
39183218:+

gi|62898956|dbj|BA
D97332.1| 1821 0

pinin, desmosome
associated protein
variant [Homo
sapiens]

gi|133908618|ref|N
M_002687.3| 3573 0

Homo sapiens
pinin, desmosome
associated protein
(PNN), mRNA

P79122 82 2.00E-16 Pinin . . . . pfam04696 Pinin_SDK_memA

pinin/SDK/memA/
protein conserved
region. Members of
this family have
very varied
localisations within
the eukaryotic cell.
pinin is known to
localize at the
desmosomes and is
implicated in
anchoring
intermediate
filaments to the
desmosomal plaque.
SDK2/3 is a
dynamically
localized nuclear
protein thought to
be involved in
modulation of
alternative pre-
mRNA splicing.
memA is a tumor
marker
preferentially
expressed in human
melanoma cell lines.
A common feature
of the members of
this family is that
they may all
participate in
regulating protein-
protein interactions

GO:0006397|mRNA
processing;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00083
80|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0030057|desmo
some;GO:0016607|n
uclear
speck;GO:0005681|s
pliceosomal
complex;

GO:0003677|DNA
binding; K13114 PNN; pinin

ENSG00000100991 6 16 8 21 13.16349187 20 11 12 20 0.17217461 0.698797172 0.789272537 up no TRPC4AP protein_coding chr20:35002404-
35092871:-

gi|18158416|ref|NP_
056453.1| 3724 0

short transient
receptor potential
channel 4-
associated protein
isoform a [Homo
sapiens]

gi|41872428|ref|NM
_015638.2| 3170 0

Homo sapiens
transient receptor
potential cation
channel, subfamily
C, member 4
associated protein
(TRPC4AP),
transcript variant 1,
mRNA

Q8TEL6 1441 0

Short transient
receptor potential
channel 4-
associated protein

. . . . pfam12463 DUF3689

Protein of unknown
function
(DUF3689). This
family of proteins is
found in
eukaryotes. Proteins
in this family are
typically between
399 and 797 amino
acids in length.

GO:0070588|calciu
m ion
transmembrane
transport;GO:00165
67|protein
ubiquitination;GO:0
006511|ubiquitin-
dependent protein
catabolic process;

GO:0031464|Cul4A-
RING E3 ubiquitin
ligase
complex;GO:000588
6|plasma membrane;

GO:0005262|calciu
m channel
activity;GO:0019902
|phosphatase
binding;

K11796 TRPC4AP; Trpc4-
associated protein

ENSG00000100994 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PYGB protein_coding chr20:25248069-
25298014:+

gi|21361370|ref|NP_
002853.2| 4389 0

glycogen
phosphorylase,
brain form [Homo
sapiens]

gi|34577123|ref|NM
_002862.3| 4131 0

Homo sapiens
phosphorylase,
glycogen; brain
(PYGB), mRNA

P11216 253 1.00E-76
Glycogen
phosphorylase,
brain form

CPn0307 853 0 COG0058 pfam00343 Phosphorylase

Carbohydrate
phosphorylase. The
members of this
family catalyse the
formation of
glucose 1-phosphate
from one of the
following
polyglucoses;
glycogen, starch,
glucan or
maltodextrin.

GO:0005980|glycog
en catabolic
process;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00160
20|membrane;

GO:0008184|glycog
en phosphorylase
activity;GO:0030170
|pyridoxal
phosphate binding;

K00688

E2.4.1.1, glgP, PYG;
starch
phosphorylase
[EC:2.4.1.1]

ENSG00000101019 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no UQCC1 protein_coding chr20:35302566-
35412141:-

gi|41327685|ref|NP_
060714.3| 1620 0

ubiquinol-
cytochrome-c
reductase complex
assembly factor 1
isoform a [Homo
sapiens]

gi|62088379|dbj|AB
209400.1| 3596 0

Homo sapiens
mRNA for basic
FGF-repressed Zic
binding protein
isoform a variant
protein

Q9NVA1 214 4.00E-68

Ubiquinol-
cytochrome-c
reductase complex
assembly factor 1

. . . . pfam03981 Ubiq_cyt_C_chap
Ubiquinol-
cytochrome C
chaperone.

GO:0034551|mitoch
ondrial respiratory
chain complex III
assembly;GO:00701
31|positive
regulation of
mitochondrial
translation;

GO:0016023|cytopla
smic membrane-
bounded
vesicle;GO:0005743|
mitochondrial inner
membrane;

. K17662

CBP3, UQCC;
cytochrome b pre-
mRNA-processing
protein 3

ENSG00000101040 1 1 1 3 3.203823751 6 9 3 6 -1.490796014 0.086420981 0.166511458 down no ZMYND8 protein_coding chr20:47209214-
47356889:-

gi|530417991|ref|XP
_005260413.1| 5370 0

PREDICTED:
protein kinase C-
binding protein 1
isoform X2 [Homo
sapiens]

gi|574957055|ref|N
M_001281773.2| 5542 0

Homo sapiens zinc
finger, MYND-type
containing 8
(ZMYND8),
transcript variant 7,
mRNA

Q9ULU4 1962 0 Protein kinase C-
binding protein 1 SPAC1952.05 63.2 4.00E-09 COG5076 pfam12064 DUF3544

Domain of
unknown function
(DUF3544). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 198 to 216
amino acids in
length. This domain
is found associated
with pfam00628,
pfam01753,
pfam00439,
pfam00855.

GO:0098815|modul
ation of excitatory
postsynaptic
potential;GO:006099
9|positive regulation
of dendritic spine
development;GO:19
02952|positive
regulation of
dendritic spine
maintenance;GO:00
51491|positive
regulation of
filopodium
assembly;GO:19028
97|regulation of
postsynaptic density
protein 95
clustering;GO:00063
55|regulation of
transcription, DNA-
templated;

GO:0005737|cytopla
sm;GO:0043198|den
dritic
shaft;GO:0043197|d
endritic
spine;GO:0005634|n
ucleus;

GO:0003682|chrom
atin
binding;GO:004239
3|histone
binding;GO:007049
1|repressing
transcription factor
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000110
6|RNA polymerase
II transcription
corepressor
activity;GO:0003712
|transcription
cofactor
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000101076 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no HNF4A protein_coding chr20:44355700-
44434596:+

gi|31077205|ref|NP_
000448.3| 2303 0

hepatocyte nuclear
factor 4-alpha
isoform
HNF4alpha2 [Homo
sapiens]

gi|8218038|emb|AL1
32772.14| 5077 0

Human DNA
sequence from
clone RP5-1013A22
on chromosome 20,
complete sequence

P41235 691 0 Hepatocyte nuclear
factor 4-alpha . . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0007596|blood
coagulation;GO:004
2593|glucose
homeostasis;GO:005
5088|lipid
homeostasis;GO:000
6629|lipid metabolic
process;GO:003030
8|negative
regulation of cell
growth;GO:0008285
|negative regulation
of cell
proliferation;GO:00
06591|ornithine
metabolic
process;GO:005509
1|phospholipid
homeostasis;GO:200
0189|positive
regulation of
cholesterol
homeostasis;GO:004
5944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00104
70|regulation of
gastrulation;GO:006
0398|regulation of

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003677|DNA
binding;GO:000550
4|fatty acid
binding;GO:004280
3|protein
homodimerization
activity;GO:0005102
|receptor
binding;GO:000110
2|RNA polymerase
II activating
transcription factor
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:000487
9|RNA polymerase
II transcription
factor activity,
ligand-activated
sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0003705
|transcription factor
activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000370
0|transcription

K07292
NR2A1, HNF4A;
hepatocyte nuclear
factor 4-alpha



ENSG00000101079 2 4 1 8 8.00955857 12 20 14 15 -1.550388691 0.008209046 0.031461506 down yes NDRG3 protein_coding chr20:36651766-
36746078:-

gi|578836093|ref|XP
_006723900.1| 1860 0

PREDICTED:
protein NDRG3
isoform X3 [Homo
sapiens]

gi|335334954|ref|N
M_032013.3| 2964 0

Homo sapiens
NDRG family
member 3
(NDRG3), transcript
variant 1, mRNA

Q9UGV2 67.4 2.00E-10 Protein NDRG3 . . . . pfam03096 Ndr

Ndr family. This
family consists of
proteins from
different gene
families:
Ndr1/RTP/Drg1,
Ndr2, and Ndr3.
Their similarity was
previously noted.
The precise
molecular and
cellular function of
members of this
family is still
unknown. Yet, they
are known to be
involved in cellular
differentiation
events. The Ndr1
group was the first
to be discovered.
Their expression is
repressed by the
proto-oncogenes N-
myc and c-myc, and
in line with this
observation, Ndr1
protein expression
is down-regulated
in neoplastic cells,
and is reactivated
when differentiation
is induced by
chemicals such as
retinoic acid Ndr2

GO:0030154|cell
differentiation;GO:0
030308|negative
regulation of cell
growth;GO:0007165
|signal
transduction;GO:00
07283|spermatogene
sis;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular exosome;

. . .

ENSG00000101096 0 1 0 1 1.23507872 4 2 2 2 -1.803837436 0.183323239 0.298825486 down no NFATC2 protein_coding chr20:51386957-
51562831:-

gi|635020177|ref|XP
_008012157.1| 4393 0

PREDICTED:
nuclear factor of
activated T-cells,
cytoplasmic 2
isoform X1
[Chlorocebus
sabaeus]

gi|385137136|ref|N
M_012340.4| 7525 0

Homo sapiens
nuclear factor of
activated T-cells,
cytoplasmic,
calcineurin-
dependent 2
(NFATC2),
transcript variant 1,
mRNA

Q13469 97.1 4.00E-19
Nuclear factor of
activated T-cells,
cytoplasmic 2

. . . . pfam00554 RHD

Rel homology
domain (RHD).
Proteins containing
the Rel homology
domain (RHD) are
eukaryotic
transcription
factors. The RHD is
composed of two
structural domains.
This is the N-
terminal domain
that is similar to that
found in P53. The
C-terminal domain
has an
immunoglobulin-
like fold (See
pfam01833) that
binds to DNA.

GO:0050853|B cell
receptor signaling
pathway;GO:003317
3|calcineurin-NFAT
signaling
cascade;GO:001647
7|cell
migration;GO:00069
74|cellular response
to DNA damage
stimulus;GO:000181
6|cytokine
production;GO:0038
095|Fc-epsilon
receptor signaling
pathway;GO:001490
4|myotube cell
development;GO:00
30890|positive
regulation of B cell
proliferation;GO:19
01741|positive
regulation of
myoblast
fusion;GO:0045893|
positive regulation
of transcription,
DNA-
templated;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00424
93|response to drug;

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0005829|cytosol;
GO:0030529|ribonu
cleoprotein
complex;GO:004479
8|nuclear
transcription factor
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0005886|plasma
membrane;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K17332

NFATC2, NFAT1,
NFATP; nuclear
factor of activated
T-cells, cytoplasmic
2

ENSG00000101126 1 1 0 1 3.609023666 15 6 1 10 -2.884980771 0.012638355 0.04276839 down yes ADNP protein_coding chr20:50888919-
50931240:-

gi|768016784|ref|XP
_011527050.1| 5174 0

PREDICTED:
activity-dependent
neuroprotector
homeobox protein
isoform X2 [Homo
sapiens]

gi|542133156|ref|N
M_001282531.1| 6221 0

Homo sapiens
activity-dependent
neuroprotector
homeobox (ADNP),
transcript variant 3,
mRNA

Q9H2P0 1991 0
Activity-dependent
neuroprotector
homeobox protein

. . . . pfam00046 Homeobox Homeobox domain.

GO:0032147|activati
on of protein kinase
activity;GO:0031668
|cellular response to
extracellular
stimulus;GO:004484
9|estrous
cycle;GO:0010629|n
egative regulation of
gene
expression;GO:0043
524|negative
regulation of
neuron apoptotic
process;GO:003209
1|negative
regulation of
protein
binding;GO:005080
5|negative
regulation of
synaptic
transmission;GO:00
33484|nitric oxide
homeostasis;GO:004
5773|positive
regulation of axon
extension;GO:00308
28|positive
regulation of cGMP
biosynthetic
process;GO:005073
1|positive regulation
of peptidyl-tyrosine
phosphorylation;GO

GO:0030424|axon;G
O:0005737|cytoplas
m;GO:0030425|dend
rite;GO:0005615|ext
racellular
space;GO:0043025|n
euronal cell
body;GO:0005634|n
ucleus;

GO:0003682|chrom
atin
binding;GO:000550
7|copper ion
binding;GO:000367
7|DNA
binding;GO:004227
7|peptide binding;

. .

ENSG00000101182 12 19 11 16 11.65682103 11 6 7 8 1.396392191 0.002231079 0.012101163 up yes PSMA7 protein_coding chr20:62136735-
62143440:-

gi|4506189|ref|NP_0
02783.1| 1182 1.00E-160

proteasome subunit
alpha type-7 [Homo
sapiens]

gi|395132499|ref|N
M_002792.3| 996 0

Homo sapiens
proteasome
(prosome,
macropain) subunit,
alpha type, 7
(PSMA7), mRNA

O13268 204 1.00E-116 Proteasome subunit
alpha type-7 . . . . pfam00227 Proteasome

Proteasome subunit.
The proteasome is a
multisubunit
structure that
degrades proteins.
Protein degradation
is an essential
component of
regulation because
proteins can
become misfolded,
damaged, or
unnecessary.
Proteasomes and
their homologues
vary greatly in
complexity: from
HslV (heat shock
locus v), which is
encoded by 1 gene
in bacteria, to the
eukaryotic 20S
proteasome, which
is encoded by more
than 14 genes.
Recently evidence
of two novel groups
of bacterial
proteasomes was
proposed. The first
is Anbu, which is
sparsely distributed
among
cyanobacteria and
proteobacteria The

GO:0006511|ubiquit
in-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005839|pr
oteasome core
complex;GO:001977
3|proteasome core
complex, alpha-
subunit complex;

GO:0004298|threoni
ne-type
endopeptidase
activity;

K02731

PSMA7; 20S
proteasome subunit
alpha 4
[EC:3.4.25.1]

ENSG00000101236 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no RNF24 protein_coding chr20:3927309-
4015582:-

gi|197245452|ref|NP
_001127810.1| 900 2.00E-118

RING finger protein
24 isoform 2 [Homo
sapiens]

gi|4469083|emb|AL0
31670.6| 6893 0

Human DNA
sequence from
clone RP4-681N20
on chromosome
20p12.1-13,
complete sequence

Q9Y225 305 1.00E-95 RING finger protein
24 SPAC57A7.09 55.5 1.00E-06 COG5540 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:000020
9|protein
polyubiquitination;
GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0061630|ubiquit
in protein ligase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000101266 0 0 0 4 1.024586321 3 1 0 2 -0.299745858 0.859798348 0.908393666 down no CSNK2A1 protein_coding chr20:473591-
543821:-

gi|505838191|ref|XP
_004612656.1| 1885 0

PREDICTED:
casein kinase II
subunit alpha
isoform X1 [Sorex
araneus]

gi|426390602|ref|X
M_004061641.1| 4233 0

PREDICTED:
Gorilla gorilla
gorilla casein kinase
2, alpha 1
polypeptide,
transcript variant 2
(CSNK2A1),
mRNA

P68400 657 0 Casein kinase II
subunit alpha . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0006915|apopto
tic
process;GO:007117
4|mitotic spindle
checkpoint;GO:0043
154|negative
regulation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:003030
7|positive regulation
of cell
growth;GO:0008284
|positive regulation
of cell
proliferation;GO:00
45732|positive
regulation of
protein catabolic
process;GO:003017
7|positive regulation
of Wnt signaling
pathway;GO:004677
7|protein
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:0006355|regulation
of transcription,
DNA-
templated;GO:00485
11|rhythmic

GO:0005634|nucleu
s;GO:0016581|NuR
D
complex;GO:000595
6|protein kinase
CK2
complex;GO:001658
0|Sin3 complex;

GO:0005524|ATP
binding;GO:000801
3|beta-catenin
binding;GO:001630
1|kinase
activity;GO:0047485
|protein N-terminus
binding;GO:001988
8|protein
phosphatase
regulator
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K03097
CSNK2A; casein
kinase II subunit
alpha [EC:2.7.11.1]

ENSG00000101294 4 3 5 11 6.236147027 6 10 8 6 0.125130556 0.833187611 0.889553317 up no HM13 protein_coding chr20:31514428-
31577923:+

gi|594073844|ref|XP
_006060735.1| 2126 0

PREDICTED:
minor
histocompatibility
antigen H13 isoform
X1 [Bubalus
bubalis]

gi|10120310|emb|AL
110115.38| 3552 0

Human DNA
sequence from
clone RP3-324O17
on chromosome 20,
complete sequence

Q8TCT9 237 1.00E-73
Minor
histocompatibility
antigen H13

. . . . pfam04258 Peptidase_A22B

Signal peptide
peptidase. The
members of this
family are
membrane proteins.
In some proteins
this region is found
associated with
pfam02225. This
family corresponds
with Merops
subfamily A22B, the
type example of
which is signal
peptide peptidase.
There is a sequence-
similarity
relationship with
pfam01080.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;

GO:0003723|RNA
binding; K09595

HM13; minor
histocompatibility
antigen H13
[EC:3.4.23.-]



ENSG00000101298 1 0 0 1 0.402585334 0 0 0 1 1.261233774 0.592410951 NA up no SNPH protein_coding chr20:1266316-
1309328:+

gi|40788232|dbj|BA
A20829.2| 2498 0 KIAA0374 [Homo

sapiens]
gi|2224688|dbj|AB0
02372.1| 5518 0

Homo sapiens
mRNA for
KIAA0374 gene,
partial cds

O15079 786 0 Syntaphilin . . . . pfam15290 Syntaphilin

Golgi-localized
syntaxin-1-binding
clamp. Syntaphilin
or Syntabulin is a
family of eukaryotic
proteins.
Syntaphilin binds to
syntaxin-1 thereby
inhibiting SNARE
complex formation
by absorbing free
syntaxin-1. So it is a
syntaxin-1 clamp
that controls
SNARE assembly.

GO:0007420|brain
development;GO:00
30182|neuron
differentiation;GO:0
007269|neurotransm
itter
secretion;GO:00160
81|synaptic vesicle
docking;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5881|cytoplasmic
microtubule;GO:001
6021|integral
component of
membrane;GO:0031
966|mitochondrial
membrane;GO:0043
005|neuron
projection;GO:0043
025|neuronal cell
body;GO:0042734|p
resynaptic
membrane;

GO:0017075|syntaxi
n-1 binding; . .

ENSG00000101333 0 1 0 2 1.552552229 6 2 3 1 -1.590786387 0.220776975 0.340683403 down no PLCB4 protein_coding chr20:9068763-
9481242:+

gi|289547589|ref|NP
_000924.3| 6279 0

1-
phosphatidylinositol
4,5-bisphosphate
phosphodiesterase
beta-4 isoform a
[Homo sapiens]

gi|289547593|ref|N
M_001172646.1| 5619 0

Homo sapiens
phospholipase C,
beta 4 (PLCB4),
transcript variant 3,
mRNA

Q15147 2023 0

1-
phosphatidylinositol
4,5-bisphosphate
phosphodiesterase
beta-4

. . . . pfam00388 PI-PLC-X

Phosphatidylinositol
-specific
phospholipase C, X
domain. This
associates with
pfam00387 to form
a single structural
unit.

GO:0043647|inositol
phosphate
metabolic
process;GO:003555
6|intracellular signal
transduction;GO:00
16042|lipid catabolic
process;

GO:0005829|cytosol
;GO:0030425|dendri
te;GO:0005634|nucl
eus;GO:0014069|pos
tsynaptic
density;GO:0005790
|smooth
endoplasmic
reticulum;

GO:0005509|calciu
m ion
binding;GO:000443
5|phosphatidylinosit
ol phospholipase C
activity;GO:0004629
|phospholipase C
activity;GO:0004871
|signal transducer
activity;

K05858

PLCB;
phosphatidylinositol
phospholipase C,
beta [EC:3.1.4.11]

ENSG00000101335 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no MYL9 protein_coding chr20:36541484-
36551447:+

gi|795351911|ref|XP
_011784502.1| 860 2.00E-105

PREDICTED:
myosin regulatory
light polypeptide 9
isoform X2
[Colobus angolensis
palliatus]

gi|9581785|emb|AL0
50318.13| 2374 0

Human DNA
sequence from
clone RP5-977B1
on chromosome 20,
complete sequence

P18666 162 1.00E-46 Myosin regulatory
light chain 12B SPAC3A12.14 114 7.00E-28 COG5126 pfam13405 EF-hand_6 EF-hand domain. .

GO:0016459|myosin
complex;GO:004323
4|protein complex;

GO:0005509|calciu
m ion binding; K12755

MYL9; myosin
regulatory light
chain 9

ENSG00000101336 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no HCK protein_coding chr20:32052188-
32101856:+

gi|724948171|ref|XP
_010351079.1| 2950 0

PREDICTED:
tyrosine-protein
kinase HCK
[Rhinopithecus
roxellana]

gi|287326899|ref|N
M_001172133.1| 2215 0

Homo sapiens HCK
proto-oncogene, Src
family tyrosine
kinase (HCK),
transcript variant 4,
mRNA

P08631 1048 0 Tyrosine-protein
kinase HCK YAR019c 111 2.00E-24 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0007155|cell
adhesion;GO:00301
54|cell
differentiation;GO:0
019221|cytokine-
mediated signaling
pathway;GO:003809
6|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
06954|inflammatory
response;GO:00027
58|innate immune
response-activating
signal
transduction;GO:00
07229|integrin-
mediated signaling
pathway;GO:006033
3|interferon-
gamma-mediated
signaling
pathway;GO:004329
9|leukocyte
degranulation;GO:0
002522|leukocyte
migration involved
in immune
response;GO:00316
63|lipopolysacchari
de-mediated
signaling
pathway;GO:000749
8|mesoderm

GO:0005901|caveol
a;GO:0042995|cell
projection;GO:0005
856|cytoskeleton;G
O:0005829|cytosol;
GO:0031234|extrinsi
c component of
cytoplasmic side of
plasma
membrane;GO:0005
925|focal
adhesion;GO:00057
94|Golgi
apparatus;GO:00057
64|lysosome;GO:00
05634|nucleus;GO:0
030133|transport
vesicle;

GO:0005524|ATP
binding;GO:000471
5|non-membrane
spanning protein
tyrosine kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0005102
|receptor binding;

K08893
HCK; hemopoietic
cell kinase
[EC:2.7.10.2]

ENSG00000101349 1 3 3 0 1.995258524 2 1 1 5 0.264142283 0.813198796 0.875209615 up no PAK5 protein_coding chr20:9537389-
9839041:-

gi|6331022|dbj|BAA
86578.1| 3706 0 KIAA1264 protein

[Homo sapiens]
gi|191252790|ref|N
M_020341.3| 4777 0

Homo sapiens p21
protein
(Cdc42/Rac)-
activated kinase 7
(PAK7), transcript
variant 1, mRNA

Q9P286 1372 0
Serine/threonine-
protein kinase PAK
5

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006915|apopto
tic
process;GO:001604
9|cell
growth;GO:0016477
|cell
migration;GO:00082
83|cell
proliferation;GO:00
07010|cytoskeleton
organization;GO:00
07612|learning;GO:0
007626|locomotory
behavior;GO:00076
13|memory;GO:200
1237|negative
regulation of
extrinsic apoptotic
signaling
pathway;GO:000716
5|signal
transduction;

GO:0005737|cytopla
sm;GO:0005739|mit
ochondrion;GO:000
5634|nucleus;

GO:0005524|ATP
binding;GO:000470
2|receptor signaling
protein
serine/threonine
kinase activity;

K05736
PAK7; p21-
activated kinase 7
[EC:2.7.11.1]

ENSG00000101350 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no KIF3B protein_coding chr20:32277664-
32335011:+

gi|40788226|dbj|BA
A20815.2| 3169 0 KIAA0359 [Homo

sapiens]
gi|300244507|ref|N
M_004798.3| 6103 0

Homo sapiens
kinesin family
member 3B
(KIF3B), mRNA

O15066 1198 0 Kinesin-like protein
KIF3B SPAC1834.07 264 3.00E-74 COG5059 pfam00225 Kinesin Kinesin motor

domain.

GO:0008089|anterog
rade axon cargo
transport;GO:00198
86|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class
II;GO:0007368|deter
mination of
left/right
symmetry;GO:00070
18|microtubule-
based
movement;GO:0007
100|mitotic
centrosome
separation;GO:0090
307|mitotic spindle
assembly;GO:00070
52|mitotic spindle
organization;GO:00
72383|plus-end-
directed vesicle
transport along
microtubule;GO:003
2467|positive
regulation of
cytokinesis;GO:000
6890|retrograde
vesicle-mediated
transport, Golgi to
ER;

GO:1904115|axon
cytoplasm;GO:0005
813|centrosome;GO:
0097542|ciliary
tip;GO:0005929|ciliu
m;GO:0005829|cyto
sol;GO:0070062|extr
acellular
exosome;GO:00309
90|intraciliary
transport
particle;GO:0016939
|kinesin II
complex;GO:001602
0|membrane;GO:00
05874|microtubule;
GO:0015630|microt
ubule
cytoskeleton;GO:00
30496|midbody;GO:
0005873|plus-end
kinesin
complex;GO:007237
2|primary
cilium;GO:0005819|
spindle;

GO:0005524|ATP
binding;GO:000857
4|ATP-dependent
microtubule motor
activity, plus-end-
directed;GO:000377
7|microtubule motor
activity;GO:0017048
|Rho GTPase
binding;

. .

ENSG00000101361 2 10 2 5 4.444671795 7 2 3 7 0.477351405 0.523842879 0.64267932 up no NOP56 protein_coding chr20:2652145-
2658393:+

gi|2230878|emb|CA
A72789.1| 2473 0 hNop56 [Homo

sapiens]
gi|379642955|ref|NG
_032136.1| 2980 0

Homo sapiens
NOP56
ribonucleoprotein
(NOP56),
RefSeqGene on
chromosome 20

O00567 195 8.00E-55 Nucleolar protein 56 SPBC646.10c 475 3.00E-158 COG1498 pfam01798 Nop

Putative snoRNA
binding domain.
This family consists
of various Pre RNA
processing
ribonucleoproteins.
The function of the
aligned region is
unknown however
it may be a common
RNA or snoRNA or
Nop1p binding
domain. Nop5p
(Nop58p) from
yeast is the protein
component of a
ribonucleoprotein
protein required for
pre-18s rRNA
processing and is
suggested to
function with
Nop1p in a snoRNA
complex. Nop56p
and Nop5p interact
with Nop1p and are
required for
ribosome
biogenesis. Prp31p
is required for pre-
mRNA splicing in
S. cerevisiae.

GO:0042254|riboso
me biogenesis;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;

. K14564 NOP56; nucleolar
protein 56

ENSG00000101365 1 1 1 5 2.420774189 2 5 2 5 -0.338807552 0.715228645 0.799332177 down no IDH3B protein_coding chr20:2658395-
2664219:-

gi|332248639|ref|XP
_003273472.1| 1933 0

PREDICTED:
isocitrate
dehydrogenase
[NAD] subunit beta,
mitochondrial
isoform X2
[Nomascus
leucogenys]

gi|7023460|dbj|AK0
01905.1| 1615 0

Homo sapiens
cDNA FLJ11043 fis,
clone
PLACE1004437,
highly similar to
Human NAD+-
specific isocitrate
dehydrogenase beta
subunit precursor,
mRNA

O43837 241 1.00E-97

Isocitrate
dehydrogenase
[NAD] subunit beta,
mitochondrial

YNL037c 125 6.00E-33 COG0473 pfam00180 Iso_dh
Isocitrate/isopropyl
malate
dehydrogenase.

GO:0006103|2-
oxoglutarate
metabolic
process;GO:000610
2|isocitrate
metabolic
process;GO:000673
4|NADH metabolic
process;GO:000609
9|tricarboxylic acid
cycle;

GO:0005759|mitoch
ondrial
matrix;GO:0005739|
mitochondrion;GO:
0005634|nucleus;

GO:0009055|electro
n carrier
activity;GO:0004449
|isocitrate
dehydrogenase
(NAD+)
activity;GO:0000287
|magnesium ion
binding;GO:005128
7|NAD binding;

K00030

IDH3; isocitrate
dehydrogenase
(NAD+)
[EC:1.1.1.41]

ENSG00000101384 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no JAG1 protein_coding chr20:10637684-
10674107:-

gi|4557679|ref|NP_0
00205.1| 6325 0

protein jagged-1
precursor [Homo
sapiens]

gi|168480146|ref|N
M_000214.2| 5987 0

Homo sapiens
jagged 1 (JAG1),
mRNA

P78504 2440 0 Protein jagged-1 . . . . pfam07657 MNNL

N terminus of
Notch ligand. This
entry represents a
region of conserved
sequence at the N
terminus of several
Notch ligand
proteins.

GO:0001525|angiog
enesis;GO:0035909|
aorta
morphogenesis;GO:
0042491|auditory
receptor cell
differentiation;GO:0
001974|blood vessel
remodeling;GO:006
1309|cardiac neural
crest cell
development
involved in outflow
tract
morphogenesis;GO:
0003215|cardiac
right ventricle
morphogenesis;GO:
0060411|cardiac
septum
morphogenesis;GO:
0001709|cell fate
determination;GO:0
061073|ciliary body
morphogenesis;GO:
0072017|distal
tubule
development;GO:00
61444|endocardial
cushion cell
development;GO:00
45446|endothelial
cell
differentiation;GO:0
072015|glomerular

GO:0005912|adhere
ns
junction;GO:001632
4|apical plasma
membrane;GO:0005
576|extracellular
region;GO:0005887|
integral component
of plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0005509|calciu
m ion
binding;GO:000808
3|growth factor
activity;GO:0005112
|Notch
binding;GO:000519
8|structural
molecule activity;

K06052 JAGGED; jagged



ENSG00000101413 0 2 0 3 2.75715533 9 2 2 9 -1.727028323 0.113678372 0.204291568 down no RPRD1B protein_coding chr20:38033546-
38127780:+

gi|354469470|ref|XP
_003497152.1| 1595 0

PREDICTED:
regulation of
nuclear pre-mRNA
domain-containing
protein 1B isoform
X1 [Cricetulus
griseus]

gi|149158720|ref|N
M_021215.3| 3872 0

Homo sapiens
regulation of
nuclear pre-mRNA
domain containing
1B (RPRD1B),
mRNA

Q9CSU0 92 5.00E-21

Regulation of
nuclear pre-mRNA
domain-containing
protein 1B

. . . . pfam04818 CTD_bind

RNA polymerase II-
binding domain.
This domain binds
to the
phosphorylated C-
terminal domain
(CTD) of RNA
polymerase II.

GO:0070940|dephos
phorylation of RNA
polymerase II C-
terminal
domain;GO:000828
4|positive regulation
of cell
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00105
64|regulation of cell
cycle
process;GO:000635
1|transcription,
DNA-templated;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:001659
1|DNA-directed
RNA polymerase II,
holoenzyme;GO:000
5654|nucleoplasm;G
O:0005634|nucleus;

GO:0000993|RNA
polymerase II core
binding;

K15559
RTT103; regulator
of Ty1 transposition
protein 103

ENSG00000101421 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no CHMP4B protein_coding chr20:33811304-
33854366:+

gi|28827795|ref|NP_
789782.1| 749 2.00E-92

charged
multivesicular body
protein 4b [Homo
sapiens]

gi|260898772|ref|N
M_176812.4| 1646 0

Homo sapiens
charged
multivesicular body
protein 4B
(CHMP4B), mRNA

Q9H444 293 6.00E-94
Charged
multivesicular body
protein 4b

. . . . pfam03357 Snf7

Snf7. This family of
proteins are
involved in protein
sorting and
transport from the
endosome to the
vacuole/lysosome in
eukaryotic cells.
Vacuoles/lysosomes
play an important
role in the
degradation of both
lipids and cellular
proteins. In order to
perform this
degradative
function,
vacuoles/lysosomes
contain numerous
hydrolases which
have been
transported in the
form of inactive
precursors via the
biosynthetic
pathway and are
proteolytically
activated upon
delivery to the
vacuole/lysosome.
The delivery of
transmembrane
proteins, such as
activated cell
surface receptors to

GO:0006914|autoph
agy;GO:0000920|cell
separation after
cytokinesis;GO:001
6197|endosomal
transport;GO:00104
58|exit from
mitosis;GO:0036438
|maintenance of lens
transparency;GO:00
90148|membrane
fission;GO:0000281|
mitotic
cytokinesis;GO:000
7080|mitotic
metaphase plate
congression;GO:003
6258|multivesicular
body
assembly;GO:19029
02|negative
regulation of
autophagosome
assembly;GO:00605
48|negative
regulation of cell
death;GO:1901215|n
egative regulation of
neuron
death;GO:0031468|n
uclear envelope
reassembly;GO:000
6997|nucleus
organization;GO:19
02188|positive

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
9898|cytoplasmic
side of plasma
membrane;GO:0005
829|cytosol;GO:000
5768|endosome;GO:
0000815|ESCRT III
complex;GO:007006
2|extracellular
exosome;GO:00319
02|late endosome
membrane;GO:0030
117|membrane
coat;GO:0030496|mi
dbody;GO:0005635|
nuclear
envelope;GO:00056
34|nucleus;GO:0031
982|vesicle;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00428
02|identical protein
binding;GO:004280
3|protein
homodimerization
activity;

K12194

CHMP4, SNF7,
VPS32; charged
multivesicular body
protein 4

ENSG00000101438 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no SLC32A1 protein_coding chr20:38724462-
38729372:+

gi|114682002|ref|XP
_525324.2| 2636 0

PREDICTED:
vesicular inhibitory
amino acid
transporter [Pan
troglodytes]

gi|40806213|ref|NM
_080552.2| 2574 0

Homo sapiens
solute carrier family
32 (GABA vesicular
transporter),
member 1
(SLC32A1), mRNA

Q95KE2 1018 0
Vesicular inhibitory
amino acid
transporter

YIL088c 57.4 1.00E-07 COG0814 pfam01490 Aa_trans

Transmembrane
amino acid
transporter protein.
This transmembrane
region is found in
many amino acid
transporters
including UNC-47
and MTR. UNC-47
encodes a vesicular
amino butyric acid
(GABA)
transporter,
(VGAT). UNC-47 is
predicted to have 10
transmembrane
domains. MTR is a
N system amino
acid transporter
system protein
involved in
methyltryptophan
resistance. Other
members of this
family include
proline transporters
and amino acid
permeases.

GO:0006836|neurotr
ansmitter transport;

GO:0030659|cytopla
smic vesicle
membrane;GO:0016
021|integral
component of
membrane;

. K15015

SLC32A, VGAT;
solute carrier family
32 (vesicular
inhibitory amino
acid transporter)

ENSG00000101444 1 1 0 0 0.729924574 2 1 1 0 -0.420788936 0.803877614 NA down no AHCY protein_coding chr20:34280268-
34311802:-

gi|332138159|pdb|3
NJ4|A 2287 0

Chain A, Fluoro-
Neplanocin A In
Human S-
Adenosylhomocyste
ine Hydrolase

gi|239937450|ref|N
M_001161766.1| 2366 0

Homo sapiens
adenosylhomocystei
nase (AHCY),
transcript variant 2,
mRNA

P23526 316 0 Adenosylhomocyste
inase SPBC8D2.18c 678 0 COG0499 pfam05221 AdoHcyase

S-adenosyl-L-
homocysteine
hydrolase.

GO:0002439|chroni
c inflammatory
response to
antigenic
stimulus;GO:004274
5|circadian
sleep/wake
cycle;GO:0071268|h
omocysteine
biosynthetic
process;GO:003225
9|methylation;GO:0
006730|one-carbon
metabolic
process;GO:000166
6|response to
hypoxia;GO:000758
4|response to
nutrient;GO:001951
0|S-
adenosylhomocystei
ne catabolic
process;GO:003335
3|S-
adenosylmethionine
cycle;GO:0000096|s
ulfur amino acid
metabolic process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00424
70|melanosome;GO:
0043005|neuron
projection;GO:0005
634|nucleus;

GO:0004013|adenos
ylhomocysteinase
activity;GO:0030554
|adenyl nucleotide
binding;GO:005128
7|NAD binding;

K01251
E3.3.1.1, ahcY;
adenosylhomocystei
nase [EC:3.3.1.1]

ENSG00000101445 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no PPP1R16B protein_coding chr20:38805705-
38923024:+

gi|20521668|dbj|BA
A74846.2| 2760 0 KIAA0823 protein

[Homo sapiens]
gi|34335276|ref|NM
_015568.2| 6251 0

Homo sapiens
protein phosphatase
1, regulatory
subunit 16B
(PPP1R16B),
transcript variant 1,
mRNA

Q8VHQ3 38.1 2.00E-30

Protein phosphatase
1 regulatory
inhibitor subunit
16B

all2748 85.5 4.00E-16 COG0666 pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0061028|establis
hment of
endothelial
barrier;GO:1902309|
negative regulation
of peptidyl-serine
dephosphorylation;
GO:0035308|negativ
e regulation of
protein
dephosphorylation;
GO:1903589|positiv
e regulation of
blood vessel
endothelial cell
proliferation
involved in
sprouting
angiogenesis;GO:00
01938|positive
regulation of
endothelial cell
proliferation;GO:00
35307|positive
regulation of
protein
dephosphorylation;
GO:0051489|regulati
on of filopodium
assembly;GO:00140
66|regulation of
phosphatidylinositol
3-kinase signaling;

GO:0042995|cell
projection;GO:0005
634|nucleus;GO:004
8471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0008599|protein
phosphatase type 1
regulator activity;

K17459

PPP1R16B, TIMAP;
protein phosphatase
1 regulatory
inhibitor subunit
16B

ENSG00000101460 0 0 2 1 0.56308274 1 0 0 0 1.904647207 0.385578308 NA up no MAP1LC3A protein_coding chr20:34546854-
34560345:+

gi|768018500|ref|XP
_011527385.1| 692 2.00E-88

PREDICTED:
microtubule-
associated proteins
1A/1B light chain
3A isoform X1
[Homo sapiens]

gi|426391443|ref|X
M_004062035.1| 1517 0

PREDICTED:
Gorilla gorilla
gorilla microtubule-
associated protein 1
light chain 3 alpha,
transcript variant 1
(MAP1LC3A),
mRNA

Q2HJ23 185 5.00E-57

Microtubule-
associated proteins
1A/1B light chain
3A

. . . . pfam02991 Atg8

Autophagy protein
Atg8 ubiquitin like.
Light chain 3 is
proposed to
function primarily
as a subunit of
microtubule
associated proteins
1A and 1B and that
its expression may
regulate
microtubule binding
activity. Autophagy
is generally known
as a process
involved in the
degradation of bulk
cytoplasmic
components that are
non-specifically
sequestered into an
autophagosome,
where they are
sequestered into
double-membrane
vesicles and
delivered to the
degradative
organelle, the
lysosome/vacuole,
for breakdown and
eventual recycling
of the resulting
macromolecules.
The yeast proteins

GO:0000045|autoph
agosome
assembly;GO:00069
14|autophagy;GO:00
06995|cellular
response to nitrogen
starvation;GO:00004
22|mitophagy;

GO:0005776|autoph
agosome;GO:00004
21|autophagosome
membrane;GO:0005
737|cytoplasm;GO:0
031410|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0005770
|late
endosome;GO:0005
874|microtubule;GO
:0031090|organelle
membrane;

GO:0008017|microt
ubule
binding;GO:000842
9|phosphatidylethan
olamine binding;

K10435

MAP1LC;
microtubule-
associated protein 1
light chain

ENSG00000101464 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no PIGU protein_coding chr20:34560542-
34698790:-

gi|17998700|ref|NP_
536724.1| 2103 0

phosphatidylinositol
glycan anchor
biosynthesis class U
protein precursor
[Homo sapiens]

gi|20988985|gb|BC0
30512.1| 1632 0

Homo sapiens
phosphatidylinositol
glycan anchor
biosynthesis, class
U, mRNA (cDNA
clone MGC:40420
IMAGE:4942673),
complete cds

Q8CHJ0 167 5.00E-53

Phosphatidylinositol
glycan anchor
biosynthesis class U
protein

. . . . pfam06728 PIG-U

GPI transamidase
subunit PIG-U.
Many eukaryotic
proteins are
anchored to the cell
surface via
glycosylphosphatidy
linositol (GPI),
which is
posttranslationally
attached to the
carboxyl-terminus
by GPI
transamidase. The
mammalian GPI
transamidase is a
complex of at least
four subunits, GPI8,
GAA1, PIG-S, and
PIG-T. PIG-U is
thought to represent
a fifth subunit in
this complex and
may be involved in
the recognition of
either the GPI
attachment signal or
the lipid portion of
GPI.

GO:0016255|attach
ment of GPI anchor
to
protein;GO:0006506
|GPI anchor
biosynthetic
process;GO:004642
5|regulation of JAK-
STAT cascade;

GO:0005789|endopl
asmic reticulum
membrane;GO:0042
765|GPI-anchor
transamidase
complex;GO:003017
6|integral
component of
endoplasmic
reticulum
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

. K05293
PIGU;
phosphatidylinositol
glycan, class U



ENSG00000101470 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no TNNC2 protein_coding chr20:45823214-
45833745:-

gi|4507617|ref|NP_0
03270.1| 721 1.00E-93

troponin C, skeletal
muscle [Homo
sapiens]

gi|426391957|ref|X
M_004062282.1| 704 0

PREDICTED:
Gorilla gorilla
gorilla troponin C
type 2 (fast)
(TNNC2), mRNA

P02585 278 4.00E-93 Troponin C, skeletal
muscle SPAC3A12.14 118 5.00E-32 COG5126 pfam13499 EF-hand_7 EF-hand domain

pair.

GO:0030049|muscle
filament
sliding;GO:0006937|
regulation of muscle
contraction;GO:000
3009|skeletal muscle
contraction;

GO:0005829|cytosol
;GO:0005861|tropon
in complex;

GO:0051015|actin
filament
binding;GO:000550
9|calcium ion
binding;GO:004830
6|calcium-
dependent protein
binding;

K12042 TNNC2; troponin C,
skeletal muscle

ENSG00000101489 69 78 136 148 168.570444 210 227 371 240 -0.726363945 0.034881923 0.088256624 down no CELF4 protein_coding chr18:37243047-
37566037:-

gi|62089134|dbj|BA
D93011.1| 1967 0

bruno-like 4, RNA
binding protein
variant [Homo
sapiens]

gi|187761297|ref|N
M_020180.3| 4052 0

Homo sapiens
CUGBP, Elav-like
family member 4
(CELF4), transcript
variant 1, mRNA

Q0V9L3 98.6 1.00E-23 CUGBP Elav-like
family member 4 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;GO:0048
026|positive
regulation of mRNA
splicing, via
spliceosome;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K13207

CUGBP, BRUNOL,
CELF; CUG-BP-
and ETR3-like
factor

ENSG00000101557 1 0 1 2 1.095199315 1 2 2 0 0.208017066 0.879577388 0.922691972 up no USP14 protein_coding chr18:158383-
214629:+

gi|795306508|ref|XP
_011711084.1| 2413 0

PREDICTED:
ubiquitin carboxyl-
terminal hydrolase
14 isoform X2
[Macaca
nemestrina]

gi|82880646|ref|NM
_005151.3| 4031 0

Homo sapiens
ubiquitin specific
peptidase 14 (tRNA-
guanine
transglycosylase)
(USP14), transcript
variant 1, mRNA

P54578 608 0
Ubiquitin carboxyl-
terminal hydrolase
14

. . . . pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0016579|protein
deubiquitination;GO
:0006511|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;GO:0005886|plas
ma
membrane;GO:0000
502|proteasome
complex;

GO:0070628|proteas
ome
binding;GO:003645
9|ubiquitinyl
hydrolase activity;

K11843

USP14, UBP6;
ubiquitin carboxyl-
terminal hydrolase
14 [EC:3.4.19.12]

ENSG00000101558 31 55 29 27 29.06384923 14 21 26 18 1.413845425 0.000364657 0.002972042 up yes VAPA protein_coding chr18:9914002-
9960021:+

gi|94721250|ref|NP_
003565.4| 1481 0

vesicle-associated
membrane protein-
associated protein A
isoform 1 [Homo
sapiens]

gi|94721251|ref|NM
_194434.2| 6815 0

Homo sapiens
VAMP (vesicle-
associated
membrane protein)-
associated protein
A, 33kDa (VAPA),
transcript variant 2,
mRNA

Q5R601 234 4.00E-74
Vesicle-associated
membrane protein-
associated protein A

SPAC17C9.12 92 1.00E-18 COG5066 pfam00635 Motile_Sperm

MSP (Major sperm
protein) domain.
Major sperm
proteins are
involved in sperm
motility. These
proteins oligomerise
to form filaments.
This family contains
many other
proteins.

GO:0008219|cell
death;GO:0031175|n
euron projection
development;GO:00
70972|protein
localization to
endoplasmic
reticulum;

GO:0005923|bicellul
ar tight
junction;GO:000578
3|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0031
965|nuclear
membrane;GO:0005
886|plasma
membrane;

. K06096

VAPA; vesicle-
associated
membrane protein-
associated protein A

ENSG00000101608 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no MYL12A protein_coding chr18:3247481-
3256236:+

gi|488569683|ref|XP
_004474453.1| 854 2.00E-110

PREDICTED:
myosin regulatory
light polypeptide 9
isoform X1
[Dasypus
novemcinctus]

gi|21618916|gb|BC0
31972.1| 1223 0

Homo sapiens
myosin, light chain
12A, regulatory,
non-sarcomeric,
mRNA (cDNA
clone MGC:42910
IMAGE:4836883),
complete cds

P13832 119 2.00E-32 Myosin regulatory
light chain RLC-A ECU03g1570 111 2.00E-28 COG5126 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K12757
MYL12; myosin
regulatory light
chain 12

ENSG00000101654 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no RNMT protein_coding chr18:13726660-
13764558:+

gi|815891110|ref|NP
_001295192.1| 2588 0

mRNA cap guanine-
N7
methyltransferase
isoform 1 [Homo
sapiens]

gi|2662076|dbj|AB0
07858.1| 6191 0

Homo sapiens
KIAA0398 mRNA,
complete cds

O43148 203 4.00E-61
mRNA cap guanine-
N7
methyltransferase

. . . . pfam03291 Pox_MCEL

mRNA capping
enzyme. This family
of enzymes are
related to
pfam03919.

GO:0006370|7-
methylguanosine
mRNA
capping;GO:000636
6|transcription from
RNA polymerase II
promoter;

GO:0005845|mRNA
cap binding
complex;GO:000573
0|nucleolus;GO:000
5654|nucleoplasm;G
O:0005634|nucleus;
GO:0043235|recepto
r complex;

GO:0004482|mRNA
(guanine-N7-)-
methyltransferase
activity;GO:0003723
|RNA binding;

K00565

RNMT; mRNA
(guanine-N7-)-
methyltransferase
[EC:2.1.1.56]

ENSG00000101665 5 9 7 31 23.78838406 56 44 36 35 -1.295522211 0.005300006 0.022599678 down yes SMAD7 protein_coding chr18:48919853-
48950711:-

gi|149027134|gb|ED
L82858.1| 1694 0

MAD homolog 7
(Drosophila),
isoform CRA_a
[Rattus norvegicus]

gi|299890803|ref|N
M_005904.3| 3087 0

Homo sapiens
SMAD family
member 7
(SMAD7), transcript
variant 1, mRNA

O15105 329 1.00E-110
Mothers against
decapentaplegic
homolog 7

. . . . pfam03166 MH2

MH2 domain. This
is the MH2 (MAD
homology 2)
domain found at the
carboxy terminus of
MAD related
proteins such as
Smads. This
domain is separated
from the MH1
domain by a non-
conserved linker
region. The MH2
domain mediates
interaction with a
wide variety of
proteins and
provides specificity
and selectivity to
Smad function and
also is critical for
mediating
interactions in Smad
oligomers. Unlike
MH1, MH2 does not
bind DNA. The
well-studied MH2
domain of Smad4 is
composed of five
alpha helices and
three loops
enclosing a beta
sandwich. Smads
are involved in the
propagation of

GO:0034333|adhere
ns junction
assembly;GO:00488
44|artery
morphogenesis;GO:
0030509|BMP
signaling
pathway;GO:003462
9|cellular protein
complex
localization;GO:007
1560|cellular
response to
transforming
growth factor beta
stimulus;GO:003051
4|negative
regulation of BMP
signaling
pathway;GO:003033
6|negative
regulation of cell
migration;GO:00107
19|negative
regulation of
epithelial to
mesenchymal
transition;GO:00603
94|negative
regulation of
pathway-restricted
SMAD protein
phosphorylation;GO
:0033137|negative
regulation of

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00057
30|nucleolus;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0005886|plasm
a
membrane;GO:0043
234|protein
complex;GO:000566
7|transcription
factor complex;

GO:0048185|activin
binding;GO:000801
3|beta-catenin
binding;GO:007041
1|I-SMAD
binding;GO:004687
2|metal ion
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:003061
7|transforming
growth factor beta
receptor, inhibitory
cytoplasmic
mediator
activity;GO:0034713
|type I transforming
growth factor beta
receptor
binding;GO:003162
5|ubiquitin protein
ligase binding;

. .

ENSG00000101746 0 1 0 0 0.224694302 0 1 0 0 0.569016507 0.862273775 NA up no NOL4 protein_coding chr18:33851100-
34224952:-

gi|148235600|ref|NP
_003778.2| 3140 0

nucleolar protein 4
isoform 1 [Homo
sapiens]

gi|309951077|ref|N
M_003787.4| 3957 0

Homo sapiens
nucleolar protein 4
(NOL4), transcript
variant 1, mRNA

O94818 115 3.00E-25 Nucleolar protein 4 . . . . pfam13705 TRC8_N

TRC8 N-terminal
domain. This region
is found at the N-
terminus of the
TRC8 protein.
TRC8 is an E3
ubiquitin-protein
ligase also known
as RNF139. This
region contains 12
transmembrane
domains. This
region has been
suggested to contain
a sterol sensing
domain. It has been
found that TRC8
protein levels are
sterol responsive
and that it binds and
stimulates
ubiquitylation of the
endoplasmic
reticulum anchor
protein INSIG.

.
GO:0005730|nucleol
us;GO:0005634|nucl
eus;

. . .

ENSG00000101782 0 3 0 1 1.178763763 2 4 0 1 -0.384760291 0.794418841 0.860331321 down no RIOK3 protein_coding chr18:23452823-
23486603:+

gi|296222387|ref|XP
_002757164.1| 2691 0

PREDICTED:
serine/threonine-
protein kinase RIO3
[Callithrix jacchus]

gi|145580632|ref|N
M_003831.3| 4035 0

Homo sapiens RIO
kinase 3 (RIOK3),
mRNA

O14730 211 0 Serine/threonine-
protein kinase RIO3 SPAC10F6.10 236 1.00E-65 COG1718 pfam01163 RIO1

RIO1 family. This is
a family of atypical
serine kinases
which are found in
archaea, bacteria
and eukaryotes.
Activity of Rio1 is
vital in
Saccharomyces
cerevisiae for the
processing of
ribosomal RNA, as
well as for proper
cell cycle
progression and
chromosome
maintenance. The
structure of RIO1
has been
determined.

GO:0007059|chrom
osome
segregation;GO:000
6364|rRNA
processing;

GO:0005829|cytosol
;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08872
RIOK3, SUDD; RIO
kinase 3
[EC:2.7.11.1]

ENSG00000101811 0 0 0 0 1.002509314 5 0 2 3 -3.201773384 0.077530814 0.155599414 down no CSTF2 protein_coding chrX:100820359-
100840932:+

gi|807201176|ref|NP
_001293135.1| 2272 0

cleavage stimulation
factor subunit 2
isoform 1 [Homo
sapiens]

gi|426396654|ref|X
M_004064499.1| 2052 0

PREDICTED:
Gorilla gorilla
gorilla cleavage
stimulation factor, 3'
pre-RNA, subunit 2,
64kDa, transcript
variant 2 (CSTF2),
mRNA

P33240 416 2.00E-141
Cleavage
stimulation factor
subunit 2

. . . . pfam14327 CSTF2_hinge

Hinge domain of
cleavage stimulation
factor subunit 2.
The hinge domain
of cleavage
stimulation factor
subunit 2 proteins,
CSTF2, is necessary
for binding to the
subunit CstF-77
within the
polyadenylation
complex and
subsequent nuclear
localisation. This
suggests that
nuclear import of a
pre-formed CSTF
complex is an
essential step in
polyadenylation.
Accurate and
efficient
polyadenylation is
essential for
transcriptional
termination, nuclear
export, translation,
and stability of
eukaryotic mRNAs.
CSTF2 is an
important regulatory
subunit of the
polyadenylation
complex

GO:0031124|mRNA
3'-end
processing;GO:0006
379|mRNA
cleavage;GO:000637
8|mRNA
polyadenylation;GO
:0000398|mRNA
splicing, via
spliceosome;GO:00
98789|pre-mRNA
cleavage required
for
polyadenylation;GO
:0006369|terminatio
n of RNA
polymerase II
transcription;GO:00
06388|tRNA
splicing, via
endonucleolytic
cleavage and
ligation;

GO:0071920|cleavag
e
body;GO:0005847|
mRNA cleavage and
polyadenylation
specificity factor
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

K14407
CSTF2, RNA15;
cleavage stimulation
factor subunit 2



ENSG00000101843 2 4 9 11 6.696857797 10 4 10 6 0.298968771 0.639114515 0.745496075 up no PSMD10 protein_coding chrX:108084207-
108091618:-

gi|655876723|ref|XP
_008271083.1| 1241 3.00E-166

PREDICTED: 26S
proteasome non-
ATPase regulatory
subunit 10 isoform
X1 [Oryctolagus
cuniculus]

gi|325652103|ref|N
M_002814.3| 1546 0

Homo sapiens
proteasome
(prosome,
macropain) 26S
subunit, non-
ATPase, 10
(PSMD10),
transcript variant 1,
mRNA

O75832 309 1.00E-107

26S proteasome
non-ATPase
regulatory subunit
10

. . . . pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0031145|anapha
se-promoting
complex-dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000247
9|antigen processing
and presentation of
exogenous peptide
antigen via MHC
class I, TAP-
dependent;GO:0006
915|apoptotic
process;GO:000725
3|cytoplasmic
sequestering of NF-
kappaB;GO:003809
5|Fc-epsilon
receptor signaling
pathway;GO:000016
5|MAPK
cascade;GO:004306
6|negative
regulation of
apoptotic
process;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:004351
8|negative
regulation of DNA
damage response

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0045111|int
ermediate filament
cytoskeleton;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0000502|prote
asome
complex;GO:000583
8|proteasome
regulatory particle;

GO:0008134|transcri
ption factor binding; K06694

PSMD10; 26S
proteasome non-
ATPase regulatory
subunit 10

ENSG00000101844 0 2 0 4 1.876640493 2 4 3 3 -0.606892608 0.56957714 0.68379573 down no ATG4A protein_coding chrX:108091668-
108154671:+

gi|403289551|ref|XP
_003935915.1| 2119 0

PREDICTED:
cysteine protease
ATG4A isoform X1
[Saimiri boliviensis
boliviensis]

gi|27693678|gb|BC0
41862.1| 2484 0

Homo sapiens
ATG4 autophagy
related 4 homolog A
(S. cerevisiae),
mRNA (cDNA
clone MGC:43691
IMAGE:5271295),
complete cds

Q8WYN0 577 0 Cysteine protease
ATG4A . . . . pfam03416 Peptidase_C54 Peptidase family

C54.

GO:0000045|autoph
agosome
assembly;GO:00065
01|C-terminal
protein
lipidation;GO:00004
22|mitophagy;GO:0
044804|nucleophagy
;GO:0051697|protei
n
delipidation;GO:001
6485|protein
processing;GO:0006
612|protein targeting
to
membrane;GO:0006
508|proteolysis;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;

GO:0004197|cystein
e-type
endopeptidase
activity;GO:0008234
|cysteine-type
peptidase activity;

K08342
ATG4; cysteine
protease ATG4
[EC:3.4.22.-]

ENSG00000101935 0 0 2 4 1.770600637 3 1 1 5 -0.276065011 0.819181678 0.878750104 down no AMMECR1 protein_coding chrX:110194186-
110440233:-

gi|635145278|ref|XP
_007990755.1| 1331 6.00E-163

PREDICTED:
AMME syndrome
candidate gene 1
protein isoform X1
[Chlorocebus
sabaeus]

gi|70995167|ref|NM
_015365.2| 5417 0

Homo sapiens
Alport syndrome,
mental retardation,
midface hypoplasia
and elliptocytosis
chromosomal
region gene 1
(AMMECR1),
transcript variant 1,
mRNA

Q5RAS7 473 1.00E-155
AMME syndrome
candidate gene 1
protein homolog

SPAC688.03c 129 5.00E-32 COG2078 pfam01871 AMMECR1

AMMECR1. This
family consists of
several AMMECR1
as well as several
uncharacterized
proteins. The
contiguous gene
deletion syndrome
AMME is
characterized by
Alport syndrome,
midface hypoplasia,
mental retardation
and elliptocytosis
and is caused by a
deletion in Xq22.3,
comprising several
genes including
COL4A5, FACL4
and AMMECR1.
This family contains
sequences from
several eukaryotic
species as well as
archaebacteria and it
has been suggested
that the AMMECR1
protein may have a
basic cellular
function, potentially
in either the
transcription,
replication, repair or
translation
machinery

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000101958 0 0 0 0 0.299143147 2 0 0 1 -1.458394129 0.628767972 NA down no GLRA2 protein_coding chrX:14529298-
14731812:+

gi|537134099|gb|ER
E65914.1| 2256 0

glycine receptor
subunit alpha-2-like
isoform 2
[Cricetulus griseus]

gi|169646714|ref|N
M_002063.3| 3216 0

Homo sapiens
glycine receptor,
alpha 2 (GLRA2),
transcript variant 1,
mRNA

P23416 682 0 Glycine receptor
subunit alpha-2 . . . . pfam02931 Neur_chan_LBD

Neurotransmitter-
gated ion-channel
ligand binding
domain. This family
is the extracellular
ligand binding
domain of these ion
channels. This
domain forms a
pentameric
arrangement in the
known structure.

GO:0071230|cellular
response to amino
acid
stimulus;GO:007136
1|cellular response
to
ethanol;GO:0071294
|cellular response to
zinc
ion;GO:1902476|chl
oride
transmembrane
transport;GO:00342
20|ion
transmembrane
transport;GO:00072
18|neuropeptide
signaling
pathway;GO:006001
2|synaptic
transmission,

GO:0030054|cell
junction;GO:004299
5|cell
projection;GO:0034
707|chloride
channel
complex;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0016934|extrace
llular-glycine-gated
chloride channel
activity;GO:0016594
|glycine
binding;GO:002285
2|glycine-gated
chloride ion channel
activity;GO:0046872
|metal ion binding;

K05194 GLRA2; glycine
receptor alpha-2

ENSG00000101966 0 0 0 0 0.598811896 3 3 0 0 -2.459564414 0.323705404 NA down no XIAP protein_coding chrX:123859724-
123913979:+

gi|395754415|ref|XP
_003779771.1| 2717 0

PREDICTED: E3
ubiquitin-protein
ligase XIAP isoform
X1 [Pongo abelii]

gi|324711007|ref|N
M_001167.3| 8451 0

Homo sapiens X-
linked inhibitor of
apoptosis, E3
ubiquitin protein
ligase (XIAP),
transcript variant 1,
mRNA

P98170 275 3.00E-91 E3 ubiquitin-protein
ligase XIAP . . . . pfam00653 BIR

Inhibitor of
Apoptosis domain.
BIR stands for
'Baculovirus
Inhibitor of
apoptosis protein
Repeat'. It is found
repeated in inhibitor
of apoptosis
proteins (IAPs), and
in fact it is also
known as IAP
repeat. These
domains
characteristically
have a number of
invariant residues,
including 3
conserved cysteines
and one conserved
histidine that
coordinate a zinc
ion. They are
usually made up of
4-5 alpha helices
and a three-stranded
beta-sheet. BIR is
also found in other
proteins known as
BIR-domain-
containing proteins
(BIRPs), such as
Survivin.

GO:0071230|cellular
response to amino
acid
stimulus;GO:007136
1|cellular response
to
ethanol;GO:0071294
|cellular response to
zinc
ion;GO:1902476|chl
oride
transmembrane
transport;GO:00342
20|ion
transmembrane
transport;GO:00072
18|neuropeptide
signaling
pathway;GO:006001
2|synaptic
transmission,
glycinergic;

GO:0030054|cell
junction;GO:004299
5|cell
projection;GO:0034
707|chloride
channel
complex;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0016934|extrace
llular-glycine-gated
chloride channel
activity;GO:0016594
|glycine
binding;GO:002285
2|glycine-gated
chloride ion channel
activity;GO:0046872
|metal ion binding;

K04725

XIAP, BIRC4; E3
ubiquitin-protein
ligase XIAP
[EC:2.3.2.27]

ENSG00000101972 31 59 23 80 62.82979632 89 90 82 106 -0.454886668 0.111183832 0.201477174 down no STAG2 protein_coding chrX:123960212-
124422664:+

gi|640812603|ref|XP
_008062967.1| 6188 0

PREDICTED:
cohesin subunit SA-
2 isoform X2
[Tarsius syrichta]

gi|539846357|ref|N
M_001282418.1| 6045 0

Homo sapiens
stromal antigen 2
(STAG2), transcript
variant 5, mRNA

O35638 223 5.00E-64 Cohesin subunit
SA-2 SPAC17H9.20 115 4.00E-26 COG5537 pfam08514 STAG

STAG domain.
STAG domain
proteins are
subunits of cohesin
complex - a protein
complex required
for sister chromatid
cohesion in
eukaryotes. The
STAG domain is
present in
Schizosaccharomyc
es pombe mitotic
cohesin Psc3, and
the meiosis specific
cohesin Rec11.
Many organisms
express a meiosis-
specific STAG
protein, for
example, mice and
humans have a
meiosis specific
variant called
STAG3, although
budding yeast does
not have a meiosis
specific version.

GO:0000902|cell
morphogenesis;GO:
0007157|heterophili
c cell-cell adhesion
via plasma
membrane cell
adhesion
molecules;GO:0006
955|immune
response;GO:00082
85|negative
regulation of cell
proliferation;GO:00
07399|nervous
system
development;GO:00
48666|neuron
development;GO:00
07218|neuropeptide
signaling
pathway;GO:003083
8|positive regulation
of actin filament
polymerization;GO:
0051491|positive
regulation of
filopodium
assembly;GO:00903
16|positive
regulation of
intracellular protein
transport;GO:00434
06|positive
regulation of MAP
kinase

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00057
83|endoplasmic
reticulum;GO:00055
76|extracellular
region;GO:0005794|
Golgi
apparatus;GO:00058
87|integral
component of
plasma
membrane;GO:0043
005|neuron
projection;GO:0016
363|nuclear
matrix;GO:0016607|
nuclear
speck;GO:0005634|
nucleus;GO:004847
1|perinuclear region
of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0050839|cell
adhesion molecule
binding;GO:000820
1|heparin
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;

K06671

STAG1_2, SCC3,
IRR1; cohesin
complex subunit
SA-1/2

ENSG00000101974 1 0 0 0 0.491417897 0 2 0 1 -0.714143664 0.750812894 NA down no ATP11C protein_coding chrX:139726346-
139945276:-

gi|58331222|ref|NP_
001010986.1| 5431 0

phospholipid-
transporting ATPase
IG isoform b
[Homo sapiens]

gi|288915522|ref|N
M_173694.4| 6109 0

Homo sapiens
ATPase, class VI,
type 11C (ATP11C),
transcript variant 1,
mRNA

Q8NB49 2053 0
Phospholipid-
transporting ATPase
IG

. . . . pfam13246 Hydrolase_like2

Putative hydrolase
of sodium-
potassium ATPase
alpha subunit. This
is a putative
hydrolase of the
sodium-potassium
ATPase alpha
subunit.

GO:0034220|ion
transmembrane
transport;GO:00453
32|phospholipid
translocation;GO:00
45579|positive
regulation of B cell
differentiation;GO:0
002329|pre-B cell
differentiation;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0005
765|lysosomal
membrane;GO:0005
886|plasma
membrane;GO:0055
037|recycling
endosome;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:000401
2|phospholipid-
translocating
ATPase activity;

K01530

E3.6.3.1;
phospholipid-
translocating
ATPase [EC:3.6.3.1]



ENSG00000101997 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CCDC22 protein_coding chrX:49235467-
49250526:+

gi|7661844|ref|NP_0
54727.1| 2790 0

coiled-coil domain-
containing protein
22 [Homo sapiens]

gi|532164729|ref|N
M_014008.4| 2319 0

Homo sapiens
coiled-coil domain
containing 22
(CCDC22), mRNA

O60826 229 3.00E-99
Coiled-coil domain-
containing protein
22

. . . . pfam05667 DUF812

Protein of unknown
function (DUF812).
This family consists
of several
eukaryotic proteins
of unknown
function.

GO:0006878|cellular
copper ion
homeostasis;GO:000
7253|cytoplasmic
sequestering of NF-
kappaB;GO:000689
3|Golgi to plasma
membrane
transport;GO:00431
24|negative
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00431
23|positive
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:20000
60|positive
regulation of
protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:001503
1|protein transport;

GO:0005768|endoso
me;

GO:0097602|cullin
family protein
binding;

. .

ENSG00000102038 3 0 5 3 2.499248471 0 0 3 4 1.330400922 0.29513284 0.420948428 up no SMARCA1 protein_coding chrX:129446501-
129523500:-

gi|795179074|ref|XP
_011844241.1| 5127 0

PREDICTED:
probable global
transcription
activator SNF2L1
isoform X1
[Mandrillus
leucophaeus]

gi|194271428|gb|EU
636009.1| 4279 0

Homo sapiens
SNF2LT mRNA,
complete cds

P28370 1958 0
Probable global
transcription
activator SNF2L1

. . . . pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar ETL1)

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:000
7420|brain
development;GO:00
16569|covalent
chromatin
modification;GO:00
06338|chromatin
remodeling;GO:003
0182|neuron
differentiation;GO:0
045893|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0090537|CERF
complex;GO:000563
4|nucleus;GO:00165
89|NURF complex;

GO:0036310|anneali
ng helicase
activity;GO:0005524
|ATP
binding;GO:001688
7|ATPase
activity;GO:0003677
|DNA
binding;GO:000438
6|helicase activity;

K11727

SMARCA1, SNF2L;
SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily A
member 1
[EC:3.6.4.-]

ENSG00000102053 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ZC3H12B protein_coding chrX:65366638-
65507887:+

gi|296010956|ref|NP
_001010888.3| 4511 0

probable
ribonuclease
ZC3H12B [Homo
sapiens]

gi|296010955|ref|N
M_001010888.3| 7256 0

Homo sapiens zinc
finger CCCH-type
containing 12B
(ZC3H12B), mRNA

Q5HYM0 676 0
Probable
ribonuclease
ZC3H12B

. . . . pfam11977 RNase_Zc3h12a

Zc3h12a-like
Ribonuclease NYN
domain. This
domain is found in
the Zc3h12a protein
which has shown to
be a ribonuclease
that controls the
stability of a set of
inflammatory genes.
It has been
suggested that this
domain belongs to
the PIN domain
superfamily. This
domain has also
been identified as
part of the NYN
domain family.

. .

GO:0004519|endon
uclease
activity;GO:0046872
|metal ion binding;

K18668
ZC3H12, MCPIP;
ribonuclease
ZC3H12 [EC:3.1.-.-]

ENSG00000102054 28 68 22 99 63.44019505 77 88 96 87 -0.253948036 0.456648972 0.580974851 down no RBBP7 protein_coding chrX:16839283-
16870414:-

gi|311078508|ref|NP
_001185648.1| 2446 0

histone-binding
protein RBBP7
isoform 1 [Homo
sapiens]

gi|34534198|dbj|AK
127332.1| 3961 0

Homo sapiens
cDNA FLJ45403 fis,
clone
BRHIP3029530

Q5R654 216 4.00E-65 Histone-binding
protein RBBP7 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0070370|cellular
heat
acclimation;GO:001
6569|covalent
chromatin
modification;GO:00
06260|DNA
replication;GO:0030
308|negative
regulation of cell
growth;GO:0000122
|negative regulation
of transcription
from RNA
polymerase II
promoter;GO:00485
45|response to
steroid
hormone;GO:00063
51|transcription,
DNA-templated;

GO:0035098|ESC/E(
Z)
complex;GO:000563
4|nucleus;GO:00165
81|NuRD complex;

GO:0003723|RNA
binding; K11659

RBBP7; histone-
binding protein
RBBP7

ENSG00000102081 17 22 11 39 36.62349904 69 56 53 66 -0.962982329 0.002679914 0.013764291 down no FMR1 protein_coding chrX:147911951-
147951125:+

gi|332245425|ref|XP
_003271862.1| 3282 0

PREDICTED:
fragile X mental
retardation protein 1
isoform X1
[Nomascus
leucogenys]

gi|62087955|dbj|AB
209188.1| 4823 0

Homo sapiens
mRNA for fragile X
mental retardation 1
variant protein

P35922 105 7.00E-25 Synaptic functional
regulator FMR1 . . . . pfam12235 FXR1P_C

Fragile X-related 1
protein C terminal.
This domain family
is found in
eukaryotes, and is
typically between
126 and 160 amino
acids in length. The
family is found in
association with
pfam05641,
pfam00013. This
family is the C
terminal region of
the fragile X related
1 protein FXR1P.
FXR1P contains
two KH domains
and a RGG box that
are characteristic
motifs in RNA-
binding proteins as
well as nuclear
localization and
export signals.
FXR1P is thought to
regulate mRNA
transport and
translation.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:007271
1|cellular response
to
hydroxyurea;GO:00
34644|cellular
response to
UV;GO:0098586|cell
ular response to
virus;GO:0031047|g
ene silencing by
RNA;GO:0007215|gl
utamate receptor
signaling
pathway;GO:004483
0|modulation by
host of viral RNA
genome
replication;GO:0006
397|mRNA
processing;GO:0051
028|mRNA
transport;GO:20007
66|negative
regulation of
cytoplasmic
translation;GO:1900
453|negative
regulation of long
term synaptic
depression;GO:2000
301|negative
regulation of

GO:0030424|axon;G
O:0043679|axon
terminus;GO:00150
30|Cajal
body;GO:0030054|c
ell
junction;GO:004299
5|cell
projection;GO:0010
369|chromocenter;G
O:0005694|chromos
ome;GO:0000775|ch
romosome,
centromeric
region;GO:0005737|
cytoplasm;GO:0036
464|cytoplasmic
ribonucleoprotein
granule;GO:0030425
|dendrite;GO:19027
37|dendritic
filopodium;GO:004
3197|dendritic
spine;GO:0019897|e
xtrinsic component
of plasma
membrane;GO:0032
433|filopodium
tip;GO:0097386|glial
cell
projection;GO:0030
426|growth
cone;GO:1990812|gr
owth cone
filopodium;GO:003

GO:0003682|chrom
atin
binding;GO:004550
2|dynein
binding;GO:000215
1|G-quadruplex
RNA
binding;GO:004280
2|identical protein
binding;GO:004432
5|ion channel
binding;GO:003506
4|methylated histone
binding;GO:000801
7|microtubule
binding;GO:003519
8|miRNA
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:004802
7|mRNA 5'-UTR
binding;GO:000372
9|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:003404
6|poly(G)
binding;GO:000826
6|poly(U) RNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization

K15516
FMR; fragile X
mental retardation
protein

ENSG00000102144 0 2 0 0 0.456102837 2 0 0 0 0.523570109 0.851355478 NA up no PGK1 protein_coding chrX:78065188-
78129296:+

gi|193506632|pdb|2
ZGV|A 2190 0

Chain A, Crystal
Structure Of Human
Phosphoglycerate
Kinase Bound To
D-Adp

gi|5679567|emb|AL0
49589.15| 3509 0

Human DNA
sequence from
clone RP4-570L12
on chromosome
Xq13.1-21.1,
complete sequence

A5A6K4 847 0 Phosphoglycerate
kinase 1 SPBC14F5.04c 69.7 5.00E-14 COG0126 pfam00162 PGK Phosphoglycerate

kinase.
GO:0006096|glycoly
tic process;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000461
8|phosphoglycerate
kinase activity;

K00927
PGK, pgk;
phosphoglycerate
kinase [EC:2.7.2.3]

ENSG00000102172 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SMS protein_coding chrX:21940573-
21994835:+

gi|803271934|ref|XP
_011995680.1| 1826 0

PREDICTED:
spermine synthase
isoform X2 [Ovis
aries musimon]

gi|386643028|ref|N
M_004595.4| 1837 0

Homo sapiens
spermine synthase
(SMS), transcript
variant 1, mRNA

P52788 699 0 Spermine synthase . . . . pfam01564 Spermine_synth

Spermine/spermidin
e synthase.
Spermine and
spermidine are
polyamines. This
family includes
spermidine synthase
that catalyses the
fifth (last) step in
the biosynthesis of
spermidine from
arginine, and
spermine synthase.

GO:0006555|methio
nine metabolic
process;GO:000659
5|polyamine
metabolic
process;GO:000659
7|spermine
biosynthetic
process;

GO:0005829|cytosol
;GO:0070062|extrac
ellular exosome;

GO:0016768|spermi
ne synthase activity; K00802

SMS; spermine
synthase
[EC:2.5.1.22]

ENSG00000102189 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no EEA1 protein_coding chr12:92770637-
92929331:-

gi|229462866|sp|Q1
5075.2|EEA1_HUM
AN

5954 0

RecName:
Full=Early
endosome antigen 1;
AltName:
Full=Endosome-
associated protein
p162; AltName:
Full=Zinc finger
FYVE domain-
containing protein 2

gi|110227599|ref|N
M_003566.3| 8000 0

Homo sapiens early
endosome antigen 1
(EEA1), mRNA

Q15075 2298 0 Early endosome
antigen 1 . . . . pfam01576 Myosin_tail_1

Myosin tail. The
myosin molecule is
a multi-subunit
complex made up
of two heavy chains
and four light
chains it is a
fundamental
contractile protein
found in all
eukaryote cell types.
This family consists
of the coiled-coil
myosin heavy chain
tail region. The
coiled-coil is
composed of the tail
from two molecules
of myosin. These
can then assemble
into the
macromolecular
thick filament. The
coiled-coil region
provides the
structural backbone
the thick filament.

GO:0045022|early
endosome to late
endosome
transport;GO:00068
97|endocytosis;GO:
0016189|synaptic
vesicle to endosome
fusion;GO:0006906|
vesicle
fusion;GO:0039694|
viral RNA genome
replication;

GO:0044308|axonal
spine;GO:0005737|c
ytoplasm;GO:00314
10|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0005769
|early
endosome;GO:0031
901|early endosome
membrane;GO:0070
062|extracellular
exosome;GO:00198
97|extrinsic
component of
plasma
membrane;GO:0016
020|membrane;GO:
0098793|presynapse;
GO:0055037|recycli
ng
endosome;GO:0005
969|serine-pyruvate
aminotransferase
complex;

GO:0005545|1-
phosphatidylinositol
binding;GO:000551
6|calmodulin
binding;GO:003074
2|GTP-dependent
protein
binding;GO:004280
3|protein
homodimerization
activity;GO:0008270
|zinc ion binding;

K12478 EEA1; early
endosome antigen 1

ENSG00000102225 0 0 0 3 0.815691494 2 1 0 2 -0.410610423 0.816535977 NA down no CDK16 protein_coding chrX:47217860-
47229997:+

gi|281427158|ref|NP
_001163931.1| 2793 0

cyclin-dependent
kinase 16 isoform 3
[Homo sapiens]

gi|197333743|ref|N
M_033018.3| 3158 0

Homo sapiens
cyclin-dependent
kinase 16 (CDK16),
transcript variant 2,
mRNA

Q00536 311 6.00E-103 Cyclin-dependent
kinase 16 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0006887|exocyt
osis;GO:0030252|gr
owth hormone
secretion;GO:00311
75|neuron
projection
development;GO:00
06468|protein
phosphorylation;GO
:0061178|regulation
of insulin secretion
involved in cellular
response to glucose
stimulus;GO:000728
3|spermatogenesis;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:003
1234|extrinsic
component of
cytoplasmic side of
plasma
membrane;GO:0015
630|microtubule
cytoskeleton;GO:00
43005|neuron
projection;GO:0005
886|plasma
membrane;GO:0008
021|synaptic vesicle;

GO:0005524|ATP
binding;GO:000469
3|cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K08820

CDK16, PCTK1;
cyclin-dependent
kinase 16
[EC:2.7.11.22]



ENSG00000102230 0 0 0 0 0.896397592 3 4 1 1 -3.042124288 0.065315459 NA down no PCYT1B protein_coding chrX:24558087-
24672677:-

gi|675753894|ref|XP
_008971237.1| 1816 0

PREDICTED:
choline-phosphate
cytidylyltransferase
B isoform X2 [Pan
paniscus]

gi|253795513|ref|N
M_001163264.1| 5307 0

Homo sapiens
phosphate
cytidylyltransferase
1, choline, beta
(PCYT1B),
transcript variant 2,
mRNA

Q9Y5K3 300 8.00E-157
Choline-phosphate
cytidylyltransferase
B

ECU10g1590 265 3.00E-78 COG0615 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001541|ovaria
n follicle
development;GO:00
06656|phosphatidylc
holine biosynthetic
process;GO:000865
4|phospholipid
biosynthetic
process;GO:000728
3|spermatogenesis;

GO:0005737|cytopla
sm;GO:0005789|end
oplasmic reticulum
membrane;

GO:0004105|choline
-phosphate
cytidylyltransferase
activity;

K00968

PCYT1; choline-
phosphate
cytidylyltransferase
[EC:2.7.7.15]

ENSG00000102302 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no FGD1 protein_coding chrX:54445454-
54496166:-

gi|24797153|ref|NP_
004454.2| 4195 0

FYVE, RhoGEF
and PH domain-
containing protein 1
[Homo sapiens]

gi|24797152|ref|NM
_004463.2| 4275 0

Homo sapiens
FYVE, RhoGEF
and PH domain
containing 1
(FGD1), mRNA

P98174 1620 0
FYVE, RhoGEF
and PH domain-
containing protein 1

. . . . pfam00621 RhoGEF

RhoGEF domain.
Guanine nucleotide
exchange factor for
Rho/Rac/Cdc42-like
GTPases Also called
Dbl-homologous
(DH) domain. It
appears that
pfam00169 domains
invariably occur C-
terminal to
RhoGEF/DH
domains.

GO:0030036|actin
cytoskeleton
organization;GO:00
09887|organ
morphogenesis;GO:
0007010|cytoskeleto
n
organization;GO:00
46847|filopodium
assembly;GO:00072
75|multicellular
organismal
development;GO:00
43065|positive
regulation of
apoptotic
process;GO:000836
0|regulation of cell
shape;GO:0043087|r
egulation of GTPase
activity;GO:0035023
|regulation of Rho
protein signal
transduction;GO:00
51056|regulation of
small GTPase
mediated signal
transduction;GO:00
07165|signal
transduction;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00058
29|cytosol;GO:0005
794|Golgi
apparatus;GO:00300
27|lamellipodium;G
O:0001726|ruffle;

GO:0005085|guanyl
-nucleotide
exchange factor
activity;GO:0046872
|metal ion
binding;GO:000508
9|Rho guanyl-
nucleotide exchange
factor
activity;GO:0031267
|small GTPase
binding;

K05720
FGD1; FYVE,
RhoGEF and PH
domain containing 1

ENSG00000102309 6 7 7 3 4.860182038 2 2 7 1 1.55058605 0.052761759 0.118034037 up no PIN4 protein_coding chrX:72181353-
72302926:+

gi|38679892|ref|NP_
006214.2| 630 5.00E-77

peptidyl-prolyl cis-
trans isomerase
NIMA-interacting 4
isoform 1 [Homo
sapiens]

gi|282847475|ref|N
M_001170747.1| 1605 0

Homo sapiens
peptidylprolyl
cis/trans isomerase,
NIMA-interacting 4
(PIN4), transcript
variant 2, mRNA

Q9Y237 216 7.00E-67
Peptidyl-prolyl cis-
trans isomerase
NIMA-interacting 4

SMc02451 55.5 1.00E-07 COG0760 pfam00639 Rotamase

PPIC-type PPIASE
domain. Rotamases
increase the rate of
protein folding by
catalyzing the
interconversion of
cis-proline and
trans-proline.

GO:0006364|rRNA
processing;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00057
59|mitochondrial
matrix;GO:0005730|
nucleolus;GO:00056
34|nucleus;GO:0030
684|preribosome;G
O:0005819|spindle;

GO:0003681|bent
DNA
binding;GO:000367
7|DNA
binding;GO:000369
0|double-stranded
DNA
binding;GO:000375
5|peptidyl-prolyl
cis-trans isomerase
activity;GO:0044822
|poly(A) RNA
binding;

K09579

PIN4; peptidyl-
prolyl cis-trans
isomerase NIMA-
interacting 4
[EC:5.2.1.8]

ENSG00000102312 3 4 5 5 4.330316179 7 4 4 3 0.463461209 0.496112999 0.618271476 up no PORCN protein_coding chrX:48508962-
48520814:+

gi|635143363|ref|XP
_007989774.1| 2315 0

PREDICTED:
protein-cysteine N-
palmitoyltransferase
porcupine isoform
X1 [Chlorocebus
sabaeus]

gi|16553647|dbj|AK
057727.1| 2106 0

Homo sapiens
cDNA FLJ33165 fis,
clone
UTERU2000546,
highly similar to
Probable protein-
cysteine N-
palmitoyltransferase
porcupine (EC
2.3.1.-)

Q9H237 258 2.00E-81
Protein-serine O-
palmitoleoyltransfer
ase porcupine

SPBC16A3.10 53.5 1.00E-06 COG5202 pfam03062 MBOAT

MBOAT,
membrane-bound
O-acyltransferase
family. The
MBOAT
(membrane bound
O-acyl transferase)
family of membrane
proteins contains a
variety of
acyltransferase
enzymes. A
conserved histidine
has been suggested
to be the active site
residue.

GO:0060070|canoni
cal Wnt signaling
pathway;GO:000910
0|glycoprotein
metabolic
process;GO:000649
7|protein
lipidation;GO:00452
34|protein
palmitoleylation;GO
:0016055|Wnt
signaling pathway;

GO:0032281|AMPA
glutamate receptor
complex;GO:000578
3|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0030
176|integral
component of
endoplasmic
reticulum
membrane;

GO:1990698|palmit
oleoyltransferase
activity;

K00181 PPN; porcupine

ENSG00000102316 2 7 5 8 7.216840942 14 9 8 11 -0.431476683 0.429041955 0.559171797 down no MAGED2 protein_coding chrX:54807599-
54816012:+

gi|19387846|ref|NP_
055414.2| 2170 0

melanoma-
associated antigen
D2 [Homo sapiens]

gi|531034784|ref|N
M_177433.2| 2189 0

Homo sapiens
melanoma antigen
family D2
(MAGED2),
transcript variant 2,
mRNA

Q5RFC2 195 1.00E-56
Melanoma-
associated antigen
D2

. . . . pfam01454 MAGE

MAGE family. The
MAGE (melanoma
antigen-encoding
gene) family are
expressed in a wide
variety of tumors
but not in normal
cells, with the
exception of the
male germ cells,
placenta, and,
possibly, cells of the
developing embryo.
The cellular
function of this
family is unknown.
This family also
contains the yeast
protein, Nse3. The
Nse3 protein is part
of the Smc5-6
complex. Nse3 has
been demonstrated
to be important for
meiosis.

GO:0007565|female
pregnancy;GO:0070
294|renal sodium
ion absorption;

GO:0016020|membr
ane; . . .

ENSG00000102317 0 0 0 2 0.720532132 2 0 2 1 -0.879967907 0.629545213 NA down no RBM3 protein_coding chrX:48574449-
48579066:+

gi|10439565|dbj|BA
B15519.1| 721 1.00E-88

unnamed protein
product [Homo
sapiens]

gi|338797748|ref|N
M_006743.4| 2162 0

Homo sapiens RNA
binding motif
(RNP1, RRM)
protein 3 (RBM3),
mRNA

P98179 72.4 5.00E-14 RNA-binding
protein 3 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0070294|renal
sodium ion
absorption;

GO:0016020|membr
ane; . K13186 RBM3; RNA-

binding protein 3

ENSG00000102383 0 0 0 0 0.292428914 0 2 0 1 -1.430927701 0.636956731 NA down no ZDHHC15 protein_coding chrX:75368427-
75523502:-

gi|655886694|ref|XP
_008247070.1| 1643 0

PREDICTED: LOW
QUALITY
PROTEIN:
palmitoyltransferase
ZDHHC15
[Oryctolagus
cuniculus]

gi|226342940|ref|N
M_001146256.1| 6012 0

Homo sapiens zinc
finger, DHHC-type
containing 15
(ZDHHC15),
transcript variant 2,
mRNA

O00370 181 3.00E-49

LINE-1
retrotransposable
element ORF2
protein

YNL326c 117 1.00E-26 COG5273 pfam01529 zf-DHHC

DHHC
palmitoyltransferase
. This family
includes the well
known DHHC zinc
binding domain as
well as three of the
four conserved
transmembrane
regions found in
this family of
palmitoyltransferase
enzymes.

GO:0006310|DNA
recombination;GO:0
090305|nucleic acid
phosphodiester
bond
hydrolysis;GO:0032
199|reverse
transcription
involved in RNA-
mediated
transposition;GO:00
32197|transposition,
RNA-mediated;

.

GO:0046872|metal
ion
binding;GO:000396
4|RNA-directed
DNA polymerase
activity;GO:0009036
|Type II site-specific
deoxyribonuclease
activity;

. .

ENSG00000102452 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no NALCN protein_coding chr13:101053776-
101416492:-

gi|767978823|ref|XP
_011519369.1| 8731 0

PREDICTED:
sodium leak
channel non-
selective protein
isoform X2 [Homo
sapiens]

gi|93277089|ref|NM
_052867.2| 6816 0

Homo sapiens
sodium leak
channel, non
selective (NALCN),
mRNA

Q8IZF0 3313 0
Sodium leak
channel non-
selective protein

. . . . pfam00520 Ion_trans

Ion transport
protein. This family
contains Sodium,
Potassium, Calcium
ion channels. This
family is 6
transmembrane
helices in which the
last two helices
flank a loop which
determines ion
selectivity. In some
sub-families (e.g.
Na channels) the
domain is repeated
four times, whereas
in others (e.g. K
channels) the
protein forms as a
tetramer in the
membrane. A
bacterial structure
of the protein is
known for the last
two helices but is
not the Pfam family
due to it lacking the
first four helices

GO:0070588|calciu
m ion
transmembrane
transport;GO:00068
16|calcium ion
transport;GO:00342
20|ion
transmembrane
transport;GO:00860
10|membrane
depolarization
during action
potential;GO:007180
5|potassium ion
transmembrane
transport;GO:00600
75|regulation of
resting membrane
potential;GO:003572
5|sodium ion
transmembrane
transport;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005261|cation
channel
activity;GO:0022840
|leak channel
activity;GO:0005272
|sodium channel
activity;GO:0005244
|voltage-gated ion
channel activity;

. .

ENSG00000102466 0 1 0 2 1.926966925 6 4 1 5 -1.973696633 0.106236198 0.193928537 down no FGF14 protein_coding chr13:101710804-
102402457:-

gi|28872756|ref|NP_
787125.1| 1354 1.00E-166

fibroblast growth
factor 14 isoform
1B [Homo sapiens]

gi|11137671|emb|AL
160153.11| 12166 0

Human DNA
sequence from
clone RP11-397O8
on chromosome 13,
complete sequence

P70379 154 2.00E-44 Fibroblast growth
factor 14 . . . . pfam00167 FGF

Fibroblast growth
factor. Fibroblast
growth factors are a
family of proteins
involved in growth
and differentiation
in a wide range of
contexts. They are
found in a wide
range of organisms,
from nematodes to
humans. Most share
an internal core
region of high
similarity,
conserved residues
in which are
involved in binding
with their receptors.
On binding, they
cause dimerization
of their tyrosine
kinase receptors
leading to
intracellular
signalling. There are
currently four
known tyrosine
kinase receptors for
fibroblast growth
factors. These
receptors can each
bind several
different members
of this family

GO:0007267|cell-
cell
signaling;GO:00072
54|JNK
cascade;GO:000739
9|nervous system
development;GO:19
01843|positive
regulation of high
voltage-gated
calcium channel
activity;GO:0060078
|regulation of
postsynaptic
membrane
potential;GO:004816
7|regulation of
synaptic
plasticity;GO:19034
21|regulation of
synaptic vesicle
recycling;GO:00071
65|signal
transduction;

GO:0005576|extrace
llular
region;GO:0005622|
intracellular;GO:000
5634|nucleus;

GO:0008083|growth
factor
activity;GO:0008201
|heparin binding;

K04358 FGF; fibroblast
growth factor



ENSG00000102531 6 2 0 5 2.379856203 0 2 1 1 2.287587146 0.058990923 0.127877038 up no FNDC3A protein_coding chr13:48975912-
49209779:+

gi|118918395|ref|NP
_001073141.1| 5862 0

fibronectin type-III
domain-containing
protein 3A isoform
1 [Homo sapiens]

gi|510025480|ref|N
M_001278438.1| 6328 0

Homo sapiens
fibronectin type III
domain containing
3A (FNDC3A),
transcript variant 3,
mRNA

Q9Y2H6 2262 0
Fibronectin type-III
domain-containing
protein 3A

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0009566|fertiliza
tion;GO:0060009|Se
rtoli cell
development;GO:00
16337|single
organismal cell-cell
adhesion;GO:00072
86|spermatid
development;

GO:0001669|acroso
mal
vesicle;GO:0005829|
cytosol;GO:0005794
|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;GO:
0012506|vesicle
membrane;

GO:0044822|poly(A
) RNA binding; . .

ENSG00000102678 8 11 22 5 11.68713451 7 17 9 10 0.761515444 0.217963552 0.337542129 up no FGF9 protein_coding chr13:21671383-
21704498:+

gi|344284636|ref|XP
_003414071.1| 1019 5.00E-125

PREDICTED:
fibroblast growth
factor 9 [Loxodonta
africana]

gi|209529671|ref|N
M_002010.2| 4220 0

Homo sapiens
fibroblast growth
factor 9 (FGF9),
mRNA

P31371 396 2.00E-126 Fibroblast growth
factor 9 . . . . pfam00167 FGF

Fibroblast growth
factor. Fibroblast
growth factors are a
family of proteins
involved in growth
and differentiation
in a wide range of
contexts. They are
found in a wide
range of organisms,
from nematodes to
humans. Most share
an internal core
region of high
similarity,
conserved residues
in which are
involved in binding
with their receptors.
On binding, they
cause dimerization
of their tyrosine
kinase receptors
leading to
intracellular
signalling. There are
currently four
known tyrosine
kinase receptors for
fibroblast growth
factors. These
receptors can each
bind several
different members
of this family

GO:0001525|angiog
enesis;GO:0007267|
cell-cell
signaling;GO:00020
62|chondrocyte
differentiation;GO:0
048566|embryonic
digestive tract
development;GO:00
30326|embryonic
limb
morphogenesis;GO:
0048706|embryonic
skeletal system
development;GO:00
01654|eye
development;GO:00
08543|fibroblast
growth factor
receptor signaling
pathway;GO:004247
2|inner ear
morphogenesis;GO:
0060484|lung-
associated
mesenchyme
development;GO:00
08584|male gonad
development;GO:00
30238|male sex
determination;GO:0
000165|MAPK
cascade;GO:000012
2|negative
regulation of

GO:0005604|baseme
nt
membrane;GO:0005
737|cytoplasm;GO:0
070062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular space;

GO:0016303|1-
phosphatidylinositol
-3-kinase
activity;GO:0008083
|growth factor
activity;GO:0008201
|heparin
binding;GO:004693
4|phosphatidylinosit
ol-4,5-bisphosphate
3-kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor activity;

K04358 FGF; fibroblast
growth factor

ENSG00000102710 0 1 0 3 1.869742352 6 0 6 2 -1.465588051 0.280891994 0.405007062 down no SUPT20H protein_coding chr13:37009312-
37059713:-

gi|530402496|ref|XP
_005266508.1| 3019 0

PREDICTED:
transcription factor
SPT20 homolog
isoform X2 [Homo
sapiens]

gi|207080281|ref|N
M_001135503.1| 3706 0

Pongo abelii
suppressor of Ty 20
homolog (S.
cerevisiae)
(SUPT20H), mRNA

P08548 63.5 5.00E-09
LINE-1 reverse
transcriptase
homolog

. . . . pfam12090 Spt20

Spt20 family. This
presumed domain is
found in the Spt20
proteins from both
human and yeast.
The Spt20 protein is
part of the SAGA
complex which is a
large cmplex
mediating histone
deacetylation. Yeast
Spt20 has been
shown to play a role
in structural
integrity of the
SAGA complex as
as no intact SAGA
could be purified in
spt20 deletion
strains.

GO:0007369|gastrul
ation;

GO:0000124|SAGA
complex;

GO:0003712|transcri
ption cofactor
activity;

. .

ENSG00000102753 24 40 33 29 34.06113498 39 44 36 34 0.284094793 0.365294995 0.497465598 up no KPNA3 protein_coding chr13:49699307-
49792921:-

gi|585638696|ref|XP
_006879570.1| 2783 0

PREDICTED:
importin subunit
alpha-4
[Elephantulus
edwardii]

gi|221316763|ref|N
M_002267.3| 4474 0

Homo sapiens
karyopherin alpha 3
(importin alpha 4)
(KPNA3), mRNA

O00505 1068 0 Importin subunit
alpha-4 SPBC1604.08c 451 6.00E-142 COG5064 pfam01749 IBB

Importin beta
binding domain.
This family consists
of the importin
alpha (karyopherin
alpha), importin
beta (karyopherin
beta) binding
domain. The
domain mediates
formation of the
importin alpha beta
complex; required
for classical NLS
import of proteins
into the nucleus,
through the nuclear
pore complex and
across the nuclear
envelope. Also in
the alignment is the
NLS of importin
alpha which
overlaps with the
IBB domain.

GO:0075733|intracel
lular transport of
virus;GO:0019054|
modulation by virus
of host
process;GO:000660
7|NLS-bearing
protein import into
nucleus;GO:000646
1|protein complex
assembly;GO:00467
18|viral entry into
host
cell;GO:0075732|vir
al penetration into
host nucleus;

GO:0005829|cytosol
;GO:0005643|nuclea
r
pore;GO:0005654|n
ucleoplasm;

GO:0008139|nuclear
localization
sequence
binding;GO:000856
5|protein transporter
activity;

. .

ENSG00000102786 5 1 3 3 4.270040456 6 8 5 4 -0.322306302 0.665936044 0.764593235 down no INTS6 protein_coding chr13:51354077-
51454264:-

gi|11024694|ref|NP_
036273.1| 4770 0

integrator complex
subunit 6 isoform a
[Homo sapiens]

gi|15391096|emb|AL
354820.18| 14751 0

Human DNA
sequence from
clone RP11-550E22
on chromosome 13,
complete sequence

Q6PCM2 235 2.00E-61 Integrator complex
subunit 6 . . . . pfam15300 INT_SG_DDX_CT

_C

INTS6/SAGE1/DD
X26B/CT45 C-
terminus. This
domain is found at
the C-terminus of
integrator complex
subunit 6 (INTS6),
sarcoma antigen 1
(SAGE1), protein
DDX26B (DDX26B)
and members of the
cancer/testis antigen
family 45.

GO:0016180|snRNA
processing;GO:0042
795|snRNA
transcription from
RNA polymerase II
promoter;

GO:0015629|actin
cytoskeleton;GO:00
32039|integrator
complex;GO:000565
4|nucleoplasm;

GO:0004888|transm
embrane signaling
receptor activity;

K13143
INTS6, DDX26;
integrator complex
subunit 6

ENSG00000102878 3 12 12 7 7.469612074 4 8 5 8 0.999817505 0.095471302 0.17840493 up no HSF4 protein_coding chr16:67164681-
67169945:+

gi|100913209|ref|NP
_001035757.1| 2213 0

heat shock factor
protein 4 isoform b
[Homo sapiens]

gi|90077895|dbj|AB
171565.1| 1605 0

Macaca fascicularis
brain cDNA clone:
QflA-12571, similar
to human heat
shock transcription
factor 4 (HSF4),
mRNA, RefSeq:
NM_001538.1

Q9ULV5 185 3.00E-54 Heat shock factor
protein 4 YGL073w 83.6 8.00E-21 COG5169 pfam00447 HSF_DNA-bind HSF-type DNA-

binding.

GO:0043010|camera
-type eye
development;GO:00
48468|cell
development;GO:00
33169|histone H3-
K9
demethylation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00455
97|positive
regulation of cell
differentiation;GO:0
008284|positive
regulation of cell
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00702
07|protein
homotrimerization;
GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00076
01|visual
perception;

GO:0005654|nucleo
plasm;

GO:0019903|protein
phosphatase
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

K09417
HSF4; heat shock
transcription factor
4

ENSG00000102898 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no NUTF2 protein_coding chr16:67846732-
67872567:+

gi|594689477|ref|XP
_007192124.1| 758 5.00E-92

PREDICTED:
nuclear transport
factor 2-like
[Balaenoptera
acutorostrata
scammoni]

gi|29336195|gb|AC0
40162.5| 2608 0

Homo sapiens
chromosome 16
clone CTC-479C5,
complete sequence

P61972 223 5.00E-73 Nuclear transport
factor 2 . . . . pfam02136 NTF2

Nuclear transport
factor 2 (NTF2)
domain. This family
includes the NTF2-
like Delta-5-3-
ketosteroid
isomerase proteins.

GO:1904046|negativ
e regulation of
vascular endothelial
growth factor
production;GO:0042
307|positive
regulation of
protein import into
nucleus;GO:000661
1|protein export
from
nucleus;GO:000660
6|protein import
into
nucleus;GO:000006
0|protein import
into nucleus,
translocation;GO:00
90204|protein
localization to
nuclear pore;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00319
65|nuclear
membrane;GO:0005
640|nuclear outer
membrane;GO:0044
613|nuclear pore
central transport
channel;GO:000565
4|nucleoplasm;

GO:0008320|protein
transmembrane
transporter
activity;GO:0008536
|Ran GTPase
binding;

. .

ENSG00000102900 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no NUP93 protein_coding chr16:56730105-
56850286:+

gi|197101231|ref|NP
_001126031.1| 4486 0

nuclear pore
complex protein
Nup93 [Pongo
abelii]

gi|29366940|gb|AC0
12181.8| 5788 0

Homo sapiens
chromosome 16
clone RP11-325K4,
complete sequence

Q5R822 108 1.00E-25
Nuclear pore
complex protein
Nup93

. . . . pfam04097 Nic96

Nup93/Nic96.
Nup93/Nic96 is a
component of the
nuclear pore
complex. It is
required for the
correct assembly of
the nuclear pore
complex. In
Saccharomyces
cerevisiae, Nic96
has been shown to
be involved in the
distribution and
cellular
concentration of the
GTPase Gsp1. The
structure of Nic96
has revealed a
mostly alpha helical
structure.

GO:0072015|glomer
ular visceral
epithelial cell
development;GO:00
90521|glomerular
visceral epithelial
cell
migration;GO:00510
28|mRNA
transport;GO:19032
06|negative
regulation of
hydrogen peroxide-
induced cell
death;GO:0006998|n
uclear envelope
organization;GO:00
51292|nuclear pore
complex
assembly;GO:00603
91|positive
regulation of SMAD
protein import into
nucleus;GO:001503
1|protein
transport;GO:00720
01|renal system
development;GO:00
60395|SMAD
protein signal
transduction;

GO:0005635|nuclear
envelope;GO:00319
65|nuclear
membrane;GO:0034
399|nuclear
periphery;GO:00056
43|nuclear pore;

GO:0017056|structu
ral constituent of
nuclear pore;

K14309

NUP93, NIC96;
nuclear pore
complex protein
Nup93



ENSG00000102908 0 3 1 0 4.150932675 23 5 0 8 -2.65607934 0.046135458 0.107360798 down no NFAT5 protein_coding chr16:69565094-
69704666:+

gi|40788375|dbj|BA
A74850.2| 6626 0 KIAA0827 protein

[Homo sapiens]
gi|15186847|gb|AF3
46509.1| 14088 0

Homo sapiens
nuclear factor of
activated T-cells
(NFAT5) mRNA,
complete cds

O94916 275 8.00E-83 Nuclear factor of
activated T-cells 5 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001816|cytokin
e
production;GO:0007
588|excretion;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00708
84|regulation of
calcineurin-NFAT
signaling
cascade;GO:000697
0|response to
osmotic
stress;GO:0007165|s
ignal
transduction;GO:00
06366|transcription
from RNA
polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K17335
NFAT5; nuclear
factor of activated
T-cells 5

ENSG00000102921 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no N4BP1 protein_coding chr16:48538726-
48620148:-

gi|40788302|dbj|BA
A31590.2| 4603 0 KIAA0615 protein

[Homo sapiens]
gi|48928018|ref|NM
_153029.3| 7106 0

Homo sapiens
NEDD4 binding
protein 1 (N4BP1),
mRNA

O75113 308 6.00E-98 NEDD4-binding
protein 1 . . . . pfam11977 RNase_Zc3h12a

Zc3h12a-like
Ribonuclease NYN
domain. This
domain is found in
the Zc3h12a protein
which has shown to
be a ribonuclease
that controls the
stability of a set of
inflammatory genes.
It has been
suggested that this
domain belongs to
the PIN domain
superfamily. This
domain has also
been identified as
part of the NYN
domain family.

GO:0034644|cellular
response to
UV;GO:0032435|neg
ative regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:003139
7|negative
regulation of
protein
ubiquitination;

GO:0005730|nucleol
us;GO:0016605|PM
L body;

. . .

ENSG00000102924 1 8 4 14 15.04126526 39 32 27 18 -1.671583438 0.001539172 0.009408458 down yes CBLN1 protein_coding chr16:49277917-
49281831:-

gi|444720749|gb|EL
W61524.1| 921 7.00E-116 Cerebellin-1

[Tupaia chinensis]
gi|294862296|ref|N
M_004352.3| 2435 0

Homo sapiens
cerebellin 1
precursor (CBLN1),
mRNA

P23435 358 7.00E-117 Cerebellin-1 . . . . pfam00386 C1q

C1q domain. C1q is
a subunit of the C1
enzyme complex
that activates the
serum complement
system.

GO:0021707|cerebel
lar granule cell
differentiation;GO:0
007157|heterophilic
cell-cell adhesion
via plasma
membrane cell
adhesion
molecules;GO:0051
965|positive
regulation of
synapse
assembly;GO:00093
06|protein secretion;

GO:0030054|cell
junction;GO:000557
6|extracellular
region;GO:0045211|
postsynaptic
membrane;

. . .

ENSG00000102935 51 43 40 34 32.43499043 7 10 26 18 2.095863936 1.98E-05 0.000314773 up yes ZNF423 protein_coding chr16:49487524-
49857919:-

gi|767989625|ref|XP
_011521264.1| 6620 0

PREDICTED: zinc
finger protein 423
isoform X2 [Homo
sapiens]

gi|410110924|ref|N
M_015069.3| 4579 0

Homo sapiens zinc
finger protein 423
(ZNF423), transcript
variant 1, mRNA

Q2M1K9 2349 0 Zinc finger protein
423 . . . . pfam12756 zf-C2H2_2

C2H2 type zinc-
finger (2 copies).
This family contains
two copies of a
C2H2-like zinc
finger domain.

GO:0030154|cell
differentiation;GO:0
045892|negative
regulation of
transcription, DNA-
templated;GO:00073
99|nervous system
development;GO:00
07219|Notch
signaling
pathway;GO:003051
3|positive regulation
of BMP signaling
pathway;GO:004589
3|positive regulation
of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000102974 20 24 19 23 20.30898142 17 31 13 14 0.766776965 0.060186026 0.129792474 up no CTCF protein_coding chr16:67562407-
67639183:+

gi|119603550|gb|EA
W83144.1| 3257 0

CCCTC-binding
factor (zinc finger
protein), isoform
CRA_c [Homo
sapiens]

gi|300388138|ref|N
M_006565.3| 3939 0

Homo sapiens
CCCTC-binding
factor (zinc finger
protein) (CTCF),
transcript variant 1,
mRNA

P49711 444 4.00E-146 Transcriptional
repressor CTCF . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0016569|covale
nt chromatin
modification;GO:00
07059|chromosome
segregation;GO:000
6306|DNA
methylation;GO:001
0216|maintenance
of DNA
methylation;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00165
84|nucleosome
positioning;GO:001
0628|positive
regulation of gene
expression;GO:0045
893|positive
regulation of
transcription, DNA-
templated;GO:00714
59|protein
localization to
chromosome,
centromeric
region;GO:0070602|
regulation of
centromeric sister

GO:0000775|chrom
osome, centromeric
region;GO:0000793|
condensed
chromosome;GO:00
05730|nucleolus;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;

GO:0043035|chrom
atin insulator
sequence
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter

. .

ENSG00000102981 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no PARD6A protein_coding chr16:67660946-
67662778:+

gi|119603558|gb|EA
W83152.1| 1658 0

hCG2025821,
isoform CRA_b
[Homo sapiens]

gi|82659096|ref|NM
_001037281.1| 1260 0

Homo sapiens par-6
family cell polarity
regulator alpha
(PARD6A),
transcript variant 2,
mRNA

Q9NPB6 622 0
Partitioning
defective 6 homolog
alpha

. . . . pfam00564 PB1 PB1 domain.

GO:0070830|bicellul
ar tight junction
assembly;GO:00070
49|cell
cycle;GO:0051301|c
ell
division;GO:004521
7|cell-cell junction
maintenance;GO:00
01933|negative
regulation of
protein
phosphorylation;GO
:0007179|transformi
ng growth factor
beta receptor
signaling
pathway;GO:001603
2|viral
process;GO:006007
1|Wnt signaling
pathway, planar cell
polarity pathway;

GO:0015629|actin
cytoskeleton;GO:00
45177|apical part of
cell;GO:0005923|bic
ellular tight
junction;GO:000593
8|cell
cortex;GO:0030054|
cell
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05634|nucleus;GO:0
005886|plasma
membrane;GO:0043
234|protein
complex;GO:000172
6|ruffle;

GO:0030742|GTP-
dependent protein
binding;GO:001704
8|Rho GTPase
binding;GO:000813
4|transcription
factor binding;

K06093 PARD6; partitioning
defective protein 6

ENSG00000103024 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NME3 protein_coding chr16:1770286-
1771730:-

gi|37693993|ref|NP_
002504.2| 893 1.00E-117

nucleoside
diphosphate kinase
3 precursor [Homo
sapiens]

gi|37693992|ref|NM
_002513.2| 1011 0

Homo sapiens
NME/NM23
nucleoside
diphosphate kinase
3 (NME3), mRNA

Q13232 219 2.00E-78
Nucleoside
diphosphate kinase
3

YKL067w 199 9.00E-62 COG0105 pfam00334 NDK Nucleoside
diphosphate kinase.

GO:0006915|apopto
tic
process;GO:000624
1|CTP biosynthetic
process;GO:000618
3|GTP biosynthetic
process;GO:000914
2|nucleoside
triphosphate
biosynthetic
process;GO:000616
3|purine nucleotide
metabolic
process;GO:000622
0|pyrimidine
nucleotide
metabolic
process;GO:004298
1|regulation of
apoptotic
process;GO:000622
8|UTP biosynthetic
process;

GO:0070062|extrace
llular
exosome;GO:00056
22|intracellular;GO:
0005739|mitochondr
ion;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000455
0|nucleoside
diphosphate kinase
activity;

K00940

ndk, NME;
nucleoside-
diphosphate kinase
[EC:2.7.4.6]

ENSG00000103035 1 0 1 1 1.277746982 2 0 2 4 -0.821139448 0.546579717 0.661228146 down no PSMD7 protein_coding chr16:74296775-
74306288:+

gi|664719219|ref|XP
_008516632.1| 1377 0

PREDICTED: 26S
proteasome non-
ATPase regulatory
subunit 7 [Equus
przewalskii]

gi|325652102|ref|N
M_002811.4| 1670 0

Homo sapiens
proteasome
(prosome,
macropain) 26S
subunit, non-
ATPase, 7
(PSMD7), mRNA

P26516 320 2.00E-106
26S proteasome
non-ATPase
regulatory subunit 7

SPCC1682.10 288 3.00E-91 COG1310 pfam13012 MitMem_reg

Maintenance of
mitochondrial
structure and
function. This is C-
terminal to the
Mov24 region of the
yeast proteasomal
subunit Rpn11 and
seems likely to
regulate the
mitochondrial
fission and
tubulation
processes, ie the
outer mitochondrial
membrane proteins.
This function
appears to be
unrelated to the
proteasome activity
of the N-terminal
region.

GO:0031145|anapha
se-promoting
complex-dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000247
9|antigen processing
and presentation of
exogenous peptide
antigen via MHC
class I, TAP-
dependent;GO:0038
095|Fc-epsilon
receptor signaling
pathway;GO:000016
5|MAPK
cascade;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:005143
6|negative
regulation of
ubiquitin-protein
ligase activity
involved in mitotic
cell
cycle;GO:0038061|N
IK/NF-kappaB
signaling;GO:00902
63|positive
regulation of
canonical Wnt

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;GO:0000502|prote
asome
complex;GO:000583
8|proteasome
regulatory particle;

GO:0042803|protein
homodimerization
activity;

K03038

PSMD7, RPN8; 26S
proteasome
regulatory subunit
N8



ENSG00000103051 1 0 0 3 1.322963647 0 2 4 2 -0.560434787 0.691592734 0.7823814 down no COG4 protein_coding chr16:70480568-
70523565:-

gi|118498354|ref|NP
_056201.2| 4050 0

conserved
oligomeric Golgi
complex subunit 4
isoform 1 [Homo
sapiens]

gi|34367169|emb|BX
648010.1| 3476 0

Homo sapiens
mRNA; cDNA
DKFZp686I0659
(from clone
DKFZp686I0659)

Q9H9E3 243 2.00E-66
Conserved
oligomeric Golgi
complex subunit 4

. . . . pfam08318 COG4

COG4 transport
protein. This region
is found in yeast
oligomeric golgi
complex component
4 which is involved
in ER to Golgi an
intra Golgi
transport.

GO:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00070
30|Golgi
organization;GO:00
48213|Golgi vesicle
prefusion complex
stabilization;GO:001
5031|protein
transport;GO:00003
01|retrograde
transport, vesicle
recycling within
Golgi;GO:0006890|r
etrograde vesicle-
mediated transport,
Golgi to ER;

GO:0000139|Golgi
membrane;GO:0017
119|Golgi transport
complex;GO:003258
8|trans-Golgi
network membrane;

. . .

ENSG00000103066 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PLA2G15 protein_coding chr16:68245304-
68261062:+

gi|6912484|ref|NP_0
36452.1| 2049 0

group XV
phospholipase A2
precursor [Homo
sapiens]

gi|64085296|ref|NM
_012320.3| 2723 0

Homo sapiens
phospholipase A2,
group XV
(PLA2G15), mRNA

Q6UX73 53.9 1.00E-23 UPF0764 protein
C16orf89 . . . . pfam02450 LCAT

Lecithin:cholesterol
acyltransferase.
Lecithin:cholesterol
acyltransferase
(LCAT) is involved
in extracellular
metabolizm of
plasma lipoproteins,
including
cholesterol.

.

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0042803|protein
homodimerization
activity;

K06129
LYPLA3;
lysophospholipase
III [EC:3.1.1.5]

ENSG00000103091 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no WDR59 protein_coding chr16:74871367-
75000173:-

gi|58331266|ref|NP_
085058.3| 5107 0

WD repeat-
containing protein
59 [Homo sapiens]

gi|58331265|ref|NM
_030581.3| 3663 0

Homo sapiens WD
repeat domain 59
(WDR59), mRNA

Q5ZLG9 287 2.00E-87
WD repeat-
containing protein
59

SPAC11E3.05 231 2.00E-60 COG2319 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0032286|central
nervous system
myelin
maintenance;GO:00
06633|fatty acid
biosynthetic
process;GO:000663
1|fatty acid
metabolic
process;GO:003025
8|lipid
modification;GO:00
32287|peripheral
nervous system
myelin
maintenance;GO:00
42127|regulation of
cell
proliferation;GO:00
42634|regulation of
hair
cycle;GO:0001949|s
ebaceous gland cell
differentiation;GO:0
030148|sphingolipid
biosynthetic
process;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0031
090|organelle
membrane;

GO:0080132|fatty
acid alpha-
hydroxylase
activity;GO:0020037
|heme
binding;GO:000550
6|iron ion binding;

. .

ENSG00000103187 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no COTL1 protein_coding chr16:84565594-
84618077:-

gi|60593722|pdb|1V
FQ|A 751 3.00E-93

Chain A, The
Crystal Structure Of
Human Coactosin-
Like Protein At 1.9
A Resolution

gi|34534223|dbj|AK
127352.1| 5281 0

Homo sapiens
cDNA FLJ45426 fis,
clone
BRHIP3037810

Q14019 293 2.00E-94 Coactosin-like
protein . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0016021|integral
component of
membrane;GO:0005
622|intracellular;

GO:0005215|transpo
rter activity; . .

ENSG00000103342 1 8 2 4 5.459874435 9 15 3 8 -0.740413071 0.311107187 0.438378309 down no GSPT1 protein_coding chr16:11868128-
11916082:-

gi|426381259|ref|XP
_004057269.1| 2710 0

PREDICTED:
eukaryotic peptide
chain release factor
GTP-binding
subunit ERF3A
isoform 1 [Gorilla
gorilla gorilla]

gi|194018519|ref|N
M_002094.3| 7102 0

Homo sapiens G1 to
S phase transition 1
(GSPT1), transcript
variant 1, mRNA

P15170 313 9.00E-104

Eukaryotic peptide
chain release factor
GTP-binding
subunit ERF3A

YDR172w_2 481 1.00E-151 COG5256 pfam00009 GTP_EFTU

Elongation factor
Tu GTP binding
domain. This
domain contains a
P-loop motif, also
found in several
other families such
as pfam00071,
pfam00025 and
pfam00063.
Elongation factor
Tu consists of three
structural domains,
this plus two C-
terminal beta barrel
domains.

GO:0002184|cytopla
smic translational
termination;GO:000
0082|G1/S transition
of mitotic cell
cycle;GO:0000184|n
uclear-transcribed
mRNA catabolic
process, nonsense-
mediated
decay;GO:0006479|
protein methylation;

GO:0005829|cytosol
;GO:0005622|intrace
llular;GO:0018444|tr
anslation release
factor complex;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0044822
|poly(A) RNA
binding;GO:000374
7|translation release
factor activity;

K03267

ERF3, GSPT;
peptide chain
release factor
subunit 3

ENSG00000103353 11 13 25 13 14.35995117 19 5 10 13 1.015956828 0.066699805 0.138837964 up no UBFD1 protein_coding chr16:23557362-
23574389:+

gi|2576346|gb|AAC0
5812.1| 1781 0

Gene product with
similarity to
Ubiquitin binding
enzyme [Homo
sapiens]

gi|77917603|ref|NM
_019116.2| 4931 0

Homo sapiens
ubiquitin family
domain containing 1
(UBFD1), mRNA

O14562 248 2.00E-79
Ubiquitin domain-
containing protein
UBFD1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0005913|cell-
cell adherens
junction;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00448
22|poly(A) RNA
binding;

. .

ENSG00000103449 0 4 0 4 4.240447522 15 8 5 5 -1.641783737 0.065682715 0.137878106 down no SALL1 protein_coding chr16:51135975-
51151367:-

gi|4688923|emb|CA
B41399.1| 5644 0

zinc finger protein
SALL1 [Homo
sapiens]

gi|189217875|ref|N
M_001127892.1| 5253 0

Homo sapiens spalt-
like transcription
factor 1 (SALL1),
transcript variant 2,
mRNA

Q9ER74 56.2 2.00E-08 Sal-like protein 1 . . . . pfam13465 zf-H2C2_2 Zinc-finger double
domain.

GO:0001658|branch
ing involved in
ureteric bud
morphogenesis;GO:
0048566|embryonic
digestive tract
development;GO:00
42733|embryonic
digit
morphogenesis;GO:
0035136|forelimb
morphogenesis;GO:
0007507|heart
development;GO:00
35137|hindlimb
morphogenesis;GO:
0016575|histone
deacetylation;GO:00
31129|inductive
cell-cell
signaling;GO:00018
22|kidney
development;GO:00
72073|kidney
epithelium
development;GO:00
60173|limb
development;GO:00
72309|mesenchymal
stem cell
maintenance
involved in
metanephric
nephron
morphogenesis;GO:

GO:0010369|chrom
ocenter;GO:0005737
|cytoplasm;GO:0000
792|heterochromatin
;GO:0005634|nucleu
s;GO:0016581|NuR
D complex;

GO:0008013|beta-
catenin
binding;GO:000368
2|chromatin
binding;GO:000367
7|DNA
binding;GO:000115
8|enhancer
sequence-specific
DNA
binding;GO:004687
2|metal ion
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0001085
|RNA polymerase II
transcription factor
binding;

. .

ENSG00000103460 1 1 0 0 0.820808163 1 1 1 2 -0.734049711 0.631781826 NA down no TOX3 protein_coding chr16:52438005-
52547802:-

gi|226054295|ref|NP
_001073899.2| 1565 0

TOX high mobility
group box family
member 3 isoform 1
[Homo sapiens]

gi|21754287|dbj|AK
095095.1| 3396 0

Homo sapiens
cDNA FLJ37776 fis,
clone
BRHIP2026214,
highly similar to
Homo sapiens
CAGF9 mRNA

O15405 148 7.00E-36
TOX high mobility
group box family
member 3

. . . . pfam00505 HMG_box HMG (high mobility
group) box.

GO:0006915|apopto
tic
process;GO:004352
4|negative
regulation of
neuron apoptotic
process;GO:004589
3|positive regulation
of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003682|chrom
atin
binding;GO:003405
6|estrogen response
element
binding;GO:005121
9|phosphoprotein
binding;GO:004280
3|protein
homodimerization
activity;

. .

ENSG00000103494 0 1 0 6 4.165515723 7 12 9 6 -1.898915114 0.036273274 0.090641118 down no RPGRIP1L protein_coding chr16:53597683-
53703938:-

gi|118442834|ref|NP
_056087.2| 6953 0

protein fantom
isoform a [Homo
sapiens]

gi|530423733|ref|X
M_005255868.1| 5976 0

PREDICTED:
Homo sapiens
RPGRIP1-like
(RPGRIP1L),
transcript variant
X3, mRNA

Q68CZ1 249 1.00E-74 Protein fantom . . . . pfam11618 DUF3250

Protein of unknown
function
(DUF3250). This
family of proteins
represents a protein
with unknown
function. It may be
the C2 domain from
KIAA1005 however
this cannot be
confirmed.

GO:0043010|camera
-type eye
development;GO:00
21549|cerebellum
development;GO:00
42384|cilium
assembly;GO:00901
02|cochlea
development;GO:00
22038|corpus
callosum
development;GO:00
07368|determination
of left/right
symmetry;GO:00351
15|embryonic
forelimb
morphogenesis;GO:
0035116|embryonic
hindlimb
morphogenesis;GO:
0001736|establishme
nt of planar
polarity;GO:000716
3|establishment or
maintenance of cell
polarity;GO:000170
1|in utero
embryonic
development;GO:00
01822|kidney
development;GO:00
21670|lateral
ventricle
development;GO:00

GO:0005930|axone
me;GO:0005923|bic
ellular tight
junction;GO:000591
1|cell-cell
junction;GO:000581
3|centrosome;GO:00
36064|ciliary basal
body;GO:0035869|ci
liary transition
zone;GO:0005929|ci
lium;GO:0005737|cy
toplasm;GO:000582
9|cytosol;

GO:0031870|thromb
oxane A2 receptor
binding;

K16550 RPGRIP1L; protein
fantom

ENSG00000103495 0 3 2 8 5.193749947 13 10 7 6 -1.048764871 0.150984034 0.257221082 down no MAZ protein_coding chr16:29806106-
29811164:+

gi|795214478|ref|XP
_011944360.1| 1709 0

PREDICTED: myc-
associated zinc
finger protein
isoform X1
[Cercocebus atys]

gi|442796461|ref|N
M_001042539.2| 2695 0

Homo sapiens
MYC-associated
zinc finger protein
(purine-binding
transcription factor)
(MAZ), transcript
variant 2, mRNA

P56270 199 3.00E-59 Myc-associated zinc
finger protein . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
69|termination of
RNA polymerase II
transcription;GO:00
06367|transcription
initiation from RNA
polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA binding;

. .



ENSG00000103540 1 0 1 2 1.280465303 1 2 1 3 -0.262283208 0.83136265 0.888872656 down no CCP110 protein_coding chr16:19523811-
19553408:+

gi|530409458|ref|XP
_005255776.1| 5087 0

PREDICTED:
centriolar coiled-
coil protein of 110
kDa isoform X1
[Homo sapiens]

gi|190341064|ref|N
M_014711.4| 5500 0

Homo sapiens
centriolar coiled coil
protein 110kDa
(CCP110),
transcript variant 2,
mRNA

O43303 1964 0
Centriolar coiled-
coil protein of 110
kDa

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007099|centrio
le
replication;GO:0051
298|centrosome
duplication;GO:003
2053|ciliary basal
body
organization;GO:00
00086|G2/M
transition of mitotic
cell
cycle;GO:1902018|n
egative regulation of
cilium
assembly;GO:00457
24|positive
regulation of cilium
assembly;GO:00324
65|regulation of
cytokinesis;

GO:0005814|centrio
le;GO:0005813|centr
osome;GO:0005929|
cilium;GO:0005829|
cytosol;GO:0043234
|protein complex;

. K16453
CCP110, CEP110;
centrosomal protein
CEP110

ENSG00000103642 1 1 0 0 0.521806709 0 2 0 0 0.612285352 0.789462824 NA up no LACTB protein_coding chr15:63121800-
63142061:+

gi|26051231|ref|NP_
116246.2| 2598 0

serine beta-
lactamase-like
protein LACTB,
mitochondrial
isoform a precursor
[Homo sapiens]

gi|568384809|ref|N
M_171846.3| 2978 0

Homo sapiens
lactamase, beta
(LACTB), transcript
variant 2, mRNA

P83111 337 3.00E-112

Serine beta-
lactamase-like
protein LACTB,
mitochondrial

alr0153 95.9 6.00E-20 COG1680 pfam00144 Beta-lactamase

Beta-lactamase. This
family appears to be
distantly related to
pfam00905 and
PF00768 D-alanyl-
D-alanine
carboxypeptidase.

.
GO:0005737|cytopla
sm;GO:0005739|mit
ochondrion;

GO:0016787|hydrol
ase activity; K17382

LACTB; serine beta-
lactamase-like
protein LACTB,
mitochondrial

ENSG00000103647 0 0 0 0 0.40422302 1 0 2 1 -1.888406162 0.408851142 NA down no CORO2B protein_coding chr15:68578969-
68727806:+

gi|655898351|ref|XP
_002723869.2| 2598 0

PREDICTED:
coronin-2B
[Oryctolagus
cuniculus]

gi|299473741|ref|N
M_001190457.1| 3611 0

Homo sapiens
coronin, actin
binding protein, 2B
(CORO2B),
transcript variant 3,
mRNA

Q9UQ03 989 0 Coronin-2B . . . . pfam08954 DUF1900

Domain of
unknown function
(DUF1900). This
domain is
predominantly
found in the
structural protein
coronin, and is
duplicated in some
sequences. It has no
known function.

GO:0030036|actin
cytoskeleton
organization;

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0016020|membra
ne;

GO:0003779|actin
binding;GO:005101
5|actin filament
binding;

K13887 CORO2; coronin-2

ENSG00000103653 11 16 7 6 7.39849349 2 2 5 4 2.207887304 0.001040107 0.006758141 up yes CSK protein_coding chr15:74782057-
74803198:+

gi|4758078|ref|NP_0
04374.1| 2427 0

tyrosine-protein
kinase CSK [Homo
sapiens]

gi|187475371|ref|N
M_004383.2| 2740 0

Homo sapiens c-src
tyrosine kinase
(CSK), transcript
variant 1, mRNA

P32577 204 2.00E-63 Tyrosine-protein
kinase CSK YAR019c 104 7.00E-22 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0002250|adaptiv
e immune
response;GO:00343
32|adherens
junction
organization;GO:00
07420|brain
development;GO:00
30154|cell
differentiation;GO:0
016477|cell
migration;GO:00713
75|cellular response
to peptide hormone
stimulus;GO:000741
7|central nervous
system
development;GO:00
07173|epidermal
growth factor
receptor signaling
pathway;GO:004508
7|innate immune
response;GO:00457
79|negative
regulation of bone
resorption;GO:0008
285|negative
regulation of cell
proliferation;GO:00
70373|negative
regulation of ERK1
and ERK2
cascade;GO:004299
7|negative

GO:0005911|cell-
cell
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
70062|extracellular
exosome;GO:00312
34|extrinsic
component of
cytoplasmic side of
plasma
membrane;GO:0045
121|membrane
raft;GO:0005886|pla
sma membrane;

GO:0005524|ATP
binding;GO:004280
2|identical protein
binding;GO:001630
1|kinase
activity;GO:0046872
|metal ion
binding;GO:000471
5|non-membrane
spanning protein
tyrosine kinase
activity;GO:0008022
|protein C-terminus
binding;GO:003423
6|protein kinase A
catalytic subunit
binding;GO:000471
3|protein tyrosine
kinase
activity;GO:0005102
|receptor binding;

K05728 CSK; c-src tyrosine
kinase [EC:2.7.10.2]

ENSG00000103657 0 0 0 1 1.616152762 6 3 4 2 -3.06782693 0.024177938 0.067049361 down no HERC1 protein_coding chr15:63608618-
63833942:-

gi|126131099|ref|NP
_003913.3| 23247 0

probable E3
ubiquitin-protein
ligase HERC1
[Homo sapiens]

gi|126131098|ref|N
M_003922.3| 15137 0

Homo sapiens
HECT and RLD
domain containing
E3 ubiquitin protein
ligase family
member 1 (HERC1),
mRNA

Q15751 271 5.00E-148
Probable E3
ubiquitin-protein
ligase HERC1

SPAC11G7.02 145 6.00E-34 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0021702|cerebel
lar Purkinje cell
differentiation;GO:0
010507|negative
regulation of
autophagy;GO:0050
885|neuromuscular
process controlling
balance;GO:003117
5|neuron projection
development;GO:00
06810|transport;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005794|G
olgi
apparatus;GO:00160
20|membrane;

GO:0005086|ARF
guanyl-nucleotide
exchange factor
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K10594

HERC1; E3
ubiquitin-protein
ligase HERC1
[EC:2.3.2.26]

ENSG00000103671 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no TRIP4 protein_coding chr15:64387748-
64455303:+

gi|32189376|ref|NP_
057297.2| 2971 0

activating signal
cointegrator 1
[Homo sapiens]

gi|301601627|ref|N
M_016213.4| 2045 0

Homo sapiens
thyroid hormone
receptor interactor 4
(TRIP4), mRNA

Q15650 224 4.00E-64 Activating signal
cointegrator 1 . . . . pfam06221 zf-C2HC5

Putative zinc finger
motif, C2HC5-type.
This zinc finger
appears to be
common in
activating signal
cointegrator
1/thyroid receptor
interacting protein
4.

GO:0030520|intracel
lular estrogen
receptor signaling
pathway;GO:004589
3|positive regulation
of transcription,
DNA-
templated;GO:00063
55|regulation of
transcription, DNA-
templated;GO:19019
98|toxin
transport;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005815|mi
crotubule
organizing
center;GO:0031594|
neuromuscular
junction;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0030331|estroge
n receptor
binding;GO:003503
5|histone
acetyltransferase
binding;GO:001692
2|ligand-dependent
nuclear receptor
binding;GO:000202
0|protease
binding;GO:000371
3|transcription
coactivator
activity;GO:0044389
|ubiquitin-like
protein ligase
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000103742 0 0 1 0 0.278574498 1 0 0 0 0.56901628 0.852927912 NA up no IGDCC4 protein_coding chr15:65381464-
65423072:-

gi|19882241|ref|NP_
066013.1| 5835 0

immunoglobulin
superfamily DCC
subclass member 4
precursor [Homo
sapiens]

gi|19570397|dbj|AB
052622.1| 6482 0

Homo sapiens
hDDM36 mRNA,
complete cds

Q8TDY8 206 3.00E-60
Immunoglobulin
superfamily DCC
subclass member 4

. . . . pfam07679 I-set Immunoglobulin I-
set domain. .

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

. . .

ENSG00000103769 42 41 33 30 35.14580751 30 36 26 34 0.826496036 0.020502927 0.060022059 up no RAB11A protein_coding chr15:65726054-
65891991:+

gi|194387154|dbj|B
AG59943.1| 1272 4.00E-159

unnamed protein
product [Homo
sapiens]

gi|332205936|ref|N
M_004663.4| 4929 0

Homo sapiens
RAB11A, member
RAS oncogene
family (RAB11A),
transcript variant 1,
mRNA

P62494 304 5.00E-101 Ras-related protein
Rab-11A YER031c 155 3.00E-46 COG1100 pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0030953|astral
microtubule
organization;GO:00
00910|cytokinesis;G
O:0090150|establish
ment of protein
localization to
membrane;GO:0072
594|establishment of
protein localization
to
organelle;GO:00068
87|exocytosis;GO:19
90182|exosomal
secretion;GO:00324
02|melanosome
transport;GO:00070
80|mitotic
metaphase plate
congression;GO:009
0307|mitotic spindle
assembly;GO:00362
58|multivesicular
body
assembly;GO:00311
75|neuron
projection
development;GO:00
45773|positive
regulation of axon
extension;GO:00106
34|positive
regulation of
epithelial cell
migration;GO:00109

GO:0030424|axon;G
O:0005813|centroso
me;GO:0032154|clea
vage
furrow;GO:0070062
|extracellular
exosome;GO:00058
28|kinetochore
microtubule;GO:000
5739|mitochondrion
;GO:0005771|multiv
esicular
body;GO:0048471|p
erinuclear region of
cytoplasm;GO:0045
335|phagocytic
vesicle;GO:0005886|
plasma
membrane;GO:0043
234|protein
complex;GO:005503
7|recycling
endosome;GO:0055
038|recycling
endosome
membrane;GO:0000
922|spindle
pole;GO:0005802|tra
ns-Golgi network;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

K07904
RAB11A; Ras-
related protein Rab-
11A

ENSG00000103811 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CTSH protein_coding chr15:78921058-
78949574:-

gi|23110955|ref|NP_
004381.2| 1825 0

pro-cathepsin H
preproprotein
[Homo sapiens]

gi|51476827|emb|CR
749582.1| 2132 0

Homo sapiens
mRNA; cDNA
DKFZp686B24257
(from clone
DKFZp686B24257)

P09668 217 2.00E-62 Pro-cathepsin H AF1946_2 83.6 8.00E-17 COG4870 pfam00112 Peptidase_C1 Papain family
cysteine protease.

GO:0002250|adaptiv
e immune
response;GO:00198
82|antigen
processing and
presentation;GO:001
0815|bradykinin
catabolic
process;GO:004426
7|cellular protein
metabolic
process;GO:009706
7|cellular response
to thyroid hormone
stimulus;GO:006044
8|dichotomous
subdivision of
terminal units
involved in lung
branching;GO:0070
371|ERK1 and
ERK2
cascade;GO:000276
4|immune response-
regulating signaling
pathway;GO:003361
9|membrane protein
proteolysis;GO:0001
656|metanephros
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:001081
3|neuropeptide

GO:0097208|alveola
r lamellar
body;GO:0005829|c
ytosol;GO:0070062|
extracellular
exosome;GO:00056
15|extracellular
space;GO:0005764|l
ysosome;GO:00974
86|multivesicular
body lumen;

GO:0004177|amino
peptidase
activity;GO:0008656
|cysteine-type
endopeptidase
activator activity
involved in
apoptotic
process;GO:000419
7|cysteine-type
endopeptidase
activity;GO:0008234
|cysteine-type
peptidase
activity;GO:0004175
|endopeptidase
activity;GO:0030108
|HLA-A specific
activating MHC
class I receptor
activity;GO:0008233
|peptidase
activity;GO:0004252
|serine-type
endopeptidase
activity;GO:0070324
|thyroid hormone
binding;

K01366 CTSH; cathepsin H
[EC:3.4.22.16]

ENSG00000103966 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no EHD4 protein_coding chr15:41895939-
41972578:-

gi|21264315|ref|NP_
644670.1| 2622 0

EH domain-
containing protein 4
[Homo sapiens]

gi|12331453|gb|AC0
39056.7|AC039056 5236 0

Homo sapiens
chromosome 15
clone CTD-2382E5
map 15q14,
complete sequence

Q9H223 323 5.00E-100 EH domain-
containing protein 4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0071363|cellular
response to growth
factor
stimulus;GO:003245
6|endocytic
recycling;GO:00069
07|pinocytosis;GO:0
050731|positive
regulation of
peptidyl-tyrosine
phosphorylation;GO
:0051260|protein
homooligomerizatio
n;GO:0030100|regul
ation of
endocytosis;

GO:0005913|cell-
cell adherens
junction;GO:003190
1|early endosome
membrane;GO:0005
783|endoplasmic
reticulum;GO:00700
62|extracellular
exosome;GO:00160
20|membrane;GO:0
005634|nucleus;GO:
0048471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0055
038|recycling
endosome
membrane;

GO:0005524|ATP
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00055
09|calcium ion
binding;GO:000552
5|GTP
binding;GO:000367
6|nucleic acid
binding;

K12477 EHD4; EH domain-
containing protein 4



ENSG00000103978 1 0 0 1 0.306403269 0 0 0 0 1.982071082 0.504383527 NA up no TMEM87A protein_coding chr15:42210452-
42273663:-

gi|22761469|dbj|BA
C11598.1| 2607 0

unnamed protein
product [Homo
sapiens]

gi|557128966|ref|N
M_001286487.1| 3049 0

Homo sapiens
transmembrane
protein 87A
(TMEM87A),
transcript variant 3,
mRNA

Q8NBN3 213 9.00E-91 Transmembrane
protein 87A . . . . pfam06814 Lung_7-TM_R

Lung seven
transmembrane
receptor. This
family represents a
conserved region
with eukaryotic
lung seven
transmembrane
receptors and
related proteins.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000104064 0 0 0 2 0.706861451 1 3 0 1 -0.854573264 0.646706123 NA down no GABPB1 protein_coding chr15:50275392-
50355408:-

gi|562882560|ref|XP
_006168830.1| 1799 0

PREDICTED: GA-
binding protein
subunit beta-1
isoform X8 [Tupaia
chinensis]

gi|340745286|ref|NG
_029475.1| 6266 0

Homo sapiens GA
binding protein
transcription factor,
beta subunit 1
(GABPB1),
RefSeqGene on
chromosome 15

Q06547 220 2.00E-80 GA-binding protein
subunit beta-1 all2748 88.2 4.00E-17 COG0666 pfam12796 Ank_2 Ankyrin repeats (3

copies). .
GO:0016021|integral
component of
membrane;

. K09454

GABPB; GA-
binding protein
transcription factor,
beta

ENSG00000104067 1 2 0 6 12.95879564 58 27 8 26 -3.303459196 5.57E-05 0.000676739 down yes TJP1 protein_coding chr15:29699367-
29968865:-

gi|666335569|ref|NP
_001287954.1| 8420 0

tight junction
protein ZO-1
isoform c [Homo
sapiens]

gi|292937|gb|L14837
.1|HUMZO1A 7120 0

Human tight
junction (zonula
occludens) protein
ZO-1 mRNA,
complete cds

O97758 162 2.00E-43 Tight junction
protein ZO-1 . . . . pfam00791 ZU5

ZU5 domain.
Domain present in
ZO-1 and Unc5-like
netrin receptors
Domain of
unknown function.

GO:0070830|bicellul
ar tight junction
assembly;GO:00712
77|cellular response
to calcium ion;

GO:0005923|bicellul
ar tight
junction;GO:000998
6|cell
surface;GO:0005911
|cell-cell
junction;GO:003141
0|cytoplasmic
vesicle;GO:0005921|
gap
junction;GO:000588
6|plasma membrane;

. K05701 TJP1, ZO1; tight
junction protein 1

ENSG00000104131 9 8 12 15 13.91672244 28 17 11 18 -0.195807013 0.670894693 0.767747651 down no EIF3J protein_coding chr15:44537057-
44563029:+

gi|547235562|ref|NP
_001271265.1| 574 6.00E-65

eukaryotic
translation initiation
factor 3 subunit J
isoform 3 [Homo
sapiens]

gi|547235538|ref|N
M_003758.3| 2558 0

Homo sapiens
eukaryotic
translation initiation
factor 3, subunit J
(EIF3J), transcript
variant 1, mRNA

O75822 213 3.00E-63
Eukaryotic
translation initiation
factor 3 subunit J

. . . . pfam08597 eIF3_subunit

Translation
initiation factor eIF3
subunit. This is a
family of proteins
which are subunits
of the eukaryotic
translation initiation
factor 3 (eIF3). In
yeast it is called
Hcr1. The
Saccharomyces
cerevisiae protein
eIF3j (HCR1) has
been shown to be
required for
processing of 20S
pre-rRNA and binds
to 18S rRNA and
eIF3 subunits
Rpg1p and Prt1p.

GO:0002181|cytopla
smic
translation;GO:0001
731|formation of
translation
preinitiation
complex;GO:000644
6|regulation of
translational
initiation;GO:00064
13|translational
initiation;

GO:0005829|cytosol
;GO:0016282|eukary
otic 43S
preinitiation
complex;GO:003329
0|eukaryotic 48S
preinitiation
complex;GO:000585
2|eukaryotic
translation initiation
factor 3 complex;

GO:0003743|translat
ion initiation factor
activity;

K03245
EIF3J; translation
initiation factor 3
subunit J

ENSG00000104219 0 1 0 0 0.222752943 0 0 0 1 0.569016519 0.862720545 NA up no ZDHHC2 protein_coding chr8:17156029-
17224799:+

gi|7705949|ref|NP_0
57437.1| 1880 0

palmitoyltransferase
ZDHHC2 [Homo
sapiens]

gi|635046688|ref|X
M_007961729.1| 5088 0

PREDICTED:
Chlorocebus
sabaeus zinc finger,
DHHC-type
containing 2
(ZDHHC2),
transcript variant
X1, mRNA

Q9UIJ5 728 0 Palmitoyltransferase
ZDHHC2 SPBC2F12.15c 111 1.00E-24 COG5273 pfam01529 zf-DHHC

DHHC
palmitoyltransferase
. This family
includes the well
known DHHC zinc
binding domain as
well as three of the
four conserved
transmembrane
regions found in
this family of
palmitoyltransferase
enzymes.

GO:0044267|cellular
protein metabolic
process;GO:001834
5|protein
palmitoylation;

GO:0005783|endopl
asmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00058
87|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0055
038|recycling
endosome
membrane;

GO:0016409|palmit
oyltransferase
activity;GO:0019706
|protein-cysteine S-
palmitoyltransferase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000104290 0 1 1 0 0.508425582 1 0 1 0 0.587943557 0.773508622 NA up no FZD3 protein_coding chr8:28494205-
28574268:+

gi|8393378|ref|NP_0
59108.1| 3541 0 frizzled-3 precursor

[Homo sapiens]
gi|313851101|ref|N
M_145866.1| 13740 0

Homo sapiens
frizzled class
receptor 3 (FZD3),
transcript variant 2,
mRNA

Q9NPG1 76.3 9.00E-15 Frizzled-3 . . . . pfam01534 Frizzled

Frizzled/Smoothene
d family membrane
region. This family
contains the
membrane spanning
region of frizzled
and smoothened
receptors. This
membrane region is
predicted to contain
seven
transmembrane
alpha helices.
Proteins related to
Drosophila frizzled
are receptors for
Wnt (mediating the
beta-catenin
signalling pathway),
but also the planar
cell polarity (PCP)
pathway and the
Wnt/calcium
pathway. The
predominantly
alpha-helical Cys-
rich ligand-binding
region (CRD) of
Frizzled is both
necessary and
sufficient for Wnt
binding. The
smoothened
receptor mediates
hedgehog

GO:0060070|canoni
cal Wnt signaling
pathway;GO:003327
8|cell proliferation
in
midbrain;GO:00716
79|commissural
neuron axon
guidance;GO:00017
36|establishment of
planar
polarity;GO:000194
2|hair follicle
development;GO:00
42472|inner ear
morphogenesis;GO:
1904693|midbrain
morphogenesis;GO:
1900118|negative
regulation of
execution phase of
apoptosis;GO:00459
76|negative
regulation of mitotic
cell cycle,
embryonic;GO:0001
843|neural tube
closure;GO:0030182
|neuron
differentiation;GO:0
001764|neuron
migration;GO:00355
67|non-canonical
Wnt signaling
pathway;GO:000205

GO:0016324|apical
plasma
membrane;GO:0030
424|axon;GO:00099
86|cell
surface;GO:0005737
|cytoplasm;GO:0030
425|dendrite;GO:00
32433|filopodium
tip;GO:0016021|inte
gral component of
membrane;GO:0016
328|lateral plasma
membrane;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0048
786|presynaptic
active zone;

GO:0004930|G-
protein coupled
receptor
activity;GO:0030165
|PDZ domain
binding;GO:004281
3|Wnt-activated
receptor
activity;GO:0017147
|Wnt-protein
binding;

K02329 FZD3; frizzled 3

ENSG00000104299 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no INTS9 protein_coding chr8:28767661-
28890242:-

gi|589952415|ref|XP
_006988852.1| 3525 0

PREDICTED: LOW
QUALITY
PROTEIN:
integrator complex
subunit 9
[Peromyscus
maniculatus bairdii]

gi|289191401|ref|N
M_001145159.2| 2698 0

Homo sapiens
integrator complex
subunit 9 (INTS9),
transcript variant 2,
mRNA

Q2KJA6 442 5.00E-151 Integrator complex
subunit 9 ECU10g0900 95.1 3.00E-19 COG1236 pfam10996 Beta-Casp

Beta-Casp domain.
The beta-CASP
domain is found C
terminal to the beta-
lactamase domain in
pre-mRNA 3'-end-
processing
endonuclease. The
active site of this
enzyme is located at
the interface of
these two domains.

GO:0016180|snRNA
processing;

GO:0005737|cytopla
sm;GO:0032039|inte
grator
complex;GO:000565
4|nucleoplasm;

. K13146 INTS9; integrator
complex subunit 9

ENSG00000104313 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no EYA1 protein_coding chr8:71197433-
71362232:-

gi|537216146|gb|ER
E81805.1| 2627 0 putative eyes absent

[Cricetulus griseus]
gi|568384800|ref|N
M_000503.5| 4323 0

Homo sapiens EYA
transcriptional
coactivator and
phosphatase 1
(EYA1), transcript
variant EYA1C,
mRNA

P97767 251 9.00E-77 Eyes absent
homolog 1 . . . . pfam07223 DUF1421

Protein of unknown
function
(DUF1421). This
family represents a
conserved region
approximately 350
residues long within
a number of plant
proteins of
unknown function.

GO:0048856|anatom
ical structure
development;GO:00
09887|organ
morphogenesis;GO:
0035909|aorta
morphogenesis;GO:
0001658|branching
involved in ureteric
bud
morphogenesis;GO:
0045165|cell fate
commitment;GO:00
34613|cellular
protein
localization;GO:009
0103|cochlea
morphogenesis;GO:
0006302|double-
strand break
repair;GO:0048704|e
mbryonic skeletal
system
morphogenesis;GO:
0000132|establishme
nt of mitotic spindle
orientation;GO:0035
088|establishment or
maintenance of
apical/basal cell
polarity;GO:001657
6|histone
dephosphorylation;
GO:0042472|inner
ear

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0043234|pr
otein
complex;GO:003299
3|protein-DNA
complex;

GO:0046872|metal
ion
binding;GO:000472
5|protein tyrosine
phosphatase
activity;GO:0003723
|RNA binding;

K15616
EYA1; eyes absent
homolog 1
[EC:3.1.3.48]

ENSG00000104332 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SFRP1 protein_coding chr8:41261958-
41309497:-

gi|56117838|ref|NP_
003003.3| 1275 1.00E-159

secreted frizzled-
related protein 1
precursor [Homo
sapiens]

gi|257196278|ref|N
M_003012.4| 4466 0

Homo sapiens
secreted frizzled-
related protein 1
(SFRP1), mRNA

O19116 167 1.00E-43 Secreted frizzled-
related protein 1 . . . . pfam01392 Fz

Fz domain. Also
known as the CRD
(cysteine rich
domain), the C6
box in MuSK
receptor. This
domain of
unknown function
has been
independently
identified by several
groups. The domain
contains 10
conserved cysteines.

GO:0030036|actin
cytoskeleton
organization;GO:00
60070|canonical
Wnt signaling
pathway;GO:000727
5|multicellular
organismal
development;GO:00
35567|non-
canonical Wnt
signaling
pathway;GO:000195
4|positive regulation
of cell-matrix
adhesion;GO:00518
94|positive
regulation of focal
adhesion
assembly;GO:00435
47|positive
regulation of
GTPase
activity;GO:0051496
|positive regulation
of stress fiber
assembly;GO:00457
65|regulation of
angiogenesis;GO:00
34446|substrate
adhesion-dependent
cell spreading;

GO:0005615|extrace
llular
space;GO:0016021|i
ntegral component
of
membrane;GO:0005
886|plasma
membrane;

GO:0005109|frizzled
binding;GO:000493
0|G-protein coupled
receptor
activity;GO:0042813
|Wnt-activated
receptor
activity;GO:0017147
|Wnt-protein
binding;

K02166
SFRP1; secreted
frizzled-related
protein 1

ENSG00000104343 6 11 3 9 10.2863019 9 18 22 13 -0.588095831 0.257222104 0.380679942 down no UBE2W protein_coding chr8:73780097-
73878910:-

gi|402169567|ref|NP
_001001481.2| 939 9.00E-119

ubiquitin-
conjugating enzyme
E2 W isoform 1
[Homo sapiens]

gi|402169568|ref|N
M_018299.4| 8426 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2W (putative)
(UBE2W), transcript
variant 2, mRNA

B5DEI4 319 4.00E-103
Ubiquitin-
conjugating enzyme
E2 W

YBR082c 80.5 1.00E-17 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0071218|cellular
response to
misfolded
protein;GO:0006281
|DNA
repair;GO:0006515|
misfolded or
incompletely
synthesized protein
catabolic
process;GO:004316
1|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:000651
3|protein
monoubiquitination;
GO:0000209|protein
polyubiquitination;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K10688

UBE2W, UBC16;
ubiquitin-
conjugating enzyme
E2 W [EC:2.3.2.25]



ENSG00000104368 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PLAT protein_coding chr8:42175233-
42207724:-

gi|4505861|ref|NP_0
00921.1| 2990 0

tissue-type
plasminogen
activator isoform 1
preproprotein
[Homo sapiens]

gi|34365394|emb|BX
641021.1| 3402 0

Homo sapiens
mRNA; cDNA
DKFZp686I03148
(from clone
DKFZp686I03148)

P00750 309 4.00E-101
Tissue-type
plasminogen
activator

mlr3307 114 2.00E-26 COG5640 pfam00089 Trypsin Trypsin.

GO:0007596|blood
coagulation;GO:000
6464|cellular protein
modification
process;GO:004273
0|fibrinolysis;GO:00
45861|negative
regulation of
proteolysis;GO:0031
639|plasminogen
activation;GO:00480
08|platelet-derived
growth factor
receptor signaling
pathway;GO:000650
8|proteolysis;GO:00
01666|response to
hypoxia;GO:001490
9|smooth muscle
cell migration;

GO:0045177|apical
part of
cell;GO:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0070
062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0030141|s
ecretory granule;

GO:0001948|glycop
rotein
binding;GO:005121
9|phosphoprotein
binding;GO:000510
2|receptor
binding;GO:000425
2|serine-type
endopeptidase
activity;

K01343

PLAT; tissue
plasminogen
activator
[EC:3.4.21.68]

ENSG00000104369 1 0 0 0 0.300469524 1 0 0 0 0.569016208 0.849535209 NA up no JPH1 protein_coding chr8:74234700-
74321328:-

gi|724837475|ref|XP
_010364304.1| 2754 0

PREDICTED:
junctophilin-1
[Rhinopithecus
roxellana]

gi|61676191|ref|NM
_020647.2| 4373 0

Homo sapiens
junctophilin 1
(JPH1), mRNA

Q9HDC5 178 6.00E-51 Junctophilin-1 . . . . pfam02493 MORN

MORN repeat. The
MORN (Membrane
Occupation and
Recognition Nexus)
repeat is found in
multiple copies in
several proteins
including
junctophilins (See
Takeshima et al.
Mol. Cell 2000;6:11-
22).  #=GF CC   A
MORN-repeat
protein has been
identified in the
parasite
Toxoplasma gondiis
a dynamic
component of cell
division apparatus
in Toxoplasma
gondii. It has been
hypothesised to
functions as a linker
protein between
certain membrane
regions and the
parasite's
cytoskeleton.

GO:0060402|calciu
m ion transport into
cytosol;GO:0007517
|muscle organ
development;GO:00
60314|regulation of
ryanodine-sensitive
calcium-release
channel activity;

GO:0016021|integral
component of
membrane;GO:0030
314|junctional
membrane
complex;GO:001470
1|junctional
sarcoplasmic
reticulum
membrane;GO:0005
886|plasma
membrane;GO:0030
018|Z disc;

GO:0008307|structu
ral constituent of
muscle;

K19530 JPH; junctophilin

ENSG00000104381 0 0 0 2 3.284725197 8 9 4 10 -3.434736013 0.00362775 0.017126407 down yes GDAP1 protein_coding chr8:74321130-
74488872:+

gi|108773797|ref|NP
_061845.2| 1825 0

ganglioside-induced
differentiation-
associated protein 1
isoform a [Homo
sapiens]

gi|108773796|ref|N
M_018972.2| 3665 0

Homo sapiens
ganglioside induced
differentiation
associated protein 1
(GDAP1), transcript
variant 1, mRNA

A6QQZ0 70.9 2.00E-14

Ganglioside-
induced
differentiation-
associated protein 1

VC1347 50.4 7.00E-06 COG0625 pfam13417 GST_N_3
Glutathione S-
transferase, N-
terminal domain.

GO:0006749|glutathi
one metabolic
process;GO:000026
6|mitochondrial
fission;GO:0008053|
mitochondrial
fusion;GO:0006626|
protein targeting to
mitochondrion;GO:
0032526|response to
retinoic acid;

GO:0005737|cytopla
sm;GO:0031307|inte
gral component of
mitochondrial outer
membrane;GO:0005
634|nucleus;

GO:0004364|glutathi
one transferase
activity;

. .

ENSG00000104388 4 7 5 11 7.43467415 8 7 10 12 0.049066998 0.925196123 0.956035994 up no RAB2A protein_coding chr8:60516857-
60623627:+

gi|4506365|ref|NP_0
02856.1| 1037 2.00E-128

ras-related protein
Rab-2A isoform a
[Homo sapiens]

gi|336391091|ref|N
M_002865.2| 3795 0

Homo sapiens
RAB2A, member
RAS oncogene
family (RAB2A),
transcript variant 1,
mRNA

P05712 187 6.00E-57 Ras-related protein
Rab-2A . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0015031|protein
transport;GO:00072
64|small GTPase
mediated signal
transduction;GO:00
16192|vesicle-
mediated transport;

GO:0005789|endopl
asmic reticulum
membrane;GO:0033
116|endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:0000
139|Golgi
membrane;

GO:0005525|GTP
binding; K07877 RAB2A; Ras-related

protein Rab-2A

ENSG00000104408 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no EIF3E protein_coding chr8:108201216-
108435333:-

gi|402878942|ref|XP
_003903117.1| 2520 0

PREDICTED:
eukaryotic
translation initiation
factor 3 subunit E
isoform X1 [Papio
anubis]

gi|34529905|dbj|AK
124178.1| 1975 0

Homo sapiens
cDNA FLJ42184 fis,
clone
THYMU2031994,
highly similar to
Eukaryotic
translation initiation
factor 3 subunit 6

B5DGH9 114 4.00E-29
Eukaryotic
translation initiation
factor 3 subunit E

. . . . pfam09440 eIF3_N

eIF3 subunit 6 N
terminal domain.
This is the N
terminal domain of
subunit 6 translation
initiation factor
eIF3.

GO:0001731|formati
on of translation
preinitiation
complex;GO:000644
6|regulation of
translational
initiation;GO:00064
13|translational
initiation;

GO:0016282|eukary
otic 43S
preinitiation
complex;GO:003329
0|eukaryotic 48S
preinitiation
complex;GO:000585
2|eukaryotic
translation initiation
factor 3
complex;GO:000563
4|nucleus;

GO:0003743|translat
ion initiation factor
activity;

K03250
EIF3E, INT6;
translation initiation
factor 3 subunit E

ENSG00000104412 1 6 2 2 4.136376867 8 1 9 8 -0.740484579 0.377311601 0.508456145 down no EMC2 protein_coding chr8:108443601-
108486918:+

gi|544453875|ref|XP
_005563984.1| 1576 0

PREDICTED: ER
membrane protein
complex subunit 2
[Macaca
fascicularis]

gi|16553319|dbj|AK
057571.1| 2731 0

Homo sapiens
cDNA FLJ33009 fis,
clone
THYMU1000331,
weakly similar to O-
linked GlcNAc
transferases

Q15006 342 4.00E-117
ER membrane
protein complex
subunit 2

. . . . pfam14559 TPR_19 Tetratricopeptide
repeat. .

GO:0005737|cytopla
sm;GO:0005783|end
oplasmic
reticulum;GO:00725
46|ER membrane
protein
complex;GO:000573
9|mitochondrion;G
O:0005634|nucleus;

. . .

ENSG00000104435 79 204 165 147 158.246373 155 247 134 186 0.270727716 0.388827315 0.517641272 up no STMN2 protein_coding chr8:79610814-
79666175:+

gi|471408967|ref|XP
_004386063.1| 1050 5.00E-135

PREDICTED:
stathmin-2
[Trichechus
manatus latirostris]

gi|312922387|ref|N
M_007029.3| 2223 0

Homo sapiens
stathmin 2
(STMN2), transcript
variant 2, mRNA

P55821 315 2.00E-107 Stathmin-2 . . . . pfam00836 Stathmin

Stathmin family.
The Stathmin family
of proteins play an
important role in the
regulation of the
microtubule
cytoskeleton. They
regulate
microtubule
dynamics by
promoting
depolymerization of
microtubules and/or
preventing
polymerization of
tubulin
heterodimers.

GO:1990090|cellular
response to nerve
growth factor
stimulus;GO:000701
9|microtubule
depolymerization;G
O:0007026|negative
regulation of
microtubule
depolymerization;G
O:0031115|negative
regulation of
microtubule
polymerization;GO:
0010977|negative
regulation of
neuron projection
development;GO:00
31175|neuron
projection
development;GO:00
31117|positive
regulation of
microtubule
depolymerization;G
O:0010976|positive
regulation of
neuron projection
development;GO:00
51493|regulation of
cytoskeleton
organization;

GO:0030424|axon;G
O:0005737|cytoplas
m;GO:0005768|endo
some;GO:0005794|
Golgi
apparatus;GO:00304
26|growth
cone;GO:0030027|la
mellipodium;GO:00
16020|membrane;G
O:0043005|neuron
projection;GO:0043
025|neuronal cell
body;GO:0048471|p
erinuclear region of
cytoplasm;GO:0031
982|vesicle;

GO:0048306|calciu
m-dependent
protein
binding;GO:001563
1|tubulin binding;

. .

ENSG00000104447 12 7 3 8 9.434043571 13 14 8 13 -0.085346351 0.876531644 0.92110105 down no TRPS1 protein_coding chr8:115408496-
115809673:-

gi|90652851|ref|NP_
054831.2| 6449 0

zinc finger
transcription factor
Trps1 isoform 1
[Homo sapiens]

gi|574957114|ref|N
M_014112.4| 9990 0

Homo sapiens
trichorhinophalange
al syndrome I
(TRPS1), transcript
variant 1, mRNA

Q9UHF7 190 7.00E-54
Zinc finger
transcription factor
Trps1

ECU08g1400 64.3 6.00E-10 COG5641 pfam00320 GATA

GATA zinc finger.
This domain uses
four cysteine
residues to
coordinate a zinc
ion. This domain
binds to DNA. Two
GATA zinc fingers
are found in the
GATA transcription
factors. However
there are several
proteins which only
contains a single
copy of the domain.

GO:0048646|anatom
ical structure
formation involved
in
morphogenesis;GO:
0009887|organ
morphogenesis;GO:
0048468|cell
development;GO:00
45165|cell fate
commitment;GO:00
48565|digestive tract
development;GO:00
07507|heart
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00066
07|NLS-bearing
protein import into
nucleus;GO:003233
0|regulation of
chondrocyte
differentiation;GO:0
001501|skeletal
system
development;GO:00
09888|tissue
development;GO:00
06366|transcription
from RNA
polymerase II
promoter;

GO:0000790|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0005667|transcri
ption factor
complex;

GO:0003682|chrom
atin
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000108
5|RNA polymerase
II transcription
factor
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000104490 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no NCALD protein_coding chr8:101686543-
102124907:-

gi|27806017|ref|NP_
776823.1| 1033 2.00E-129 neurocalcin-delta

[Bos taurus]
gi|98985794|ref|NM
_001040630.1| 3808 0

Homo sapiens
neurocalcin delta
(NCALD),
transcript variant 7,
mRNA

B3DLU1 141 1.00E-36 Neurocalcin-delta SPAC18B11.04 248 1.00E-74 COG5126 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . GO:0005509|calciu
m ion binding; . .

ENSG00000104517 70 53 52 55 47.52071587 29 26 30 33 1.585819972 7.13E-06 0.000143939 up yes UBR5 protein_coding chr8:102253012-
102412841:-

gi|71891755|dbj|BA
A74919.3| 12291 0 KIAA0896 protein

[Homo sapiens]
gi|319803064|ref|N
M_015902.5| 10145 0

Homo sapiens
ubiquitin protein
ligase E3
component n-
recognin 5 (UBR5),
transcript variant 1,
mRNA

O95071 336 2.00E-104 E3 ubiquitin-protein
ligase UBR5 SPAC1805.15c 100 4.00E-20 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0006915|apopto
tic
process;GO:000697
7|DNA damage
response, signal
transduction by p53
class mediator
resulting in cell
cycle
arrest;GO:0008285|n
egative regulation of
cell proliferation;

GO:0031225|anchor
ed component of
membrane;GO:0019
898|extrinsic
component of
membrane;GO:0005
622|intracellular;GO
:0005886|plasma
membrane;

. K10593

EDD1, UBR5; E3
ubiquitin-protein
ligase EDD1
[EC:2.3.2.26]



ENSG00000104613 0 0 1 2 1.098888027 1 0 4 2 -0.774201801 0.611162863 0.722737555 down no INTS10 protein_coding chr8:19817140-
19852083:+

gi|83582809|ref|NP_
060612.2| 3806 0

integrator complex
subunit 10 [Homo
sapiens]

gi|578815363|ref|X
M_005273557.2| 2776 0

PREDICTED:
Homo sapiens
integrator complex
subunit 10
(INTS10), transcript
variant X3, mRNA

Q4R7B1 50.8 1.00E-06 Integrator complex
subunit 10 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016180|snRNA
processing;GO:0042
795|snRNA
transcription from
RNA polymerase II
promoter;

GO:0032039|integrat
or
complex;GO:000565
4|nucleoplasm;

. K13147 INTS10; integrator
complex subunit 10

ENSG00000104695 1 3 5 8 4.817947893 6 8 6 5 -0.064686911 0.922464416 0.95434936 down no PPP2CB protein_coding chr8:30774457-
30814314:-

gi|512987159|ref|XP
_004855515.1| 1697 0

PREDICTED:
serine/threonine-
protein phosphatase
2A catalytic subunit
beta isoform
[Heterocephalus
glaber]

gi|190225|gb|M6048
4.1|HUMPP2AB 1999 0

Human protein
phosphatase 2A
catalytic subunit-
beta gene, complete
cds

P23696 58.5 3.00E-10
Serine/threonine-
protein phosphatase
PP2A

SPBC16H5.07c 94 1.00E-22 COG0639 pfam00149 Metallophos

Calcineurin-like
phosphoesterase.
This family includes
a diverse range of
phosphoesterases,
including protein
phosphoserine
phosphatases,
nucleotidases,
sphingomyelin
phosphodiesterases
and 2'-3' cAMP
phosphodiesterases
as well as nucleases
such as bacterial
SbcD or yeast
MRE11. The most
conserved regions
in this superfamily
centre around the
metal chelating
residues.

GO:0051321|meiotic
cell cycle;

GO:0000775|chrom
osome, centromeric
region;GO:0005737|
cytoplasm;GO:0005
634|nucleus;GO:000
0922|spindle pole;

GO:0046872|metal
ion
binding;GO:000472
1|phosphoprotein
phosphatase
activity;GO:0046982
|protein
heterodimerization
activity;

K04382

PPP2C;
serine/threonine-
protein phosphatase
2A catalytic subunit
[EC:3.1.3.16]

ENSG00000104722 5 50 22 55 72.8649571 160 209 47 147 -1.68463243 0.002313328 0.012360524 down yes NEFM protein_coding chr8:24913012-
24919098:+

gi|725590308|ref|XP
_010346047.1| 2310 0

PREDICTED:
neurofilament
medium
polypeptide [Saimiri
boliviensis
boliviensis]

gi|426359140|ref|X
M_004046795.1| 3334 0

PREDICTED:
Gorilla gorilla
gorilla
neurofilament,
medium
polypeptide,
transcript variant 1
(NEFM), mRNA

P07197 296 6.00E-85
Neurofilament
medium
polypeptide

. . . . pfam00038 Filament Intermediate
filament protein.

GO:0061564|axon
development;GO:00
33693|neurofilament
bundle assembly;

GO:0030424|axon;G
O:0097418|neurofib
rillary
tangle;GO:0005883|
neurofilament;

GO:0008017|microt
ubule
binding;GO:000520
0|structural
constituent of
cytoskeleton;

K04573

NEF3, NF-M;
neurofilament
medium
polypeptide
(neurofilament 3)

ENSG00000104723 6 5 5 6 4.451936353 3 0 3 5 1.580490745 0.039680976 0.096828014 up no TUSC3 protein_coding chr8:15417215-
15766649:+

gi|617563720|ref|XP
_007516335.1| 1541 0

PREDICTED:
tumor suppressor
candidate 3 isoform
X1 [Erinaceus
europaeus]

gi|325652059|ref|N
M_178234.2| 3683 0

Homo sapiens
tumor suppressor
candidate 3
(TUSC3), transcript
variant 2, mRNA

Q13454 234 5.00E-91 Tumor suppressor
candidate 3 . . . . pfam04756 OST3_OST6

OST3 / OST6
family. The proteins
in this family are
part of a complex of
eight ER proteins
that transfers core
oligosaccharide
from dolichol
carrier to Asn-X-
Ser/Thr motifs. This
family includes both
OST3 and OST6,
each of which
contains four
predicted
transmembrane
helices. Disruption
of OST3 and OST6
leads to a defect in
the assembly of the
complex. Hence, the
function of these
genes seems to be
essential for
recruiting a fully
active complex
necessary for
efficient N-
glycosylation.

GO:0050890|cogniti
on;GO:0015693|mag
nesium ion
transport;GO:00064
87|protein N-linked
glycosylation;GO:00
18279|protein N-
linked glycosylation
via
asparagine;GO:0055
085|transmembrane
transport;

GO:0005789|endopl
asmic reticulum
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
739|mitochondrion;
GO:0008250|oligosa
ccharyltransferase
complex;GO:000588
6|plasma membrane;

GO:0015095|magne
sium ion
transmembrane
transporter activity;

K12669

OST3, OST6;
oligosaccharyltransf
erase complex
subunit gamma

ENSG00000104738 0 0 0 0 0.29578603 1 1 0 1 -1.446026814 0.560607138 NA down no MCM4 protein_coding chr8:47960185-
47978160:+

gi|940536|emb|CAA
52801.1| 4478 0 P1 Cdc21 protein

[Homo sapiens]
gi|325651967|ref|N
M_005914.3| 4183 0

Homo sapiens
minichromosome
maintenance
complex component
4 (MCM4),
transcript variant 1,
mRNA

P33991 166 5.00E-43
DNA replication
licensing factor
MCM4

YPR019w 640 0 COG1241 pfam00493 MCM MCM2/3/5 family.

GO:0006260|DNA
replication;GO:0006
270|DNA replication
initiation;GO:00062
68|DNA unwinding
involved in DNA
replication;GO:0000
082|G1/S transition
of mitotic cell cycle;

GO:0042555|MCM
complex;GO:001602
0|membrane;GO:00
00784|nuclear
chromosome,
telomeric
region;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0005524|ATP
binding;GO:000367
8|DNA helicase
activity;GO:0003697
|single-stranded
DNA binding;

K02212

MCM4, CDC54;
DNA replication
licensing factor
MCM4
[EC:3.6.4.12]

ENSG00000104824 11 32 13 71 48.99217435 98 79 58 95 -0.989197038 0.022008947 0.063136161 down no HNRNPL protein_coding chr19:38836388-
38852347:-

gi|635038849|ref|XP
_007994913.1| 2539 0

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein L
isoform X3
[Chlorocebus
sabaeus]

gi|21754134|dbj|AK
094966.1| 3059 0

Homo sapiens
cDNA FLJ37647 fis,
clone
BRHIP2000445,
highly similar to
HETEROGENEOUS
NUCLEAR
RIBONUCLEOPRO
TEIN L

P14866 293 3.00E-94
Heterogeneous
nuclear
ribonucleoprotein L

. . . . pfam13893 RRM_5

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins.

GO:0010467|gene
expression;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
00381|regulation of
alternative mRNA
splicing, via
spliceosome;GO:00
06396|RNA
processing;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00305
29|ribonucleoprotei
n
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0045120|pron
ucleus;GO:0035770|
ribonucleoprotein
granule;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:009715
7|pre-mRNA
intronic
binding;GO:000372
3|RNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K13159

HNRNPL;
heterogeneous
nuclear
ribonucleoprotein L

ENSG00000104852 2 4 0 14 7.289439058 14 12 10 13 -0.912120503 0.188319014 0.303266984 down no SNRNP70 protein_coding chr19:49085419-
49108605:+

gi|36100|emb|CAA2
8352.1| 919 6.00E-113

unnamed protein
product [Homo
sapiens]

gi|21733402|emb|AL
832819.1| 3218 0

Homo sapiens
mRNA; cDNA
DKFZp667C0424
(from clone
DKFZp667C0424)

P08621 305 8.00E-96
U1 small nuclear
ribonucleoprotein
70 kDa

SPAC19A8.13 107 4.00E-25 COG0724 pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0071300|cellular
response to retinoic
acid;GO:0071560|cel
lular response to
transforming
growth factor beta
stimulus;GO:007135
6|cellular response
to tumor necrosis
factor;GO:0000398|
mRNA splicing, via
spliceosome;GO:00
48026|positive
regulation of mRNA
splicing, via
spliceosome;GO:00
43484|regulation of
RNA splicing;

GO:0000243|commi
tment
complex;GO:000573
7|cytoplasm;GO:001
6607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
071011|precatalytic
spliceosome;GO:00
05681|spliceosomal
complex;GO:000568
5|U1
snRNP;GO:0071004
|U2-type
prespliceosome;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:003061
9|U1 snRNA
binding;GO:199044
6|U1 snRNP
binding;

K11093

SNRP70; U1 small
nuclear
ribonucleoprotein
70kDa

ENSG00000104853 0 1 0 3 3.706585004 8 14 2 9 -2.609814592 0.01406653 0.045815188 down yes CLPTM1 protein_coding chr19:44954585-
44993341:+

gi|532164704|ref|NP
_001269104.1| 2904 0

cleft lip and palate
transmembrane
protein 1 isoform 3
[Homo sapiens]

gi|532164700|ref|N
M_001294.3| 2604 0

Homo sapiens cleft
lip and palate
associated
transmembrane
protein 1
(CLPTM1),
transcript variant 2,
mRNA

O96005 263 6.00E-82
Cleft lip and palate
transmembrane
protein 1

. . . . pfam05602 CLPTM1

Cleft lip and palate
transmembrane
protein 1
(CLPTM1). This
family consists of
several eukaryotic
cleft lip and palate
transmembrane
protein 1 sequences.
Cleft lip with or
without cleft palate
is a common birth
defect that is
genetically complex.
The nonsyndromic
forms have been
studied genetically
using linkage and
candidate-gene
association studies
with only partial
success in defining
the loci responsible
for orofacial
clefting. CLPTM1
encodes a
transmembrane
protein and has
strong homology to
two Caenorhabditis
elegans genes,
suggesting that
CLPTM1 may
belong to a new
gene family This

GO:0030154|cell
differentiation;GO:0
007275|multicellular
organismal
development;GO:00
33081|regulation of
T cell differentiation
in thymus;

GO:0009897|externa
l side of plasma
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0016
020|membrane;

. . .



ENSG00000104859 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no CLASRP protein_coding chr19:45039040-
45070956:+

gi|37183006|gb|AA
Q89303.1| 1090 9.00E-136 SWAP2 [Homo

sapiens]
gi|21753788|dbj|AK
094681.1| 2760 0

Homo sapiens
cDNA FLJ37362 fis,
clone
BRAMY2024004,
highly similar to
Splicing factor,
arginine/serine-rich
16

A0JNI5 73.6 5.00E-14
CLK4-associating
serine/arginine rich
protein

. . . . pfam09750 DRY_EERY

Alternative splicing
regulator. This entry
represents the
conserved N-
terminal region of
SWAP (suppressor-
of-white-apricot
protein) proteins.
This region contains
two highly
conserved motifs,
viz: DRY and
EERY, which
appear to be the
sites for alternative
splicing of exons 2
and 3 of the SWAP
mRNA. These
proteins are thus
thought to be
involved in auto-
regulation of pre-
mRNA splicing.
Most family
members are
associated with two
Surp domains
pfam01805 and an
Arginine- serine-
rich binding region
towards the C-
terminus.

GO:0006397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0005634|nucleu
s; . K13168

SFRS16; splicing
factor,
arginine/serine-rich
16

ENSG00000104904 0 1 0 0 0.229851084 0 0 1 0 0.569016484 0.861375319 NA up no OAZ1 protein_coding chr19:2269509-
2273490:+

gi|666335633|ref|NP
_001287949.1| 1083 5.00E-146

ornithine
decarboxylase
antizyme 1 isoform
2 [Homo sapiens]

gi|2894631|gb|AC00
4152.1|AC004152 2832 0

Homo sapiens
chromosome 19,
fosmid 37308,
complete sequence

P54368 231 7.00E-74
Ornithine
decarboxylase
antizyme 1

. . . . pfam02100 ODC_AZ

Ornithine
decarboxylase
antizyme. This
family consists of
ornithine
decarboxylase
antizyme proteins.
The polyamine
biosynthetic enzyme
ornithine
decarboxylase
(ODC) is degraded
by the 26 S
proteasome via a
ubiquitin-
independent
pathway. Its
degradation is
greatly accelerated
by association with
the polyamine-
induced regulatory
protein antizyme 1
(AZ1).

GO:1902268|negativ
e regulation of
polyamine
transmembrane
transport;GO:00065
96|polyamine
biosynthetic
process;GO:009031
6|positive regulation
of intracellular
protein
transport;GO:00457
32|positive
regulation of
protein catabolic
process;GO:000652
1|regulation of
cellular amino acid
metabolic
process;GO:000681
0|transport;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0008073|ornithi
ne decarboxylase
inhibitor activity;

K16548
OAZ1; ornithine
decarboxylase
antizyme 1

ENSG00000104967 5 7 15 8 8.191928022 6 7 8 7 0.914511934 0.112049898 0.202623566 up no NOVA2 protein_coding chr19:45933734-
45973546:-

gi|119577801|gb|EA
W57397.1| 1358 1.00E-163

neuro-oncological
ventral antigen 2
[Homo sapiens]

gi|11119446|gb|AC0
08623.4| 7217 0

Homo sapiens
chromosome 19
clone CTB-14D10,
complete sequence

Q96MD7 53.5 3.00E-16 Uncharacterized
protein C9orf85 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0005634|nucleu
s; . K14944

NOVA; RNA-
binding protein
Nova

ENSG00000105063 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PPP6R1 protein_coding chr19:55229780-
55258995:-

gi|58257680|dbj|BA
A83067.3| 3971 0 KIAA1115 protein

[Homo sapiens]
gi|58257679|dbj|AB
029038.2| 3955 0

Homo sapiens
mRNA for
KIAA1115 protein,
partial cds

Q9UPN7 181 6.00E-51

Serine/threonine-
protein phosphatase
6 regulatory subunit
1

. . . . pfam04499 SAPS

SIT4 phosphatase-
associated protein.
This family includes
a conserved region
from a group of
yeast proteins that
associate with the
SIT4 phosphatase.
This association is
required for SIT4's
role in G1 cyclin
transcription and
for bud formation.
This family also
includes
homologous regions
from other
eukaryotes.

GO:0048208|COPII
vesicle
coating;GO:0043666
|regulation of
phosphoprotein
phosphatase
activity;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0000139|G
olgi membrane;

GO:0019903|protein
phosphatase
binding;

K15499

PPP6R1, SAPS1;
serine/threonine-
protein phosphatase
6 regulatory subunit
1

ENSG00000105127 0 1 0 0 0.824921955 4 2 0 1 -1.960030255 0.269064011 NA down no AKAP8 protein_coding chr19:15353385-
15379798:-

gi|22713396|gb|AAH
37270.1| 2989 0 AKAP8 protein

[Homo sapiens]
gi|332800986|ref|N
M_005858.3| 3534 0

Homo sapiens A
kinase (PRKA)
anchor protein 8
(AKAP8), mRNA

O43823 261 3.00E-73 A-kinase anchor
protein 8 . . . . pfam04988 AKAP95

A-kinase anchoring
protein 95
(AKAP95). A-
kinase (or PKA)-
anchoring protein
AKAP95 is
implicated in mitotic
chromosome
condensation by
acting as a targeting
molecule for the
condensin complex.
The protein
contains two zinc
fingers which are
thought to mediate
the binding of
AKAP95 to DNA.

GO:0044839|cell
cycle G2/M phase
transition;GO:00712
22|cellular response
to
lipopolysaccharide;
GO:0071380|cellular
response to
prostaglandin E
stimulus;GO:004508
7|innate immune
response;GO:00070
76|mitotic
chromosome
condensation;GO:00
07067|mitotic
nuclear
division;GO:003272
0|negative
regulation of tumor
necrosis factor
production;GO:0031
065|positive
regulation of
histone
deacetylation;GO:00
15031|protein
transport;GO:00331
27|regulation of
histone
phosphorylation;GO
:0006355|regulation
of transcription,
DNA-
templated;GO:00071

GO:0000793|conden
sed
chromosome;GO:00
01939|female
pronucleus;GO:000
5794|Golgi
apparatus;GO:00160
20|membrane;GO:0
005739|mitochondri
on;GO:0016363|nucl
ear
matrix;GO:0005730|
nucleolus;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0003690|double
-stranded DNA
binding;GO:004282
6|histone
deacetylase
binding;GO:004482
2|poly(A) RNA
binding;GO:003423
7|protein kinase A
regulatory subunit
binding;GO:000827
0|zinc ion binding;

K16525 AKAP8; A-kinase
anchor protein 8

ENSG00000105135 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ILVBL protein_coding chr19:15114984-
15125785:-

gi|635036655|ref|XP
_007993757.1| 3253 0

PREDICTED:
acetolactate
synthase-like
protein isoform X1
[Chlorocebus
sabaeus]

gi|62087709|dbj|AB
209065.1| 4230 0

Homo sapiens
mRNA for ilvB
(bacterial
acetolactate
synthase)-like
isoform 1 variant
protein

A1L0T0 229 4.00E-113
Acetolactate
synthase-like
protein

Rv1820 163 7.00E-41 COG0028 pfam02776 TPP_enzyme_N

Thiamine
pyrophosphate
enzyme, N-terminal
TPP binding
domain.

.

GO:0016021|integral
component of
membrane;GO:0016
020|membrane;

GO:0000287|magne
sium ion
binding;GO:003097
6|thiamine
pyrophosphate
binding;GO:001674
0|transferase
activity;

K11259
ILVBL; acetolactate
synthase-like
protein [EC:2.2.1.-]

ENSG00000105185 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PDCD5 protein_coding chr19:32581068-
32587452:+

gi|530417532|ref|XP
_005259449.1| 584 6.00E-69

PREDICTED:
programmed cell
death protein 5
isoform X1 [Homo
sapiens]

gi|34530648|dbj|AK
124774.1| 1572 0

Homo sapiens
cDNA FLJ42784 fis,
clone
BRAWH3006547

Q5RBT0 193 2.00E-61 Programmed cell
death protein 5 SPAC23C4.09c 72.8 2.00E-15 COG2118 pfam01984 dsDNA_bind

Double-stranded
DNA-binding
domain. This
domain is believed
to bind double-
stranded DNA of 20
bases length.

GO:0006915|apopto
tic process; . GO:0003677|DNA

binding; K06875
PDCD5, TFAR19;
programmed cell
death protein 5

ENSG00000105204 1 3 0 14 3.768376091 3 7 3 4 0.400053962 0.670221536 0.767483237 up no DYRK1B protein_coding chr19:39825350-
39834201:-

gi|530417538|ref|XP
_005259452.1| 2576 0

PREDICTED: dual
specificity tyrosine-
phosphorylation-
regulated kinase 1B
isoform X1 [Homo
sapiens]

gi|635038987|ref|X
M_007996797.1| 2559 0

PREDICTED:
Chlorocebus
sabaeus dual-
specificity tyrosine-
(Y)-
phosphorylation
regulated kinase 1B
(DYRK1B),
transcript variant
X1, mRNA

Q9Y463 194 1.00E-55

Dual specificity
tyrosine-
phosphorylation-
regulated kinase 1B

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0060612|adipos
e tissue
development;GO:00
07520|myoblast
fusion;GO:0045893|
positive regulation
of transcription,
DNA-
templated;GO:00064
68|protein
phosphorylation;

GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0004712
|protein
serine/threonine/tyr
osine kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0003713
|transcription
coactivator activity;

K08825

DYRK1; dual
specificity tyrosine-
phosphorylation-
regulated kinase 1
[EC:2.7.12.1]

ENSG00000105220 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no GPI protein_coding chr19:34359480-
34402156:+

gi|577019448|ref|NP
_001276718.1| 3106 0

glucose-6-
phosphate
isomerase isoform 3
[Homo sapiens]

gi|296080692|ref|N
M_001184722.1| 4000 0

Homo sapiens
glucose-6-
phosphate
isomerase (GPI),
transcript variant 1,
mRNA

P06744 224 3.00E-68
Glucose-6-
phosphate
isomerase

SPBC1604.05 51.2 4.00E-07 COG0166 pfam00342 PGI

Phosphoglucose
isomerase.
Phosphoglucose
isomerase catalyses
the interconversion
of glucose-6-
phosphate and
fructose-6-
phosphate.

GO:0001525|angiog
enesis;GO:0006094|
gluconeogenesis;GO
:0006096|glycolytic
process;

GO:0005737|cytopla
sm;GO:0005615|extr
acellular space;

GO:0004347|glucos
e-6-phosphate
isomerase activity;

K01810

GPI, pgi; glucose-6-
phosphate
isomerase
[EC:5.3.1.9]

ENSG00000105223 0 0 0 1 0.408357099 1 0 1 1 -0.742489825 0.718303695 NA down no PLD3 protein_coding chr19:40348456-
40380439:+

gi|72534684|ref|NP_
001026866.1| 2417 0 phospholipase D3

[Homo sapiens]
gi|605052026|ref|N
M_012268.3| 2140 0

Homo sapiens
phospholipase D
family, member 3
(PLD3), transcript
variant 2, mRNA

Q4R583 201 2.00E-60 Phospholipase D3 . . . . pfam13918 PLDc_3 PLD-like domain. GO:0016042|lipid
catabolic process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0070290|N-
acylphosphatidyleth
anolamine-specific
phospholipase D
activity;GO:0004630
|phospholipase D
activity;

K16860
PLD3_4;
phospholipase D3/4
[EC:3.1.4.4]

ENSG00000105323 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no HNRNPUL1 protein_coding chr19:41262496-
41307598:+

gi|402905643|ref|XP
_003915624.1| 3059 0

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
U-like protein 1
isoform X2 [Papio
anubis]

gi|10434502|dbj|AK
022863.1| 3505 0

Homo sapiens
cDNA FLJ12801 fis,
clone
NT2RP2002099,
highly similar to
Heterogeneous
nuclear
ribonucleoprotein
U-like protein 1

Q9BUJ2 229 4.00E-111

Heterogeneous
nuclear
ribonucleoprotein
U-like protein 1

. . . . pfam13671 AAA_33

AAA domain. This
family of domains
contain only a P-
loop motif, that is
characteristic of the
AAA superfamily.
Many of the
proteins in this
family are just short
fragments so there
is no Walker B
motif.

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00096
15|response to
virus;GO:0006396|R
NA
processing;GO:0006
351|transcription,
DNA-templated;

GO:0030529|ribonu
cleoprotein
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0019899|enzym
e
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

K15047

HNRNPUL1,
E1BAP5;
heterogeneous
nuclear
ribonucleoprotein
U-like protein 1



ENSG00000105329 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no TGFB1 protein_coding chr19:41301587-
41353911:-

gi|635039171|ref|XP
_007995085.1| 2583 0

PREDICTED:
transforming
growth factor beta-1
[Chlorocebus
sabaeus]

gi|37092|emb|X0281
2.1| 2710 0

Human mRNA for
transforming
growth factor-beta
(TGF-beta)

P01137 702 0 Transforming
growth factor beta-1 . . . . pfam00019 TGF_beta

Transforming
growth factor beta
like domain.

GO:0046732|active
induction of host
immune response
by
virus;GO:0002460|a
daptive immune
response based on
somatic
recombination of
immune receptors
built from
immunoglobulin
superfamily
domains;GO:000756
8|aging;GO:0006754
|ATP biosynthetic
process;GO:006075
1|branch elongation
involved in
mammary gland
duct
branching;GO:0007
050|cell cycle
arrest;GO:0016049|c
ell
growth;GO:0016477
|cell
migration;GO:00452
16|cell-cell junction
organization;GO:00
06874|cellular
calcium ion
homeostasis;GO:007
1549|cellular
response to

GO:0030424|axon;G
O:0072562|blood
microparticle;GO:00
09986|cell
surface;GO:0005737
|cytoplasm;GO:0031
012|extracellular
matrix;GO:0005576|
extracellular
region;GO:0005615|
extracellular
space;GO:0005796|
Golgi
lumen;GO:0043025|
neuronal cell
body;GO:0005634|n
ucleus;GO:0005886|
plasma
membrane;GO:0031
093|platelet alpha
granule
lumen;GO:0005578|
proteinaceous
extracellular matrix;

GO:0003823|antigen
binding;GO:000512
5|cytokine
activity;GO:0019899
|enzyme
binding;GO:000194
8|glycoprotein
binding;GO:004353
9|protein
serine/threonine
kinase activator
activity;GO:0005160
|transforming
growth factor beta
receptor
binding;GO:003471
3|type I
transforming
growth factor beta
receptor
binding;GO:000511
4|type II
transforming
growth factor beta
receptor
binding;GO:003471
4|type III
transforming
growth factor beta
receptor binding;

K13375
TGFB1;
transforming
growth factor beta-1

ENSG00000105357 0 0 0 1 0.305076892 1 0 0 1 -0.147568856 0.95359243 NA down no MYH14 protein_coding chr19:50188186-
50310545:+

gi|768011134|ref|XP
_011525622.1| 7325 0

PREDICTED:
myosin-14 isoform
X2 [Homo sapiens]

gi|224831240|ref|N
M_001145809.1| 6895 0

Homo sapiens
myosin, heavy
chain 14, non-
muscle (MYH14),
transcript variant 3,
mRNA

Q7Z406 2722 0 Myosin-14 SPCC645.05c 717 0 COG5022 pfam00063 Myosin_head Myosin head (motor
domain).

GO:0030048|actin
filament-based
movement;GO:0031
032|actomyosin
structure
organization;GO:00
70584|mitochondrio
n
morphogenesis;GO:
0019228|neuronal
action
potential;GO:000836
0|regulation of cell
shape;GO:0007605|s
ensory perception
of
sound;GO:0003009|
skeletal muscle
contraction;GO:000
7519|skeletal muscle
tissue
development;GO:00
71625|vocalization
behavior;

GO:0042641|actomy
osin;GO:0030424|ax
on;GO:0005903|bru
sh
border;GO:0005829|
cytosol;GO:0070062
|extracellular
exosome;GO:00304
26|growth
cone;GO:0016020|m
embrane;GO:004320
9|myelin
sheath;GO:0016460|
myosin II
complex;GO:009751
3|myosin II
filament;GO:000172
5|stress fiber;

GO:0030898|actin-
dependent ATPase
activity;GO:0005524
|ATP
binding;GO:000014
6|microfilament
motor activity;

K10352 MYH; myosin heavy
chain

ENSG00000105370 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no LIM2 protein_coding chr19:51379909-
51387960:-

gi|21361300|ref|NP_
085915.2| 1130 2.00E-153

lens fiber
membrane intrinsic
protein isoform 1
[Homo sapiens]

gi|239916000|ref|N
M_030657.3| 983 0

Homo sapiens lens
intrinsic membrane
protein 2, 19kDa
(LIM2), transcript
variant 1, mRNA

P55344 351 4.00E-121
Lens fiber
membrane intrinsic
protein

. . . . pfam00822 PMP22_Claudin
PMP-
22/EMP/MP20/Clau
din family.

GO:0007043|cell-
cell junction
assembly;GO:00020
88|lens development
in camera-type eye;

GO:0030054|cell
junction;GO:001602
1|integral
component of
membrane;GO:0005
886|plasma
membrane;GO:0031
982|vesicle;

GO:0005212|structu
ral constituent of
eye lens;

. .

ENSG00000105372 1 10 1 7 5.974448683 10 8 7 11 -0.485648483 0.465043268 0.590112892 down no RPS19 protein_coding chr19:41859918-
41872926:+

gi|444730664|gb|EL
W71038.1| 918 3.00E-111

40S ribosomal
protein S19 [Tupaia
chinensis]

gi|426388881|ref|X
M_004060811.1| 1886 0

PREDICTED:
Gorilla gorilla
gorilla ribosomal
protein S19
(RPS19), mRNA

P17074 160 3.00E-49 40S ribosomal
protein S19 SPBC649.02 171 2.00E-48 COG2238 pfam01090 Ribosomal_S19e Ribosomal protein

S19e.

GO:0030218|erythro
cyte
differentiation;GO:0
000028|ribosomal
small subunit
assembly;GO:00064
12|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0005730
|nucleolus;

GO:0032403|protein
complex
binding;GO:000373
5|structural
constituent of
ribosome;GO:00313
69|translation
initiation factor
binding;

K02966

RP-S19e, RPS19;
small subunit
ribosomal protein
S19e

ENSG00000105388 0 0 0 0 0.288546195 0 0 0 3 -1.412653852 0.685443667 NA down no CEACAM5 protein_coding chr19:41708585-
41729798:+

gi|612407775|ref|NP
_004354.3| 3495 0

carcinoembryonic
antigen-related cell
adhesion molecule 5
isoform 1
preproprotein
[Homo sapiens]

gi|21961633|gb|BC0
34671.1| 2846 0

Homo sapiens
carcinoembryonic
antigen-related cell
adhesion molecule
5, mRNA (cDNA
clone MGC:34212
IMAGE:5184800),
complete cds

P06731 461 9.00E-154
Carcinoembryonic
antigen-related cell
adhesion molecule 5

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0034109|homot
ypic cell-cell
adhesion;GO:20008
11|negative
regulation of
anoikis;GO:0043066
|negative regulation
of apoptotic
process;GO:001083
2|negative
regulation of
myotube
differentiation;

GO:0031225|anchor
ed component of
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0070
062|extracellular
exosome;GO:00715
75|integral
component of
external side of
plasma
membrane;GO:0005
887|integral
component of
plasma membrane;

GO:0034235|GPI
anchor
binding;GO:004280
2|identical protein
binding;GO:004280
3|protein
homodimerization
activity;

K06499

CEACAM;
carcinoembryonic
antigen-related cell
adhesion molecule

ENSG00000105429 0 0 0 0 0.899754709 4 3 1 1 -3.046215874 0.065006056 NA down no MEGF8 protein_coding chr19:42325609-
42378769:+

gi|429836859|ref|NP
_001258867.1| 12998 0

multiple epidermal
growth factor-like
domains protein 8
isoform 1 precursor
[Homo sapiens]

gi|145701024|ref|N
M_001410.2| 10966 0

Homo sapiens
multiple EGF-like-
domains 8
(MEGF8), transcript
variant 2, mRNA

Q7Z7M0 250 1.00E-74
Multiple epidermal
growth factor-like
domains protein 8

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030509|BMP
signaling
pathway;GO:004207
4|cell migration
involved in
gastrulation;GO:006
0976|coronary
vasculature
development;GO:00
97094|craniofacial
suture
morphogenesis;GO:
0071907|determinati
on of digestive tract
left/right
asymmetry;GO:0061
371|determination
of heart left/right
asymmetry;GO:0060
971|embryonic heart
tube left/right
pattern
formation;GO:0003
143|embryonic heart
tube
morphogenesis;GO:
0030326|embryonic
limb
morphogenesis;GO:
0048704|embryonic
skeletal system
morphogenesis;GO:
0055113|epiboly
involved in
gastrulation with

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
634|nucleus;

GO:0005509|calciu
m ion binding; . .

ENSG00000105568 6 7 4 35 17.16186164 27 23 19 38 -0.650197239 0.249482252 0.375977186 down no PPP2R1A protein_coding chr19:52190039-
52229533:+

gi|21361399|ref|NP_
055040.2| 3072 0

serine/threonine-
protein phosphatase
2A 65 kDa
regulatory subunit
A alpha isoform
[Homo sapiens]

gi|21743757|gb|AC0
10320.10| 3570 0

Homo sapiens
chromosome 19
clone CTD-2525I3,
complete sequence

P30153 330 4.00E-108

Serine/threonine-
protein phosphatase
2A 65 kDa
regulatory subunit
A alpha isoform

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0005737|cytopla
sm;GO:0016020|me
mbrane;

GO:0005545|1-
phosphatidylinositol
binding;

K03456

PPP2R1;
serine/threonine-
protein phosphatase
2A regulatory
subunit A

ENSG00000105576 0 0 0 0 0.400623688 3 0 0 1 -1.878924153 0.502648221 NA down no TNPO2 protein_coding chr19:12699194-
12724011:-

gi|68533077|dbj|BA
E06093.1| 4929 0

TNPO2 variant
protein [Homo
sapiens]

gi|68533076|dbj|AB
210011.1| 4990 0

Homo sapiens
mRNA for TNPO2
variant protein,
partial cds, clone:
fh13310

O14787 272 6.00E-124 Transportin-2 . . . . pfam13513 HEAT_EZ

HEAT-like repeat.
The HEAT repeat
family is related to
armadillo/beta-
catenin-like repeats
(see pfam00514).
These EZ repeats
are found in
subunits of
cyanobacterial
phycocyanin lyase
and other proteins
and probably carry
out a scaffolding
role.

GO:0006607|NLS-
bearing protein
import into
nucleus;GO:000005
9|protein import
into nucleus,
docking;GO:000006
0|protein import
into nucleus,
translocation;GO:00
06610|ribosomal
protein import into
nucleus;

GO:0005737|cytopla
sm;GO:0031965|nuc
lear
membrane;GO:0034
399|nuclear
periphery;GO:00056
34|nucleus;

GO:0008139|nuclear
localization
sequence
binding;GO:000856
5|protein transporter
activity;

K18727 TNPO2;
transportin-2

ENSG00000105695 0 1 1 1 0.41107912 0 0 0 0 2.510658815 0.269612828 NA up no MAG protein_coding chr19:35292125-
35313804:+

gi|62087920|dbj|BA
D92407.1| 3095 0

myelin associated
glycoprotein
isoform a precursor
variant [Homo
sapiens]

gi|312836848|ref|N
M_080600.2| 2426 0

Homo sapiens
myelin associated
glycoprotein
(MAG), transcript
variant 2, mRNA

P20916 271 7.00E-86 Myelin-associated
glycoprotein . . . . pfam07679 I-set Immunoglobulin I-

set domain.

GO:0007155|cell
adhesion;GO:00712
60|cellular response
to mechanical
stimulus;GO:005090
0|leukocyte
migration;GO:00507
71|negative
regulation of
axonogenesis;GO:00
48711|positive
regulation of
astrocyte
differentiation;GO:0
031643|positive
regulation of
myelination;GO:002
1762|substantia
nigra development;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0097
453|mesaxon;GO:00
35749|myelin sheath
adaxonal
region;GO:0033270|
paranode region of
axon;GO:0005886|pl
asma
membrane;GO:0043
220|Schmidt-
Lanterman incisure;

GO:0030246|carboh
ydrate binding; K06771

MAG, GMA,
SIGLEC4; myelin
associated
glycoprotein

ENSG00000105698 0 0 1 4 1.614801105 3 1 4 2 -0.599172607 0.622090969 0.731178011 down no USF2 protein_coding chr19:35268978-
35279821:+

gi|4507847|ref|NP_0
03358.1| 1503 0

upstream
stimulatory factor 2
isoform 1 [Homo
sapiens]

gi|27769259|gb|BC0
42655.1| 2736 0

Homo sapiens
upstream
transcription factor
2, c-fos interacting,
mRNA (cDNA
clone
IMAGE:4780205),
with apparent
retained intron

Q15853 219 2.00E-67 Upstream
stimulatory factor 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003690|double
-stranded DNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09106 USF; upstream
stimulatory factor



ENSG00000105737 0 0 0 0 0.393909455 1 2 0 1 -1.859445347 0.417678656 NA down no GRIK5 protein_coding chr19:41998321-
42069498:-

gi|666335645|ref|NP
_001287959.1| 5062 0

glutamate receptor
ionotropic, kainate
5 isoform 1
precursor [Homo
sapiens]

gi|385275105|ref|N
M_002088.4| 3493 0

Homo sapiens
glutamate receptor,
ionotropic, kainate
5 (GRIK5),
transcript variant 2,
mRNA

Q16478 1008 0
Glutamate receptor
ionotropic, kainate
5

TM0593 51.2 3.00E-06 COG0834 pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

GO:0071333|cellular
response to glucose
stimulus;GO:005164
9|establishment of
localization in
cell;GO:0060079|exc
itatory postsynaptic
potential;GO:004352
5|positive regulation
of neuron apoptotic
process;GO:000662
1|protein retention
in ER
lumen;GO:0043113|
receptor
clustering;GO:00316
30|regulation of
synaptic vesicle
fusion to
presynaptic
membrane;GO:0035
249|synaptic
transmission,
glutamatergic;

GO:0030054|cell
junction;GO:003042
5|dendrite;GO:0005
783|endoplasmic
reticulum;GO:00329
83|kainate selective
glutamate receptor
complex;GO:004320
4|perikaryon;GO:00
05886|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0042
734|presynaptic
membrane;GO:0043
195|terminal
bouton;

GO:0005234|extrace
llular-glutamate-
gated ion channel
activity;GO:0015277
|kainate selective
glutamate receptor
activity;GO:0015276
|ligand-gated ion
channel activity;

K05205
GRIK5; glutamate
receptor, ionotropic
kainate 5

ENSG00000105819 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PMPCB protein_coding chr7:103297422-
103329511:+

gi|119603733|gb|EA
W83327.1| 2556 0

peptidase
(mitochondrial
processing) beta,
isoform CRA_c
[Homo sapiens]

gi|94538353|ref|NM
_004279.2| 2468 0

Homo sapiens
peptidase
(mitochondrial
processing) beta
(PMPCB), mRNA

O75439 220 5.00E-155

Mitochondrial-
processing
peptidase subunit
beta

SPBP23A10.15c 436 4.00E-143 COG0612 pfam00675 Peptidase_M16
Insulinase
(Peptidase family
M16).

GO:0009060|aerobic
respiration;GO:0006
122|mitochondrial
electron transport,
ubiquinol to
cytochrome
c;GO:0016485|protei
n processing;

GO:0005759|mitoch
ondrial
matrix;GO:0005750|
mitochondrial
respiratory chain
complex III;

GO:0004222|metallo
endopeptidase
activity;GO:0008270
|zinc ion binding;

K17732

PMPCB, MAS1;
mitochondrial-
processing
peptidase subunit
beta [EC:3.4.24.64]

ENSG00000105821 1 0 0 0 0.297112407 0 1 0 0 0.569016218 0.850041901 NA up no DNAJC2 protein_coding chr7:103312474-
103344873:-

gi|94538370|ref|NP_
055192.1| 2526 0

dnaJ homolog
subfamily C
member 2 isoform 1
[Homo sapiens]

gi|23271232|gb|BC0
32854.1| 2963 0

Homo sapiens DnaJ
(Hsp40) homolog,
subfamily C,
member 2, mRNA
(cDNA clone
IMAGE:4827893),
with apparent
retained intron

Q7TQ20 810 0
DnaJ homolog
subfamily C
member 2

SPBC1778.01c 204 1.00E-58 COG5269 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051083|'de
novo'
cotranslational
protein
folding;GO:0016569
|covalent chromatin
modification;GO:00
06260|DNA
replication;GO:2000
279|negative
regulation of DNA
biosynthetic
process;GO:004589
3|positive regulation
of transcription,
DNA-
templated;GO:19000
34|regulation of
cellular response to
heat;GO:0006351|tra
nscription, DNA-
templated;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0031965|nu
clear
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0001671|ATPas
e activator
activity;GO:0003682
|chromatin
binding;GO:000367
7|DNA
binding;GO:004239
3|histone
binding;GO:003054
4|Hsp70 protein
binding;GO:004482
2|poly(A) RNA
binding;GO:004313
0|ubiquitin binding;

K09522
DNAJC2; DnaJ
homolog subfamily
C member 2

ENSG00000105835 1 0 0 2 1.197753746 2 2 0 4 -0.908916847 0.531763806 0.649457719 down no NAMPT protein_coding chr7:106248285-
106286326:-

gi|5031977|ref|NP_0
05737.1| 2510 0

nicotinamide
phosphoribosyltrans
ferase precursor
[Homo sapiens]

gi|111161293|ref|N
M_005746.2| 4582 0

Homo sapiens
nicotinamide
phosphoribosyltrans
ferase (NAMPT),
mRNA

P43490 311 5.00E-100
Nicotinamide
phosphoribosyltrans
ferase

RSp0836 390 4.00E-120 COG1488 pfam04095 NAPRTase

Nicotinate
phosphoribosyltrans
ferase (NAPRTase)
family. Nicotinate
phosphoribosyltrans
ferase (EC:2.4.2.11)
is the rate limiting
enzyme that
catalyses the first
reaction in the NAD
salvage synthesis.
This family also
includes Pre-B cell
enhancing factor
that is a cytokine.
This family is
related to
Quinolinate
phosphoribosyltrans
ferase pfam01729.

GO:0007267|cell-
cell
signaling;GO:00329
22|circadian
regulation of gene
expression;GO:0007
623|circadian
rhythm;GO:0007565
|female
pregnancy;GO:0009
435|NAD
biosynthetic
process;GO:000676
9|nicotinamide
metabolic
process;GO:000828
4|positive regulation
of cell
proliferation;GO:00
51770|positive
regulation of nitric-
oxide synthase
biosynthetic
process;GO:004866
1|positive regulation
of smooth muscle
cell
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00140
70|response to
organic cyclic

GO:0030054|cell
junction;GO:000582
9|cytosol;GO:00700
62|extracellular
exosome;GO:00056
15|extracellular
space;GO:0005654|n
ucleoplasm;

GO:0005125|cytokin
e
activity;GO:0008144
|drug
binding;GO:004728
0|nicotinamide
phosphoribosyltrans
ferase
activity;GO:0004514
|nicotinate-
nucleotide
diphosphorylase
(carboxylating)
activity;

K03462

NAMPT;
nicotinamide
phosphoribosyltrans
ferase [EC:2.4.2.12]

ENSG00000105856 2 4 1 4 4.797641486 7 6 9 11 -1.080085167 0.112381735 0.203012167 down no HBP1 protein_coding chr7:107168961-
107202529:+

gi|694923299|ref|XP
_009452138.1| 2708 0

PREDICTED: HMG
box-containing
protein 1 isoform
X2 [Pan
troglodytes]

gi|47834345|ref|NM
_012257.3| 2829 0

Homo sapiens
HMG-box
transcription factor
1 (HBP1), transcript
variant 2, mRNA

O60381 226 8.00E-69 HMG box-
containing protein 1 . . . . pfam08517 AXH

Ataxin-1 and HBP1
module (AXH).
AXH is a protein-
protein and RNA
binding motif found
in Ataxin-1 (ATX1).
ATX1 is responsible
for the autosomal-
dominant
neurodegenerative
disorder
Spinocerebellar
ataxia type-1
(SCA1) in humans.
The AXH module
has also been
identified in the
apparently unrelated
transcription factor
HBP1 which is
thought to be
involved in the
architectural
regulation of
chromatin and in
specific gene
expression.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000372
3|RNA binding;

. .

ENSG00000105866 9 4 7 7 7.604188613 10 9 10 4 0.314602534 0.598024582 0.710103061 up no SP4 protein_coding chr7:21428034-
21514822:+

gi|795614377|ref|XP
_011729430.1| 2762 0

PREDICTED:
transcription factor
Sp4 isoform X1
[Macaca
nemestrina]

gi|530384939|ref|X
M_005249828.1| 6067 0

PREDICTED:
Homo sapiens Sp4
transcription factor
(SP4), transcript
variant X1, mRNA

Q02446 431 4.00E-131 Transcription factor
Sp4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006357|regulati
on of transcription
from RNA
polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0045171|inte
rcellular
bridge;GO:0015630|
microtubule
cytoskeleton;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000371
3|transcription
coactivator activity;

K09194 SP4; transcription
factor Sp4

ENSG00000105875 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no WDR91 protein_coding chr7:135183839-
135211534:-

gi|222080092|ref|NP
_054868.3| 3767 0

WD repeat-
containing protein
91 [Homo sapiens]

gi|222080091|ref|N
M_014149.3| 4588 0

Homo sapiens WD
repeat domain 91
(WDR91), mRNA

A4D1P6 195 1.00E-69
WD repeat-
containing protein
91

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006357|regulati
on of transcription
from RNA
polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0045171|inte
rcellular
bridge;GO:0015630|
microtubule
cytoskeleton;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000371
3|transcription
coactivator activity;

. .

ENSG00000105879 1 1 1 4 4.220922402 12 8 5 8 -1.746341738 0.028654648 0.075829983 down no CBLL1 protein_coding chr7:107743697-
107761667:+

gi|209180481|ref|NP
_079090.2| 1677 0

E3 ubiquitin-protein
ligase Hakai isoform
1 [Homo sapiens]

gi|546231485|ref|N
M_024814.3| 4432 0

Homo sapiens Cbl
proto-oncogene-like
1, E3 ubiquitin
protein ligase
(CBLL1), transcript
variant 1, mRNA

Q4R7I8 261 2.00E-83 E3 ubiquitin-protein
ligase Hakai . . . . pfam13923 zf-C3HC4_2 Zinc finger, C3HC4

type (RING finger).

GO:0007162|negativ
e regulation of cell
adhesion;GO:00303
35|positive
regulation of cell
migration;GO:00458
07|positive
regulation of
endocytosis;GO:001
6567|protein
ubiquitination;GO:0
030155|regulation of
cell
adhesion;GO:00163
37|single organismal
cell-cell adhesion;

GO:0016607|nuclear
speck;GO:0000151|
ubiquitin ligase
complex;

GO:0016874|ligase
activity;GO:0003676
|nucleic acid
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K15685

CBLL1; E3
ubiquitin-protein
ligase Hakai
[EC:2.3.2.27]

ENSG00000105887 6 5 2 19 21.31884558 55 51 23 43 -1.972782315 0.00020805 0.001836421 down yes MTPN protein_coding chr7:135926761-
135977353:-

gi|21956645|ref|NP_
665807.1| 623 7.00E-72 myotrophin [Homo

sapiens]
gi|373938423|ref|N
M_001128619.2| 3738 0

Homo sapiens
leucine zipper
protein 6 (LUZP6),
mRNA

P58546 244 3.00E-73 Myotrophin . . . . pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0006584|catech
olamine metabolic
process;GO:001604
9|cell
growth;GO:0071260
|cellular response to
mechanical
stimulus;GO:002170
7|cerebellar granule
cell
differentiation;GO:0
030182|neuron
differentiation;GO:0
010613|positive
regulation of
cardiac muscle
hypertrophy;GO:00
30307|positive
regulation of cell
growth;GO:0010557
|positive regulation
of macromolecule
biosynthetic
process;GO:005109
2|positive regulation
of NF-kappaB
transcription factor
activity;GO:0051247
|positive regulation
of protein metabolic
process;GO:200081
2|regulation of
barbed-end actin
filament
capping;GO:001620

GO:0030424|axon;G
O:0005829|cytosol;
GO:0070062|extrace
llular
exosome;GO:00082
90|F-actin capping
protein
complex;GO:000563
4|nucleus;GO:00484
71|perinuclear
region of cytoplasm;

GO:0043565|sequen
ce-specific DNA
binding;

. .



ENSG00000105953 0 1 0 11 15.6006221 57 43 8 36 -3.287224699 0.000395733 0.003122689 down yes OGDH protein_coding chr7:44606572-
44709066:+

gi|821022514|ref|XP
_012352206.1| 5623 0

PREDICTED: 2-
oxoglutarate
dehydrogenase,
mitochondrial
isoform X1
[Nomascus
leucogenys]

gi|259013550|ref|N
M_002541.3| 4181 0

Homo sapiens
oxoglutarate (alpha-
ketoglutarate)
dehydrogenase
(lipoamide)
(OGDH), transcript
variant 1, mRNA

Q02218 2124 0
2-oxoglutarate
dehydrogenase,
mitochondrial

SPBC3H7.03c 754 0 COG0567 pfam00676 E1_dh

Dehydrogenase E1
component. This
family uses
thiamine
pyrophosphate as a
cofactor. This
family includes
pyruvate
dehydrogenase, 2-
oxoglutarate
dehydrogenase and
2-oxoisovalerate
dehydrogenase.

GO:0006103|2-
oxoglutarate
metabolic
process;GO:002169
5|cerebellar cortex
development;GO:00
06091|generation of
precursor
metabolites and
energy;GO:0006096|
glycolytic
process;GO:004648
7|glyoxylate
metabolic
process;GO:002176
6|hippocampus
development;GO:00
06554|lysine
catabolic
process;GO:000673
4|NADH metabolic
process;GO:006103
4|olfactory bulb
mitral cell layer
development;GO:00
21860|pyramidal
neuron
development;GO:00
21756|striatum
development;GO:00
06104|succinyl-CoA
metabolic
process;GO:002202
8|tangential
migration from the

GO:0005759|mitoch
ondrial
matrix;GO:0031966|
mitochondrial
membrane;GO:0005
739|mitochondrion;
GO:0045252|oxoglu
tarate
dehydrogenase
complex;

GO:0046872|metal
ion
binding;GO:003460
2|oxoglutarate
dehydrogenase
(NAD+)
activity;GO:0004591
|oxoglutarate
dehydrogenase
(succinyl-
transferring)
activity;GO:0030976
|thiamine
pyrophosphate
binding;

K00164

OGDH, sucA; 2-
oxoglutarate
dehydrogenase E1
component
[EC:1.2.4.2]

ENSG00000105971 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CAV2 protein_coding chr7:116287380-
116508541:+

gi|4557413|ref|NP_0
01224.1| 857 2.00E-104 caveolin-2 isoform

a [Homo sapiens]
gi|209447120|ref|N
M_001135826.1| 3154 0

Pan troglodytes
caveolin 2 (CAV2),
mRNA

Q2QLF3 236 1.00E-74 Caveolin-2 . . . . pfam01146 Caveolin

Caveolin. All three
known Caveolin
forms have the
FEDVIAEP
caveolin 'signature
motif' within their
hydrophilic N-
terminal domain.
Caveolin 2 (Cav-2)
is co-localized and
co-expressed with
Cav-1/VIP21, forms
heterodimers with it
and needs Cav-1 for
proper membrane
localisation. Cav-3
has greater protein
sequence similarity
to Cav-1 than to
Cav-2. Cellular
processes caveolins
are involved in
include vesicular
transport,
cholesterol
homeostasis, signal
transduction, and
tumor suppression.

GO:0070836|caveol
a
assembly;GO:00070
29|endoplasmic
reticulum
organization;GO:00
08286|insulin
receptor signaling
pathway;GO:000700
5|mitochondrion
organization;GO:00
01937|negative
regulation of
endothelial cell
proliferation;GO:00
30512|negative
regulation of
transforming
growth factor beta
receptor signaling
pathway;GO:004479
1|positive regulation
by host of viral
release from host
cell;GO:0060161|po
sitive regulation of
dopamine receptor
signaling
pathway;GO:000193
8|positive regulation
of endothelial cell
proliferation;GO:00
43547|positive
regulation of
GTPase

GO:0002080|acroso
mal
membrane;GO:0005
901|caveola;GO:003
1234|extrinsic
component of
cytoplasmic side of
plasma
membrane;GO:0005
925|focal
adhesion;GO:00001
39|Golgi
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
634|nucleus;GO:004
8471|perinuclear
region of
cytoplasm;GO:0043
234|protein
complex;GO:003013
3|transport vesicle;

GO:0031748|D1
dopamine receptor
binding;

K12958 CAV2; caveolin 2

ENSG00000105993 1 0 0 2 1.01414573 0 1 3 2 -0.515740284 0.735849361 0.812100756 down no DNAJB6 protein_coding chr7:157335381-
157417439:+

gi|694925240|ref|XP
_009442790.1| 847 8.00E-111

PREDICTED: dnaJ
homolog subfamily
B member 6 [Pan
troglodytes]

gi|62089303|dbj|AB
209859.1| 5750 0

Homo sapiens
mRNA for DnaJ
(Hsp40) homolog,
subfamily B,
member 6 isoform a
variant protein

O75190 189 1.00E-56
DnaJ homolog
subfamily B
member 6

TVN0487 100 4.00E-23 COG0484 pfam00226 DnaJ

DnaJ domain. DnaJ
domains (J-
domains) are
associated with
hsp70 heat-shock
system and it is
thought that this
domain mediates
the interaction.
DnaJ-domain is
therefore part of a
chaperone (protein
folding) system.
The T-antigens,
although not in
Prosite are
confirmed as DnaJ
containing domains
from literature.

.

GO:0005634|nucleu
s;GO:0048471|perin
uclear region of
cytoplasm;GO:0030
018|Z disc;

. K09512
DNAJB6; DnaJ
homolog subfamily
B member 6

ENSG00000105996 1 0 0 5 5.616912391 15 9 10 15 -2.574207594 0.002320225 0.012360524 down yes HOXA2 protein_coding chr7:27100354-
27102811:-

gi|488599464|ref|XP
_004484860.1| 1608 0

PREDICTED:
homeobox protein
Hox-A2 [Dasypus
novemcinctus]

gi|237820693|ref|NG
_012078.1| 1990 0

Homo sapiens
homeobox A2
(HOXA2),
RefSeqGene on
chromosome 7

O43364 432 2.00E-144 Homeobox protein
Hox-A2 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
35284|brain
segmentation;GO:00
01709|cell fate
determination;GO:0
071300|cellular
response to retinoic
acid;GO:0009953|do
rsal/ventral pattern
formation;GO:0048
703|embryonic
viscerocranium
morphogenesis;GO:
0042474|middle ear
morphogenesis;GO:
0008045|motor
neuron axon
guidance;GO:00456
65|negative
regulation of
neuron
differentiation;GO:0
045668|negative
regulation of
osteoblast
differentiation;GO:0
002076|osteoblast
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00215

GO:0005654|nucleo
plasm;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09302 HOX_2; homeobox
protein HoxA/B2

ENSG00000105997 1 2 0 1 0.66282523 0 0 1 0 2.224030002 0.227631983 NA up no HOXA3 protein_coding chr7:27106184-
27152581:-

gi|13562112|ref|NP_
109377.1| 1523 0

homeobox protein
Hox-A3 isoform a
[Homo sapiens]

gi|84043947|ref|NM
_153631.2| 3396 0

Homo sapiens
homeobox A3
(HOXA3), transcript
variant 2, mRNA

O43365 591 0 Homeobox protein
Hox-A3 . . . . pfam00046 Homeobox Homeobox domain.

GO:0001525|angiog
enesis;GO:0048645|
organ
formation;GO:0009
952|anterior/posteri
or pattern
specification;GO:00
01974|blood vessel
remodeling;GO:005
1216|cartilage
development;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0021615|glossophar
yngeal nerve
morphogenesis;GO:
0060017|parathyroid
gland
development;GO:00
08284|positive
regulation of cell
proliferation;GO:00
10159|specification
of organ
position;GO:004853
8|thymus
development;GO:00
30878|thyroid gland
development;GO:00
06351|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09303 HOX_3; homeobox
protein HoxA/B/D3

ENSG00000106004 23 31 39 32 44.0823629 54 57 85 56 -0.438337107 0.196722539 0.313312227 down no HOXA5 protein_coding chr7:27141052-
27143668:-

gi|545214277|ref|XP
_001499628.2| 1125 2.00E-146

PREDICTED:
homeobox protein
Hox-A5 [Equus
caballus]

gi|324073512|ref|N
M_019102.3| 1657 0

Homo sapiens
homeobox A5
(HOXA5), mRNA

P20719 401 2.00E-135 Homeobox protein
Hox-A5 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
60435|bronchiole
development;GO:00
16477|cell
migration;GO:00607
64|cell-cell signaling
involved in
mammary gland
development;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0060441|epithelial
tube branching
involved in lung
morphogenesis;GO:
0060574|intestinal
epithelial cell
maturation;GO:0048
286|lung alveolus
development;GO:00
60480|lung goblet
cell
differentiation;GO:0
060484|lung-
associated
mesenchyme
development;GO:00
60749|mammary
gland alveolus
development;GO:00
60644|mammary
gland epithelial cell

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09305 HOX_5; homeobox
protein HoxA/B/C5

ENSG00000106006 0 0 0 0 1.108014267 7 3 1 0 -3.34548044 0.075017169 0.151960101 down no HOXA6 protein_coding chr7:27145396-
27150603:-

gi|13489077|ref|NP_
076919.1| 1170 5.00E-159

homeobox protein
Hox-A6 [Homo
sapiens]

gi|426355741|ref|X
M_004045219.1| 888 0

PREDICTED:
Gorilla gorilla
gorilla homeobox
A6 (HOXA6),
mRNA

P31267 455 2.00E-160 Homeobox protein
Hox-A6 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0006351|transcriptio
n, DNA-templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09306 HOX_6; homeobox
protein HoxA/B/C6



ENSG00000106052 1 1 0 2 0.944611452 1 0 2 1 0.470408909 0.742458151 NA up no TAX1BP1 protein_coding chr7:27739331-
27844564:+

gi|694919564|ref|XP
_009450778.1| 4182 0

PREDICTED: tax1-
binding protein 1
isoform X1 [Pan
troglodytes]

gi|224809297|ref|NG
_011499.1| 3846 0

Homo sapiens JAZF
zinc finger 1
(JAZF1),
RefSeqGene on
chromosome 7

Q5R4U3 311 4.00E-99 Tax1-binding
protein 1 homolog . . . . pfam07888 CALCOCO1

Calcium binding
and coiled-coil
domain
(CALCOCO1) like.
Proteins found in
this family are
similar to the
coiled-coil
transcriptional
coactivator protein
coexpressed by Mus
musculus
(CoCoA/CALCOC
O1). This protein
binds to a highly
conserved N-
terminal domain of
p160 coactivators,
such as GRIP1, and
thus enhances
transcriptional
activation by a
number of nuclear
receptors.
CALCOCO1 has a
central coiled-coil
region with three
leucine zipper
motifs, which is
required for its
interaction with
GRIP1 and may
regulate the
autonomous
transcriptional

GO:0006629|lipid
metabolic
process;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000367
6|nucleic acid
binding;

K19495
JAZF1; juxtaposed
with another zinc
finger protein 1

ENSG00000106105 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no GARS protein_coding chr7:30594681-
30634033:+

gi|116805340|ref|NP
_002038.2| 3705 0

glycine--tRNA
ligase precursor
[Homo sapiens]

gi|116805339|ref|N
M_002047.2| 2634 0

Homo sapiens
glycyl-tRNA
synthetase (GARS),
mRNA

P41250 248 5.00E-75 Glycine--tRNA
ligase SPAC3F10.03 630 0 COG0423 pfam00587 tRNA-synt_2b

tRNA synthetase
class II core domain
(G, H, P, S and T).
Other tRNA
synthetase sub-
families are too
dissimilar to be
included. This
domain is the core
catalytic domain of
tRNA synthetases
and includes glycyl,
histidyl, prolyl,
seryl and threonyl
tRNA synthetases.

GO:0015966|diaden
osine tetraphosphate
biosynthetic
process;GO:000642
6|glycyl-tRNA
aminoacylation;GO:
0006418|tRNA
aminoacylation for
protein translation;

GO:0030424|axon;G
O:0005737|cytoplas
m;GO:0005829|cyto
sol;GO:0070062|extr
acellular
exosome;GO:00057
59|mitochondrial
matrix;GO:0005654|
nucleoplasm;GO:00
30141|secretory
granule;

GO:0005524|ATP
binding;GO:000408
1|bis(5'-nucleosyl)-
tetraphosphatase
(asymmetrical)
activity;GO:0004820
|glycine-tRNA ligase
activity;GO:0046983
|protein
dimerization
activity;

K01880

GARS, glyS1;
glycyl-tRNA
synthetase
[EC:6.1.1.14]

ENSG00000106278 0 0 0 0 0.799831619 5 2 0 1 -2.876665481 0.144791665 NA down no PTPRZ1 protein_coding chr7:121873089-
122062036:+

gi|91208428|ref|NP_
002842.2| 11700 0

receptor-type
tyrosine-protein
phosphatase zeta
isoform 1 precursor
[Homo sapiens]

gi|91208427|ref|NM
_002851.2| 8159 0

Homo sapiens
protein tyrosine
phosphatase,
receptor-type, Z
polypeptide 1
(PTPRZ1),
transcript variant 1,
mRNA

P23471 311 1.00E-95
Receptor-type
tyrosine-protein
phosphatase zeta

SPAC26F1.10c 149 5.00E-36 COG5599 pfam00102 Y_phosphatase Protein-tyrosine
phosphatase.

GO:0007409|axonog
enesis;GO:0007417|
central nervous
system
development;GO:00
02244|hematopoietic
progenitor cell
differentiation;GO:0
007611|learning or
memory;GO:004870
9|oligodendrocyte
differentiation;GO:0
035335|peptidyl-
tyrosine
dephosphorylation;
GO:0006470|protein
dephosphorylation;
GO:0070445|regulati
on of
oligodendrocyte
progenitor
proliferation;

GO:0005887|integral
component of
plasma
membrane;GO:0031
226|intrinsic
component of
plasma
membrane;GO:0072
534|perineuronal
net;GO:0005578|pro
teinaceous
extracellular matrix;

GO:0004725|protein
tyrosine
phosphatase
activity;GO:0005001
|transmembrane
receptor protein
tyrosine
phosphatase
activity;

K08114

PTPRZ; receptor-
type tyrosine-
protein phosphatase
zeta [EC:3.1.3.48]

ENSG00000106299 0 0 0 3 2.322246396 11 2 2 5 -2.359254338 0.075294343 0.152343799 down no WASL protein_coding chr7:123681935-
123749067:-

gi|55728536|emb|C
AH91010.1| 1367 2.00E-170 hypothetical protein

[Pongo abelii]
gi|523498695|ref|N
M_003941.3| 4435 0

Homo sapiens
Wiskott-Aldrich
syndrome-like
(WASL), mRNA

O00401 531 1.00E-171
Neural Wiskott-
Aldrich syndrome
protein

. . . . pfam00568 WH1

WH1 domain.
WASp Homology
domain 1 (WH1)
domain. WASP is
the protein that is
defective in
Wiskott-Aldrich
syndrome (WAS).
The majority of
point mutations
occur within the
amino- terminal
WH1 domain. The
metabotropic
glutamate receptors
mGluR1alpha and
mGluR5 bind a
protein called
homer, which is a
WH1 domain
homologue. A
subset of WH1
domains has been
termed a "EVH1"
domain and appear
to bind a
polyproline motif.

GO:0008154|actin
polymerization or
depolymerization;G
O:0051301|cell
division;GO:003462
9|cellular protein
complex
localization;GO:004
8013|ephrin
receptor signaling
pathway;GO:003809
6|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
06900|membrane
budding;GO:000706
7|mitotic nuclear
division;GO:000692
8|movement of cell
or subcellular
component;GO:200
0402|negative
regulation of
lymphocyte
migration;GO:19035
26|negative
regulation of
membrane
tubulation;GO:2000
601|positive
regulation of Arp2/3
complex-mediated
actin
nucleation;GO:2000

GO:0030478|actin
cap;GO:0015629|acti
n
cytoskeleton;GO:00
16023|cytoplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0030666
|endocytic vesicle
membrane;GO:0070
062|extracellular
exosome;GO:00300
27|lamellipodium;G
O:0005634|nucleus;
GO:0005886|plasma
membrane;

GO:0030695|GTPas
e regulator activity; K05747

WAS; Wiskott-
Aldrich syndrome
protein

ENSG00000106304 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SPAM1 protein_coding chr7:123925237-
123971414:+

gi|21314606|ref|NP_
003108.2| 2679 0

hyaluronidase PH-
20 isoform 1 [Homo
sapiens]

gi|291290977|ref|N
M_003117.4| 2346 0

Homo sapiens
sperm adhesion
molecule 1 (PH-20
hyaluronidase, zona
pellucida binding)
(SPAM1), transcript
variant 1, mRNA

P38567 1001 0 Hyaluronidase PH-
20 . . . . pfam01630 Glyco_hydro_56 Hyaluronidase.

GO:0007339|bindin
g of sperm to zona
pellucida;GO:00059
75|carbohydrate
metabolic
process;GO:000715
5|cell
adhesion;GO:00073
42|fusion of sperm
to egg plasma
membrane;GO:0035
036|sperm-egg
recognition;

GO:0031225|anchor
ed component of
membrane;GO:0005
886|plasma
membrane;

GO:0004415|hyalur
ononglucosaminida
se activity;

K01197
hya;
hyaluronoglucosami
nidase [EC:3.2.1.35]

ENSG00000106348 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no IMPDH1 protein_coding chr7:128392277-
128410252:-

gi|34328930|ref|NP_
000874.2| 2978 0

inosine-5'-
monophosphate
dehydrogenase 1
isoform a [Homo
sapiens]

gi|426357787|ref|X
M_004046166.1| 2786 0

PREDICTED:
Gorilla gorilla
gorilla IMP (inosine
5'-monophosphate)
dehydrogenase 1,
transcript variant 3
(IMPDH1), mRNA

A0JNA3 157 2.00E-43
Inosine-5'-
monophosphate
dehydrogenase 1

. . . . pfam00478 IMPDH

IMP dehydrogenase
/ GMP reductase
domain. This family
is involved in
biosynthesis of
guanosine
nucleotide.
Members of this
family contain a
TIM barrel
structure. In the
inosine
monophosphate
dehydrogenases 2
CBS domains
pfam00571 are
inserted in the TIM
barrel. This family
is a member of the
common phosphate
binding site TIM
barrel family.

GO:0006177|GMP
biosynthetic
process;GO:000618
3|GTP biosynthetic
process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003938|IMP
dehydrogenase
activity;GO:0046872
|metal ion
binding;GO:000016
6|nucleotide
binding;

K00088
guaB; IMP
dehydrogenase
[EC:1.1.1.205]

ENSG00000106351 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no AGFG2 protein_coding chr7:100539211-
100568219:+

gi|91984781|ref|NP_
006067.3| 1953 0

arf-GAP domain
and FG repeat-
containing protein 2
[Homo sapiens]

gi|91984780|ref|NM
_006076.4| 4796 0

Homo sapiens
ArfGAP with FG
repeats 2 (AGFG2),
mRNA

O95081 256 9.00E-78
Arf-GAP domain
and FG repeat-
containing protein 2

YNL204c 53.5 2.00E-07 COG5347 pfam01412 ArfGap

Putative GTPase
activating protein
for Arf. Putative
zinc fingers with
GTPase activating
proteins (GAPs)
towards the small
GTPase, Arf. The
GAP of ARD1
stimulates GTPase
hydrolysis for
ARD1 but not
ARFs.

. GO:0016020|membr
ane;

GO:0005096|GTPas
e activator
activity;GO:0046872
|metal ion binding;

. .

ENSG00000106415 1 2 0 0 3.651900471 9 9 8 6 -2.87723356 0.005137225 0.022284745 down yes GLCCI1 protein_coding chr7:7968794-
8094272:+

gi|332864690|ref|XP
_518970.3| 1767 0

PREDICTED:
glucocorticoid-
induced transcript 1
protein isoform X1
[Pan troglodytes]

gi|375065834|ref|N
M_138426.3| 4743 0

Homo sapiens
glucocorticoid
induced 1
(GLCCI1), mRNA

Q86VQ1 197 8.00E-52
Glucocorticoid-
induced transcript 1
protein

. . . . pfam15388 FAM117

Protein Family
FAM117. This
protein family is a
domain of
unknown function
found in
eukaryotes. Proteins
in this family are
typically between
269 and 453 amino
acids in length.
There are two
conserved sequence
motifs: RRT and
TQT.

GO:0048477|oogene
sis;GO:0001541|ova
rian follicle
development;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000106443 0 1 0 3 1.444608816 3 2 2 3 -0.916927518 0.444404797 0.572507168 down no PHF14 protein_coding chr7:10973872-
11169630:+

gi|686725711|ref|XP
_009241254.1| 4008 0

PREDICTED: PHD
finger protein 14
isoform X2 [Pongo
abelii]

gi|292781135|ref|N
M_014660.3| 4276 0

Homo sapiens PHD
finger protein 14
(PHF14), transcript
variant 2, mRNA

O94880 291 5.00E-90 PHD finger protein
14 YPR031w 107 4.00E-23 COG5141 pfam13832 zf-HC5HC2H_2 PHD-zinc-finger

like domain.

GO:0048286|lung
alveolus
development;GO:00
08285|negative
regulation of cell
proliferation;GO:00
72201|negative
regulation of
mesenchymal cell
proliferation;GO:20
00791|negative
regulation of
mesenchymal cell
proliferation
involved in lung
development;GO:20
00584|negative
regulation of
platelet-derived
growth factor
receptor-alpha
signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0008270|zinc
ion binding; . .



ENSG00000106459 2 1 1 1 1.008519358 0 0 1 1 1.941738321 0.20693266 0.325099636 up no NRF1 protein_coding chr7:129611714-
129757082:+

gi|642945625|ref|NP
_001280092.1| 2111 0

nuclear respiratory
factor 1 isoform 2
[Homo sapiens]

gi|93141038|ref|NM
_001040110.1| 3513 0

Homo sapiens
nuclear respiratory
factor 1 (NRF1),
transcript variant 2,
mRNA

Q9WU00 280 5.00E-89 Nuclear respiratory
factor 1 . . . . pfam10491 Nrf1_DNA-bind

NLS-binding and
DNA-binding and
dimerization
domains of Nrf1. In
Drosophila, the
erect wing (ewg)
protein is required
for proper
development of the
central nervous
system and the
indirect flight
muscles. The fly
ewg gene encodes a
novel DNA-binding
domain that is also
found in four genes
previously
identified in sea
urchin, chicken,
zebrafish, and
human. Nuclear
respiratory factor-1
is a transcriptional
activator that has
been implicated in
the nuclear control
of respiratory chain
expression in
vertebrates. The
first 26 amino acids
of nuclear
respiratory factor-1
are required for the
binding of dynein

GO:0007005|mitoch
ondrion
organization;GO:00
07275|multicellular
organismal
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;

GO:0070062|extrace
llular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0005667|transcrip
tion factor complex;

GO:0001046|core
promoter sequence-
specific DNA
binding;GO:004280
3|protein
homodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K11831 NRF1; nuclear
respiratory factor 1

ENSG00000106462 2 6 2 3 2.824188913 1 1 3 5 0.898566859 0.30910134 0.436615074 up no EZH2 protein_coding chr7:148807383-
148884321:-

gi|635117103|ref|XP
_007981541.1| 3658 0

PREDICTED:
histone-lysine N-
methyltransferase
EZH2 isoform X5
[Chlorocebus
sabaeus]

gi|62087369|dbj|AB
208895.1| 3641 0

Homo sapiens
mRNA for
Enhancer of zeste
homolog 2 variant
protein

Q15910 597 0
Histone-lysine N-
methyltransferase
EZH2

ECU09g1750 165 9.00E-42 COG2940 pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0014898|cardiac
muscle hypertrophy
in response to
stress;GO:0070301|c
ellular response to
hydrogen
peroxide;GO:00359
84|cellular response
to trichostatin
A;GO:0021695|cere
bellar cortex
development;GO:00
06325|chromatin
organization;GO:00
06306|DNA
methylation;GO:007
0314|G1 to G0
transition;GO:00363
33|hepatocyte
homeostasis;GO:002
1766|hippocampus
development;GO:00
70734|histone H3-
K27
methylation;GO:009
8532|histone H3-
K27
trimethylation;GO:0
097421|liver
regeneration;GO:00
45605|negative
regulation of
epidermal cell
differentiation;GO:2
000134|negative

GO:0005737|cytopla
sm;GO:0035098|ES
C/E(Z)
complex;GO:000079
0|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0045120|pronuc
leus;

GO:0003682|chrom
atin
binding;GO:003149
0|chromatin DNA
binding;GO:000104
7|core promoter
binding;GO:000367
7|DNA
binding;GO:004205
4|histone
methyltransferase
activity;GO:0046976
|histone
methyltransferase
activity (H3-K27
specific);GO:001802
4|histone-lysine N-
methyltransferase
activity;GO:0070878
|primary miRNA
binding;GO:199084
1|promoter-specific
chromatin
binding;GO:001627
9|protein-lysine N-
methyltransferase
activity;GO:0043021
|ribonucleoprotein
complex
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA binding;

K11430

EZH2; histone-
lysine N-
methyltransferase
EZH2 [EC:2.1.1.43]

ENSG00000106484 0 12 4 2 7.024714441 15 15 7 9 -0.867556233 0.254485806 0.378566717 down no MEST protein_coding chr7:130486171-
130506296:+

gi|426357910|ref|XP
_004046272.1| 1949 0

PREDICTED:
mesoderm-specific
transcript homolog
protein isoform 4
[Gorilla gorilla
gorilla]

gi|359806814|ref|N
M_002402.3| 2465 0

Homo sapiens
mesoderm specific
transcript (MEST),
transcript variant 1,
mRNA

Q07646 119 4.00E-30 Mesoderm-specific
transcript protein . . . . pfam12697 Abhydrolase_6

Alpha/beta
hydrolase family.
This family contains
alpha/beta hydrolase
enzymes of diverse
specificity.

GO:0007498|mesod
erm
development;GO:00
10883|regulation of
lipid storage;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00160
21|integral
component of
membrane;

GO:0016787|hydrol
ase activity; . .

ENSG00000106526 0 1 0 0 0.333131291 0 0 2 0 -0.176010633 0.953030375 NA down no ACTR3C protein_coding chr7:150243916-
150323725:-

gi|256574835|ref|NP
_001157930.1| 1116 6.00E-150

actin-related protein
3C precursor
[Homo sapiens]

gi|34364674|emb|BX
640643.1| 5598 0

Homo sapiens
mRNA; cDNA
DKFZp686O24114
(from clone
DKFZp686O24114)

Q641P0 141 1.00E-38 Actin-related
protein 3B YJR065c 163 3.00E-41 COG5277 pfam00022 Actin Actin.

GO:0008589|regulati
on of smoothened
signaling pathway;

GO:0005929|cilium; GO:0046872|metal
ion binding; K18584

ACTR3, ARP3;
actin-related protein
3

ENSG00000106536 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no POU6F2 protein_coding chr7:38977998-
39493095:+

gi|767944831|ref|XP
_011513416.1| 1762 0

PREDICTED: POU
domain, class 6,
transcription factor
2 isoform X2
[Homo sapiens]

gi|635113592|ref|X
M_007981557.1| 5351 0

PREDICTED:
Chlorocebus
sabaeus POU class 6
homeobox 2
(POU6F2),
transcript variant
X3, mRNA

P78424 246 9.00E-76
POU domain, class
6, transcription
factor 2

YML027w 52.8 2.00E-06 COG5576 pfam00157 Pou
Pou domain - N-
terminal to
homeobox domain.

GO:0007417|central
nervous system
development;GO:00
07402|ganglion
mother cell fate
determination;GO:0
006355|regulation of
transcription, DNA-
templated;GO:00063
66|transcription
from RNA
polymerase II
promoter;GO:00076
01|visual
perception;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09368

POU6F; POU
domain
transcription factor,
class 6

ENSG00000106615 3 9 5 9 5.19706529 1 4 8 3 1.186669457 0.089127921 0.170403162 up no RHEB protein_coding chr7:151466012-
151520120:-

gi|5032041|ref|NP_0
05605.1| 972 1.00E-124

GTP-binding
protein Rheb
[Homo sapiens]

gi|100913214|ref|N
M_005614.3| 2075 0

Homo sapiens Ras
homolog enriched
in brain (RHEB),
mRNA

Q15382 218 2.00E-70 GTP-binding
protein Rheb . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0032008|positiv
e regulation of TOR
signaling;GO:00072
64|small GTPase
mediated signal
transduction;

GO:0005829|cytosol
;GO:0005789|endopl
asmic reticulum
membrane;GO:0000
139|Golgi
membrane;

GO:0005525|GTP
binding;GO:004687
2|metal ion binding;

K07208
RHEB; Ras
homolog enriched
in brain

ENSG00000106617 4 13 10 18 16.44854994 26 27 29 21 -0.705917567 0.078542584 0.156724053 down no PRKAG2 protein_coding chr7:151556111-
151877125:-

gi|33186925|ref|NP_
057287.2| 2672 0

5'-AMP-activated
protein kinase
subunit gamma-2
isoform a [Homo
sapiens]

gi|100913190|ref|N
M_016203.3| 3302 0

Homo sapiens
protein kinase,
AMP-activated,
gamma 2 non-
catalytic subunit
(PRKAG2),
transcript variant a,
mRNA

Q5R4S0 186 2.00E-54
5'-AMP-activated
protein kinase
subunit gamma-2

YGL115w 195 7.00E-54 COG0517 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006633|fatty
acid biosynthetic
process;

. GO:0005524|ATP
binding; K07200

PRKAG; 5'-AMP-
activated protein
kinase, regulatory
gamma subunit

ENSG00000106624 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AEBP1 protein_coding chr7:44104361-
44114562:+

gi|62089074|dbj|BA
D92981.1| 3917 0

adipocyte enhancer
binding protein 1
precursor variant
[Homo sapiens]

gi|495528518|ref|N
M_001129.4| 4081 0

Homo sapiens AE
binding protein 1
(AEBP1), mRNA

Q8IUX7 1511 0
Adipocyte
enhancer-binding
protein 1

. . . . pfam00246 Peptidase_M14 Zinc
carboxypeptidase.

GO:0007517|muscle
organ
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00065
18|peptide
metabolic
process;GO:001648
5|protein
processing;GO:0001
501|skeletal system
development;GO:00
06351|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
15|extracellular
space;GO:0005634|n
ucleus;

GO:0004180|carbox
ypeptidase
activity;GO:0004181
|metallocarboxypept
idase
activity;GO:0000977
|RNA polymerase II
regulatory region
sequence-specific
DNA
binding;GO:000418
5|serine-type
carboxypeptidase
activity;GO:0003714
|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000106682 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no EIF4H protein_coding chr7:74174245-
74197101:+

gi|558122736|ref|XP
_006088297.1| 881 1.00E-107

PREDICTED:
eukaryotic
translation initiation
factor 4H isoform
X1 [Myotis
lucifugus]

gi|426356538|ref|X
M_004045574.1| 2548 0

PREDICTED:
Gorilla gorilla
gorilla eukaryotic
translation initiation
factor 4H, transcript
variant 2 (EIF4H),
mRNA

Q15056 340 4.00E-108
Eukaryotic
translation initiation
factor 4H

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0002181|cytopla
smic
translation;GO:0048
589|developmental
growth;GO:0097010
|eukaryotic
translation initiation
factor 4F complex
assembly;GO:00017
31|formation of
translation
preinitiation
complex;GO:000644
6|regulation of
translational
initiation;GO:00199
53|sexual
reproduction;GO:00
06413|translational
initiation;GO:00160
32|viral process;

GO:0005913|cell-
cell adherens
junction;GO:000582
9|cytosol;GO:00162
81|eukaryotic
translation initiation
factor 4F
complex;GO:001602
0|membrane;GO:00
48471|perinuclear
region of
cytoplasm;GO:0005
844|polysome;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00043
86|helicase
activity;GO:0000166
|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:004302
4|ribosomal small
subunit
binding;GO:000372
3|RNA
binding;GO:003359
2|RNA strand
annealing
activity;GO:0034057
|RNA strand-
exchange
activity;GO:0008135
|translation factor
activity, RNA
binding;GO:000374
3|translation
initiation factor
activity;

. .



ENSG00000106689 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no LHX2 protein_coding chr9:124001670-
124033301:+

gi|544492339|ref|XP
_005580869.1| 1723 0

PREDICTED:
LIM/homeobox
protein Lhx2
isoform X1 [Macaca
fascicularis]

gi|30795195|ref|NM
_004789.3| 2416 0

Homo sapiens LIM
homeobox 2
(LHX2), mRNA

P50458 660 0 LIM/homeobox
protein Lhx2 ECU03g1170 60.8 2.00E-09 COG5576 pfam00046 Homeobox Homeobox domain.

GO:0048646|anatom
ical structure
formation involved
in
morphogenesis;GO:
0048675|axon
extension;GO:00074
11|axon
guidance;GO:00074
20|brain
development;GO:00
21987|cerebral
cortex
development;GO:00
09953|dorsal/ventral
pattern
formation;GO:0001
942|hair follicle
development;GO:00
45199|maintenance
of epithelial cell
apical/basal
polarity;GO:000749
8|mesoderm
development;GO:20
00678|negative
regulation of
transcription
regulatory region
DNA
binding;GO:000739
9|nervous system
development;GO:00
01843|neural tube
closure;GO:0022008

GO:0005622|intracel
lular;GO:0005634|n
ucleus;

GO:0003682|chrom
atin
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000107
6|transcription
factor activity, RNA
polymerase II
transcription factor
binding;GO:000827
0|zinc ion binding;

K09373
LHX2_9; LIM
homeobox protein
2/9

ENSG00000106701 0 0 1 1 0.776541122 1 3 0 1 -0.768324318 0.644964781 NA down no FSD1L protein_coding chr9:105447796-
105552433:+

gi|223718222|ref|NP
_001138785.1| 2789 0

FSD1-like protein
isoform 3 [Homo
sapiens]

gi|563407066|ref|N
M_001287191.1| 7664 0

Homo sapiens
fibronectin type III
and SPRY domain
containing 1-like
(FSD1L), transcript
variant 4, mRNA

Q9BXM9 679 0 FSD1-like protein . . . . pfam00622 SPRY

SPRY domain.
SPRY Domain is
named from SPla
and the RYanodine
Receptor. Domain
of unknown
function. Distant
homologues are
domains in
butyrophilin/maren
ostrin/pyrin
homologues.

. GO:0005622|intracel
lular; . . .

ENSG00000106780 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no MEGF9 protein_coding chr9:120600813-
120714470:-

gi|304434526|ref|NP
_001073966.2| 2447 0

multiple epidermal
growth factor-like
domains protein 9
precursor [Homo
sapiens]

gi|304434525|ref|N
M_001080497.2| 6193 0

Homo sapiens
multiple EGF-like-
domains 9
(MEGF9), mRNA

Q9H1U4 934 0
Multiple epidermal
growth factor-like
domains protein 9

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005604|baseme
nt
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000106799 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no TGFBR1 protein_coding chr9:99104038-
99154192:+

gi|395823898|ref|XP
_003785213.1| 2588 0

PREDICTED: TGF-
beta receptor type-1
[Otolemur garnettii]

gi|333756553|emb|A
J619019.2| 6445 0

Homo sapiens
mRNA for
transforming
growth factor
receptor beta 1
(TBETAR1 gene),
long variant

O46680 179 2.00E-51 TGF-beta receptor
type-1 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0000186|activati
on of MAPKK
activity;GO:0032924
|activin receptor
signaling
pathway;GO:006097
8|angiogenesis
involved in
coronary vascular
morphogenesis;GO:
0009952|anterior/po
sterior pattern
specification;GO:00
06915|apoptotic
process;GO:004884
4|artery
morphogenesis;GO:
0001824|blastocyst
development;GO:00
60317|cardiac
epithelial to
mesenchymal
transition;GO:00070
50|cell cycle
arrest;GO:0048870|c
ell
motility;GO:007156
0|cellular response
to transforming
growth factor beta
stimulus;GO:003019
9|collagen fibril
organization;GO:00
60982|coronary
artery

GO:0005923|bicellul
ar tight
junction;GO:000562
3|cell;GO:0009986|c
ell
surface;GO:0005768
|endosome;GO:0005
622|intracellular;GO
:0016020|membrane
;GO:0045121|memb
rane
raft;GO:0005886|pla
sma
membrane;GO:0043
235|receptor
complex;GO:007002
2|transforming
growth factor beta
receptor
homodimeric
complex;

GO:0005524|ATP
binding;GO:007041
1|I-SMAD
binding;GO:004687
2|metal ion
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0005057
|receptor signaling
protein
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase
activity;GO:0046332
|SMAD
binding;GO:005043
1|transforming
growth factor beta
binding;GO:000502
5|transforming
growth factor beta
receptor activity,
type
I;GO:0005024|transf
orming growth
factor beta-activated
receptor
activity;GO:0005114
|type II

K04674

TGFBR1, ALK5;
TGF-beta receptor
type-1
[EC:2.7.11.30]

ENSG00000106829 3 0 3 2 4.515870315 10 7 4 11 -1.377035515 0.089726624 0.170608345 down no TLE4 protein_coding chr9:79571773-
79726882:+

gi|544224628|ref|NP
_001269677.1| 3848 0

transducin-like
enhancer protein 4
isoform 1 [Homo
sapiens]

gi|544224622|ref|N
M_001282753.1| 4868 0

Homo sapiens
transducin-like
enhancer of split 4
(TLE4), transcript
variant 4, mRNA

Q04727 137 4.00E-36 Transducin-like
enhancer protein 4 . . . . pfam03920 TLE_N

Groucho/TLE N-
terminal Q-rich
domain. The N-
terminal domain of
the Grouch/TLE co-
repressor proteins
are involved in
oligomerization.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0005634|nucleu
s;

GO:0003682|chrom
atin
binding;GO:007049
1|repressing
transcription factor
binding;GO:000371
4|transcription
corepressor
activity;GO:0003705
|transcription factor
activity, RNA
polymerase II distal
enhancer sequence-
specific binding;

. .

ENSG00000106948 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no AKNA protein_coding chr9:114334156-
114394405:-

gi|151301137|ref|NP
_110394.3| 6521 0

AT-hook-
containing
transcription factor
[Homo sapiens]

gi|157168353|ref|N
M_030767.4| 7380 0

Homo sapiens AT-
hook transcription
factor (AKNA),
mRNA

Q7Z591 212 1.00E-61
AT-hook-
containing
transcription factor

. . . . pfam12443 AKNA

AT-hook-
containing
transcription factor.
This domain family
is found in
eukaryotes, and is
approximately 110
amino acids in
length. This family
contains a
transcription factor
which regulates the
expression of the
costimulatory
molecules on
lymphocytes.

GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;

GO:0016020|membr
ane;GO:0005634|nu
cleus;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000106976 29 39 70 100 119.5407711 204 221 207 228 -1.338526514 4.11E-05 0.00054021 down yes DNM1 protein_coding chr9:128191655-
128255248:+

gi|512974406|ref|XP
_004849288.1| 4133 0

PREDICTED:
dynamin-1 isoform
X5 [Heterocephalus
glaber]

gi|635070879|ref|X
M_008006079.1| 4233 0

PREDICTED:
Chlorocebus
sabaeus dynamin 1
(DNM1), transcript
variant X9, mRNA

P21575 193 4.00E-97 Dynamin-1 SPBC12C2.08 46.2 1.00E-06 COG0699 pfam01031 Dynamin_M

Dynamin central
region. This region
lies between the
GTPase domain, see
pfam00350, and the
pleckstrin
homology (PH)
domain, see
pfam00169.

GO:0008344|adult
locomotory
behavior;GO:00725
83|clathrin-mediated
endocytosis;GO:000
3374|dynamin
polymerization
involved in
mitochondrial
fission;GO:0007032|
endosome
organization;GO:00
02031|G-protein
coupled receptor
internalization;GO:0
061025|membrane
fusion;GO:0000266|
mitochondrial
fission;GO:1903423|
positive regulation
of synaptic vesicle
recycling;GO:00512
62|protein
tetramerization;GO:
0031623|receptor
internalization;GO:0
006898|receptor-
mediated
endocytosis;GO:000
7605|sensory
perception of
sound;GO:0051932|
synaptic
transmission,
GABAergic;GO:190

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00057
94|Golgi
apparatus;GO:00301
17|membrane
coat;GO:0005874|mi
crotubule;GO:00319
66|mitochondrial
membrane;GO:0043
209|myelin
sheath;GO:0001917|
photoreceptor inner
segment;GO:000588
6|plasma
membrane;GO:0043
234|protein
complex;GO:004520
2|synapse;GO:00080
21|synaptic
vesicle;GO:0043196|
varicosity;

GO:0031749|D2
dopamine receptor
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0042802
|identical protein
binding;GO:000801
7|microtubule
binding;GO:005099
8|nitric-oxide
synthase
binding;GO:004482
2|poly(A) RNA
binding;GO:000802
2|protein C-
terminus
binding;GO:003240
3|protein complex
binding;

K01528 DNM; dynamin
GTPase [EC:3.6.5.5]

ENSG00000106993 1 2 3 5 2.813864814 3 3 3 4 0.261969727 0.746844236 0.820885367 up no CDC37L1 protein_coding chr9:4679559-
4708398:+

gi|66773038|ref|NP_
060383.2| 1648 0

hsp90 co-chaperone
Cdc37-like 1 [Homo
sapiens]

gi|426361203|ref|X
M_004047762.1| 2654 0

PREDICTED:
Gorilla gorilla
gorilla cell division
cycle 37 homolog
(S. cerevisiae)-like
1 (CDC37L1),
mRNA

Q7L3B6 222 9.00E-69 Hsp90 co-chaperone
Cdc37-like 1 . . . . pfam08565 CDC37_M

Cdc37 Hsp90
binding domain.
Cdc37 is a
molecular
chaperone required
for the activity of
numerous
eukaryotic protein
kinases. This
domains
corresponds to the
Hsp90 chaperone
(Heat shocked
protein 90) binding
domain of Cdc37. It
is found between
the N terminal
Cdc37 domain
pfam03234, which
is predominantly
involved in kinase
binding, and the C
terminal domain of
Cdc37 pfam08564
whose function is
unclear.

GO:0002576|platelet
degranulation;GO:0
006457|protein
folding;GO:0050821
|protein
stabilization;

GO:0005737|cytopla
sm;GO:0005576|extr
acellular
region;GO:0031089|
platelet dense
granule lumen;

GO:0051087|chaper
one
binding;GO:003107
2|heat shock protein
binding;GO:005108
2|unfolded protein
binding;

. .



ENSG00000107105 165 155 304 110 225.1496197 257 272 248 298 0.137503239 0.747119171 0.820885367 up no ELAVL2 protein_coding chr9:23690104-
23826337:-

gi|545517222|ref|XP
_005626736.1| 2100 0

PREDICTED:
ELAV-like protein 2
isoform X1 [Canis
lupus familiaris]

gi|283945527|ref|N
M_004432.3| 3802 0

Homo sapiens
ELAV like neuron-
specific RNA
binding protein 2
(ELAVL2),
transcript variant 1,
mRNA

Q5R9Z6 386 7.00E-133 ELAV-like protein 2 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

. .

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K13208
ELAVL2_3_4;
ELAV like protein
2/3/4

ENSG00000107164 1 1 0 0 0.32555986 0 0 0 0 2.06595105 0.481111484 NA up no FUBP3 protein_coding chr9:130578965-
130638352:+

gi|100816392|ref|NP
_003925.1| 2728 0

far upstream
element-binding
protein 3 [Homo
sapiens]

gi|100816391|ref|N
M_003934.1| 3124 0

Homo sapiens far
upstream element
(FUSE) binding
protein 3 (FUBP3),
mRNA

Q96I24 329 2.00E-115
Far upstream
element-binding
protein 3

. . . . pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0010628|positiv
e regulation of gene
expression;GO:0045
944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;GO:000563
4|nucleus;

GO:0044822|poly(A
) RNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K13210
FUBP; far upstream
element-binding
protein

ENSG00000107263 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RAPGEF1 protein_coding chr9:131576770-
131740074:-

gi|38373677|ref|NP_
941372.1| 5458 0

rap guanine
nucleotide exchange
factor 1 isoform b
[Homo sapiens]

gi|38373676|ref|NM
_198679.1| 6042 0

Homo sapiens Rap
guanine nucleotide
exchange factor
(GEF) 1
(RAPGEF1),
transcript variant 2,
mRNA

Q13905 209 4.00E-180
Rap guanine
nucleotide exchange
factor 1

. . . . pfam00617 RasGEF

RasGEF domain.
Guanine nucleotide
exchange factor for
Ras-like small
GTPases.

GO:0000186|activati
on of MAPKK
activity;GO:0001568
|blood vessel
development;GO:00
71320|cellular
response to
cAMP;GO:1990090|
cellular response to
nerve growth factor
stimulus;GO:006102
8|establishment of
endothelial
barrier;GO:0090090|
negative regulation
of canonical Wnt
signaling
pathway;GO:007037
3|negative
regulation of ERK1
and ERK2
cascade;GO:200017
8|negative
regulation of neural
precursor cell
proliferation;GO:00
51898|negative
regulation of
protein kinase B
signaling;GO:00465
80|negative
regulation of Ras
protein signal
transduction;GO:00
38180|nerve growth

GO:0005829|cytosol
;GO:0005769|early
endosome;GO:0005
768|endosome;

GO:0017034|Rap
guanyl-nucleotide
exchange factor
activity;

K06277

RAPGEF1, GRF2;
Rap guanine
nucleotide exchange
factor 1

ENSG00000107341 18 46 12 75 66.0879796 110 127 93 138 -1.220065582 0.001761538 0.010307249 down yes UBE2R2 protein_coding chr9:33817567-
33920404:+

gi|395855783|ref|XP
_003800329.1| 1075 6.00E-133

PREDICTED:
ubiquitin-
conjugating enzyme
E2 R2 [Otolemur
garnettii]

gi|58530887|ref|NM
_017811.3| 4074 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2R 2 (UBE2R2),
mRNA

Q29503 418 2.00E-134
Ubiquitin-
conjugating enzyme
E2 R2

SPBC1105.09 162 4.00E-44 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0070936|protein
K48-linked
ubiquitination;GO:0
006513|protein
monoubiquitination;

.

GO:0005524|ATP
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K02207

UBE2R, UBC3,
CDC34; ubiquitin-
conjugating enzyme
E2 R [EC:2.3.2.23]

ENSG00000107362 0 2 2 3 1.629439883 1 0 3 3 0.466525816 0.689829246 0.781176498 up no ABHD17B protein_coding chr9:71862452-
71910931:-

gi|686730518|ref|XP
_009242791.1| 1427 0

PREDICTED:
alpha/beta hydrolase
domain-containing
protein 17B isoform
X1 [Pongo abelii]

gi|71051601|ref|NM
_001025780.1| 2608 0

Homo sapiens
abhydrolase domain
containing 17B
(ABHD17B),
transcript variant 2,
mRNA

Q5VST6 539 0 Protein ABHD17B all8511 140 1.00E-37 COG1073 pfam12695 Abhydrolase_5

Alpha/beta
hydrolase family.
This family contains
a diverse range of
alpha/beta hydrolase
enzymes.

.

GO:0005576|extrace
llular
region;GO:0016020|
membrane;

GO:0016787|hydrol
ase activity; . .

ENSG00000107372 151 194 187 159 149.0117492 86 117 130 110 1.239620129 1.30E-05 0.000238295 up yes ZFAND5 protein_coding chr9:72351425-
72365235:-

gi|119582941|gb|EA
W62537.1| 1235 3.00E-157

zinc finger, A20
domain containing
2, isoform CRA_d,
partial [Homo
sapiens]

gi|503774490|ref|N
M_001278244.1| 5307 0

Homo sapiens zinc
finger, AN1-type
domain 5
(ZFAND5),
transcript variant e,
mRNA

B5DF11 113 3.00E-29 AN1-type zinc
finger protein 5 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0060324|face
development;GO:00
10761|fibroblast
migration;GO:00017
01|in utero
embryonic
development;GO:00
48008|platelet-
derived growth
factor receptor
signaling
pathway;GO:000301
6|respiratory system
process;GO:004870
5|skeletal system
morphogenesis;GO:
0048745|smooth
muscle tissue
development;GO:00
01944|vasculature
development;

GO:0005737|cytopla
sm;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000107560 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no RAB11FIP2 protein_coding chr10:118004916-
118046603:-

gi|530393278|ref|XP
_005269686.1| 2675 0

PREDICTED: rab11
family-interacting
protein 2 isoform
X1 [Homo sapiens]

gi|215599305|ref|N
M_014904.2| 6061 0

Homo sapiens
RAB11 family
interacting protein 2
(class I)
(RAB11FIP2),
mRNA

Q7L804 389 4.00E-132 Rab11 family-
interacting protein 2 . . . . pfam09457 RBD-FIP

FIP domain. The
FIP domain is the
Rab11-binding
domain (RBD) at
the C-terminus of a
family of Rab11-
interacting proteins
(FIPs). The Rab
proteins constitute
the largest family of
small GTPases (>60
members in
mammals). Among
them Rab11 is a
well characterized
regulator of
endocytic and
recycling pathways.
Rab11 associates
with a broad range
of post-Golgi
organelles,
including recycling
endosomes.

GO:0030010|establis
hment of cell
polarity;GO:003577
3|insulin secretion
involved in cellular
response to glucose
stimulus;GO:004505
5|regulated
secretory
pathway;GO:000309
1|renal water
homeostasis;

GO:0030659|cytopla
smic vesicle
membrane;GO:0005
768|endosome;GO:0
043231|intracellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005886|plasma
membrane;GO:0055
038|recycling
endosome
membrane;

GO:0042803|protein
homodimerization
activity;GO:0019901
|protein kinase
binding;GO:001713
7|Rab GTPase
binding;

K12484

RAB11FIP1_2_5;
Rab11 family-
interacting protein
1/2/5

ENSG00000107566 0 0 0 1 0.310375368 2 0 0 0 -0.176451146 0.95380862 NA down no ERLIN1 protein_coding chr10:100150094-
100188334:-

gi|635055621|ref|XP
_007962018.1| 1675 0

PREDICTED: erlin-
1 isoform X1
[Chlorocebus
sabaeus]

gi|154800486|ref|N
M_006459.3| 3435 0

Homo sapiens ER
lipid raft associated
1 (ERLIN1), mRNA

O75477 482 2.00E-169 Erlin-1 . . . . pfam01145 Band_7

SPFH domain /
Band 7 family. This
family has been
called SPFH, Band
7 or PHB domain.
Recent phylogenetic
analysis has shown
this domain to be a
slipin or Stomatin-
like integral
membrane domain
conserved from
protozoa to
mammals.

GO:0008203|cholest
erol metabolic
process;GO:003043
3|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:004554
1|negative
regulation of
cholesterol
biosynthetic
process;GO:004571
7|negative
regulation of fatty
acid biosynthetic
process;GO:003293
3|SREBP signaling
pathway;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0043
234|protein
complex;

GO:0015485|cholest
erol binding; . .

ENSG00000107581 0 0 0 2 2.309315031 8 2 4 7 -2.89443394 0.024827488 0.0686314 down no EIF3A protein_coding chr10:119033670-
119080823:-

gi|32449796|gb|AAH
54342.1| 3798 0

EIF3A protein,
partial [Homo
sapiens]

gi|83367067|ref|NM
_003750.2| 5287 0

Homo sapiens
eukaryotic
translation initiation
factor 3, subunit A
(EIF3A), mRNA

Q14152 92 1.00E-18
Eukaryotic
translation initiation
factor 3 subunit A

. . . . pfam01399 PCI

PCI domain. This
domain has also
been called the
PINT motif
(Proteasome, Int-6,
Nip-1 and TRIP-
15).

GO:0001732|formati
on of cytoplasmic
translation initiation
complex;GO:000173
1|formation of
translation
preinitiation
complex;GO:007552
2|IRES-dependent
viral translational
initiation;GO:00703
73|negative
regulation of ERK1
and ERK2
cascade;GO:000644
6|regulation of
translational
initiation;GO:00021
88|translation
reinitiation;GO:0006
413|translational
initiation;GO:00755
25|viral translational
termination-
reinitiation;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0016282|eu
karyotic 43S
preinitiation
complex;GO:003329
0|eukaryotic 48S
preinitiation
complex;GO:000585
2|eukaryotic
translation initiation
factor 3
complex;GO:007154
0|eukaryotic
translation initiation
factor 3 complex,
eIF3e;GO:0071541|e
ukaryotic translation
initiation factor 3
complex,
eIF3m;GO:0016020|
membrane;GO:0005
874|microtubule;GO
:0043614|multi-eIF
complex;GO:000573
0|nucleolus;GO:000
5634|nucleus;

GO:0003729|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000519
8|structural
molecule
activity;GO:0003743
|translation initiation
factor activity;

K03254
EIF3A; translation
initiation factor 3
subunit A



ENSG00000107625 6 3 1 4 3.974709094 3 6 5 4 0.218873988 0.771754256 0.841145321 up no DDX50 protein_coding chr10:68901278-
68946847:+

gi|13129006|ref|NP_
076950.1| 3378 0

ATP-dependent
RNA helicase
DDX50 [Homo
sapiens]

gi|13129005|ref|NM
_024045.1| 2535 0

Homo sapiens
DEAD (Asp-Glu-
Ala-Asp) box
polypeptide 50
(DDX50), mRNA

Q9BQ39 398 6.00E-132
ATP-dependent
RNA helicase
DDX50

Cgl1130 243 1.00E-67 COG0513 pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

GO:0010501|RNA
secondary structure
unwinding;

GO:0016020|membr
ane;GO:0005730|nu
cleolus;GO:0005886
|plasma membrane;

GO:0005524|ATP
binding;GO:000400
4|ATP-dependent
RNA helicase
activity;GO:0044822
|poly(A) RNA
binding;

K13183

DDX50; ATP-
dependent RNA
helicase DDX50
[EC:3.6.4.13]

ENSG00000107643 1 0 0 3 3.521297087 12 8 5 5 -2.429591955 0.015701092 0.049378798 down yes MAPK8 protein_coding chr10:48306639-
48439360:+

gi|148692907|gb|ED
L24854.1| 2222 0

mitogen activated
protein kinase 8,
isoform CRA_c,
partial [Mus
musculus]

gi|513788278|ref|N
M_001278547.1| 5844 0

Homo sapiens
mitogen-activated
protein kinase 8
(MAPK8), transcript
variant JNK1-b2,
mRNA

P45983 852 0 Mitogen-activated
protein kinase 8 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0010501|RNA
secondary structure
unwinding;

GO:0016020|membr
ane;GO:0005730|nu
cleolus;GO:0005886
|plasma membrane;

GO:0005524|ATP
binding;GO:000400
4|ATP-dependent
RNA helicase
activity;GO:0044822
|poly(A) RNA
binding;

K04440
JNK; c-Jun N-
terminal kinase
[EC:2.7.11.24]

ENSG00000107758 31 89 48 134 150.4856917 260 269 265 312 -1.431252509 5.08E-07 2.11E-05 down yes PPP3CB protein_coding chr10:73436428-
73496024:-

gi|215272352|ref|NP
_001135825.1| 2721 0

serine/threonine-
protein phosphatase
2B catalytic subunit
beta isoform
isoform a [Homo
sapiens]

gi|585420390|ref|N
M_021132.3| 3501 0

Homo sapiens
protein phosphatase
3, catalytic subunit,
beta isozyme
(PPP3CB),
transcript variant 2,
mRNA

P16298 1051 0

Serine/threonine-
protein phosphatase
2B catalytic subunit
beta isoform

SPBC1346.01c 651 0 COG0639 pfam00149 Metallophos

Calcineurin-like
phosphoesterase.
This family includes
a diverse range of
phosphoesterases,
including protein
phosphoserine
phosphatases,
nucleotidases,
sphingomyelin
phosphodiesterases
and 2'-3' cAMP
phosphodiesterases
as well as nucleases
such as bacterial
SbcD or yeast
MRE11. The most
conserved regions
in this superfamily
centre around the
metal chelating
residues.

GO:0048675|axon
extension;GO:00331
73|calcineurin-
NFAT signaling
cascade;GO:001715
6|calcium ion-
dependent
exocytosis;GO:0035
690|cellular
response to
drug;GO:0016311|d
ephosphorylation;G
O:0038095|Fc-
epsilon receptor
signaling
pathway;GO:000750
7|heart
development;GO:00
07612|learning;GO:0
031987|locomotion
involved in
locomotory
behavior;GO:00019
46|lymphangiogenes
is;GO:0007613|mem
ory;GO:0001915|neg
ative regulation of T
cell mediated
cytotoxicity;GO:003
5774|positive
regulation of insulin
secretion involved
in cellular response
to glucose
stimulus;GO:005153

GO:0005955|calcine
urin
complex;GO:000582
9|cytosol;GO:00056
54|nucleoplasm;GO:
0005886|plasma
membrane;GO:0030
315|T-
tubule;GO:0030018|
Z disc;

GO:0005509|calciu
m ion
binding;GO:000551
6|calmodulin
binding;GO:003319
2|calmodulin-
dependent protein
phosphatase
activity;GO:0008144
|drug
binding;GO:001989
9|enzyme
binding;GO:004698
3|protein
dimerization
activity;GO:0030346
|protein
phosphatase 2B
binding;GO:000472
2|protein
serine/threonine
phosphatase
activity;

K04348

PPP3C, CNA;
serine/threonine-
protein phosphatase
2B catalytic subunit
[EC:3.1.3.16]

ENSG00000107771 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no CCSER2 protein_coding chr10:84328586-
84518521:+

gi|545746387|ref|NP
_001271169.1| 4688 0

serine-rich coiled-
coil domain-
containing protein 2
isoform 1 [Homo
sapiens]

gi|545746371|ref|N
M_018999.3| 7664 0

Homo sapiens
coiled-coil serine-
rich protein 2
(CCSER2),
transcript variant 2,
mRNA

Q9H7U1 207 2.00E-61
Serine-rich coiled-
coil domain-
containing protein 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001578|microt
ubule bundle
formation;

GO:0015630|microt
ubule cytoskeleton; . . .

ENSG00000107829 0 0 0 1 0.60976073 1 1 2 1 -1.480778898 0.382721454 NA down no FBXW4 protein_coding chr10:101610664-
101695295:-

gi|119570138|gb|EA
W49753.1| 2143 0

F-box and WD-40
domain protein 4,
isoform CRA_b
[Homo sapiens]

gi|16552446|dbj|AK
056917.1| 3149 0

Homo sapiens
cDNA FLJ32355 fis,
clone
PROST2007956,
highly similar to
Homo sapiens
dactylin mRNA

P57775 321 2.00E-97 F-box/WD repeat-
containing protein 4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051216|cartilag
e
development;GO:00
42733|embryonic
digit
morphogenesis;GO:
0030326|embryonic
limb
morphogenesis;GO:
0002053|positive
regulation of
mesenchymal cell
proliferation;GO:00
06511|ubiquitin-
dependent protein
catabolic
process;GO:001605
5|Wnt signaling
pathway;

GO:0000151|ubiquit
in ligase complex; . K10262

FBXW4, SHFM3; F-
box and WD-40
domain protein 4

ENSG00000107854 0 0 0 0 0.402423354 2 0 1 1 -1.883419243 0.410365672 NA down no TNKS2 protein_coding chr10:91798312-
91865276:+

gi|635055061|ref|XP
_007961725.1| 5699 0

PREDICTED:
tankyrase-2
[Chlorocebus
sabaeus]

gi|17530294|gb|AF4
38201.1|AF438201 6102 0

Homo sapiens
tankyrase II mRNA,
complete cds

Q9H2K2 2154 0 Tankyrase-2 TP0835 139 3.00E-32 COG0666 pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0035264|multice
llular organism
growth;GO:1904357
|negative regulation
of telomere
maintenance via
telomere
lengthening;GO:009
0263|positive
regulation of
canonical Wnt
signaling
pathway;GO:190435
5|positive regulation
of telomere
capping;GO:003221
2|positive regulation
of telomere
maintenance via
telomerase;GO:0006
471|protein ADP-
ribosylation;GO:007
0213|protein auto-
ADP-
ribosylation;GO:007
0198|protein
localization to
chromosome,
telomeric
region;GO:0000209|
protein
polyubiquitination;
GO:0040014|regulati
on of multicellular
organism

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0000139|G
olgi
membrane;GO:0000
784|nuclear
chromosome,
telomeric
region;GO:0005635|
nuclear
envelope;GO:00056
34|nucleus;GO:0000
242|pericentriolar
material;GO:004847
1|perinuclear region
of cytoplasm;

GO:0019899|enzym
e
binding;GO:004687
2|metal ion
binding;GO:000395
0|NAD+ ADP-
ribosyltransferase
activity;

K10799 TNKS; tankyrase
[EC:2.4.2.30]

ENSG00000107862 0 1 1 1 2.498609132 9 3 2 7 -2.29229547 0.044039193 0.103734111 down no GBF1 protein_coding chr10:102245532-
102382899:+

gi|20521858|dbj|BA
A13379.2| 9134 0 KIAA0248 [Homo

sapiens]
gi|313747508|ref|N
M_004193.2| 6400 0

Homo sapiens golgi
brefeldin A resistant
guanine nucleotide
exchange factor 1
(GBF1), transcript
variant 1, mRNA

Q92538 3482 0

Golgi-specific
brefeldin A-
resistance guanine
nucleotide exchange
factor 1

SPBC211.03c 234 4.00E-61 COG5307 pfam01369 Sec7

Sec7 domain. The
Sec7 domain is a
guanine-nucleotide-
exchange-factor
(GEF) for the
pfam00025 family.

GO:0002263|cell
activation involved
in immune
response;GO:00482
05|COPI coating of
Golgi
vesicle;GO:0097111|
endoplasmic
reticulum-Golgi
intermediate
compartment
organization;GO:00
06888|ER to Golgi
vesicle-mediated
transport;GO:00611
62|establishment of
monopolar cell
polarity;GO:009016
6|Golgi
disassembly;GO:000
7030|Golgi
organization;GO:00
06895|Golgi to
endosome
transport;GO:00305
93|neutrophil
chemotaxis;GO:000
6892|post-Golgi
vesicle-mediated
transport;GO:00709
73|protein
localization to
endoplasmic
reticulum exit
site;GO:1903420|pro

GO:0031252|cell
leading
edge;GO:0005801|ci
s-Golgi
network;GO:000582
9|cytosol;GO:00057
88|endoplasmic
reticulum
lumen;GO:0005793|
endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
05794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0005
795|Golgi
stack;GO:0005811|li
pid
particle;GO:0016020
|membrane;GO:000
5739|mitochondrion
;GO:0005777|peroxi
some;GO:0005802|tr
ans-Golgi network;

GO:0005086|ARF
guanyl-nucleotide
exchange factor
activity;GO:0005085
|guanyl-nucleotide
exchange factor
activity;GO:0005547
|phosphatidylinosito
l-3,4,5-
trisphosphate
binding;GO:008002
5|phosphatidylinosit
ol-3,5-bisphosphate
binding;

K18443

GBF1; golgi-specific
brefeldin A-
resistance guanine
nucleotide exchange
factor 1

ENSG00000107863 0 0 1 0 0.376697922 1 1 0 0 -0.15702173 0.948064023 NA down no ARHGAP21 protein_coding chr10:24583609-
24723668:-

gi|203097003|ref|NP
_065875.3| 9706 0

rho GTPase-
activating protein 21
[Homo sapiens]

gi|203097002|ref|N
M_020824.3| 7167 0

Homo sapiens Rho
GTPase activating
protein 21
(ARHGAP21),
mRNA

Q5T5U3 224 1.00E-64 Rho GTPase-
activating protein 21 . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0051683|establis
hment of Golgi
localization;GO:000
7030|Golgi
organization;GO:00
51684|maintenance
of Golgi
location;GO:007238
4|organelle transport
along
microtubule;GO:004
3547|positive
regulation of
GTPase
activity;GO:0007165
|signal transduction;

GO:0030054|cell
junction;GO:003065
9|cytoplasmic
vesicle
membrane;GO:0005
856|cytoskeleton;G
O:0005794|Golgi
apparatus;GO:00001
39|Golgi membrane;

GO:0005096|GTPas
e activator activity; . .



ENSG00000107864 11 11 14 16 16.60928018 15 25 20 29 -0.212596614 0.597505481 0.709972289 down no CPEB3 protein_coding chr10:92046692-
92291087:-

gi|672040273|ref|XP
_008758601.1| 3006 0

PREDICTED:
cytoplasmic
polyadenylation
element-binding
protein 3 isoform
X1 [Rattus
norvegicus]

gi|426365558|ref|X
M_004049790.1| 6084 0

PREDICTED:
Gorilla gorilla
gorilla cytoplasmic
polyadenylation
element binding
protein 3 (CPEB3),
mRNA

Q8NE35 1147 0

Cytoplasmic
polyadenylation
element-binding
protein 3

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0061158|3 -
UTR-mediated
mRNA
destabilization;GO:0
071230|cellular
response to amino
acid
stimulus;GO:000761
6|long-term
memory;GO:200076
6|negative
regulation of
cytoplasmic
translation;GO:1900
248|negative
regulation of
cytoplasmic
translational
elongation;GO:0000
122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00171
48|negative
regulation of
translation;GO:0060
999|positive
regulation of
dendritic spine
development;GO:19
00365|positive
regulation of mRNA
polyadenylation;GO
:1900153|positive

GO:0097440|apical
dendrite;GO:003001
4|CCR4-NOT
complex;GO:000573
7|cytoplasm;GO:003
0425|dendrite;GO:1
990124|messenger
ribonucleoprotein
complex;GO:004300
5|neuron
projection;GO:0005
634|nucleus;GO:004
5202|synapse;

GO:0035925|mRNA
3'-UTR AU-rich
region
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:004302
2|ribosome
binding;GO:000372
3|RNA
binding;GO:003561
3|RNA stem-loop
binding;GO:000813
5|translation factor
activity, RNA
binding;GO:000090
0|translation
repressor activity,
nucleic acid
binding;

K02602

CPEB, ORB;
cytoplasmic
polyadenylation
element-binding
protein

ENSG00000107874 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no CUEDC2 protein_coding chr10:102423245-
102432661:-

gi|148596996|ref|NP
_076945.2| 1357 0

CUE domain-
containing protein 2
[Homo sapiens]

gi|148596995|ref|N
M_024040.2| 1191 0

Homo sapiens CUE
domain containing 2
(CUEDC2), mRNA

Q9H467 268 2.00E-94 CUE domain-
containing protein 2 . . . . pfam02845 CUE

CUE domain. CUE
domains have been
shown to bind
ubiquitin. It has
been suggested that
CUE domains are
related to
pfam00627 and this
has been confirmed
by the structure of
the domain. CUE
domains also occur
in two protein of
the IL-1 signal
transduction
pathway, tollip and
TAB2.

GO:1900016|negativ
e regulation of
cytokine production
involved in
inflammatory
response;GO:00109
36|negative
regulation of
macrophage
cytokine
production;

GO:0005737|cytopla
sm;GO:0031965|nuc
lear
membrane;GO:0005
654|nucleoplasm;

. . .

ENSG00000108001 0 1 0 9 11.36106906 20 29 28 26 -2.985524311 5.86E-05 0.000699544 down yes EBF3 protein_coding chr10:129835283-
129963841:-

gi|332835375|ref|XP
_003312875.1| 3120 0

PREDICTED:
transcription factor
COE3 isoform X2
[Pan troglodytes]

gi|347658909|ref|N
M_001005463.2| 4361 0

Homo sapiens early
B-cell factor 3
(EBF3), mRNA

Q9H4W6 285 4.00E-90 Transcription factor
COE3 . . . . pfam01833 TIG

IPT/TIG domain.
This family consists
of a domain that has
an immunoglobulin
like fold. These
domains are found
in cell surface
receptors such as
Met and Ron as well
as in intracellular
transcription factors
where it is involved
in DNA binding.
CAUTION: This
family does not
currently recognize
a significant number
of members.

GO:0007275|multice
llular organismal
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09103 EBF, COE; early B-
cell factor

ENSG00000108010 7 7 5 3 4.077920339 0 0 2 4 2.513723316 0.009541291 0.03485294 up yes GLRX3 protein_coding chr10:130136399-
130184521:+

gi|3646128|emb|CA
A09375.1| 1672 0

thioredoxin-like
protein [Homo
sapiens]

gi|21694344|emb|AL
139123.15| 2769 0

Human DNA
sequence from
clone RP11-500G10
on chromosome 10,
complete sequence

E7EU14 78.6 9.00E-18 Protein PPP5D1 YDR098c_2 127 1.00E-34 COG0278 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007275|multice
llular organismal
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000108018 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no SORCS1 protein_coding chr10:106573663-
107164534:-

gi|61743973|ref|NP_
443150.3| 5869 0

VPS10 domain-
containing receptor
SorCS1 isoform a
precursor [Homo
sapiens]

gi|331028403|ref|N
M_052918.4| 7272 0

Homo sapiens
sortilin-related
VPS10 domain
containing receptor
1 (SORCS1),
transcript variant 1,
mRNA

Q8WY21 2243 0
VPS10 domain-
containing receptor
SorCS1

. . . . pfam00801 PKD

PKD domain. This
domain was first
identified in the
Polycystic kidney
disease protein
PKD1. This domain
has been predicted
to contain an Ig-like
fold.

.

GO:0016021|integral
component of
membrane;GO:0016
020|membrane;

. . .

ENSG00000108061 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no SHOC2 protein_coding chr10:110919547-
111013667:+

gi|40788390|dbj|BA
A74885.2| 2466 0 KIAA0862 protein

[Homo sapiens]
gi|197304725|ref|N
M_007373.3| 3943 0

Homo sapiens
SHOC2 leucine-rich
repeat scaffold
protein (SHOC2),
transcript variant 1,
mRNA

A6QLV3 335 1.00E-109 Leucine-rich repeat
protein SHOC-2 alr0124_1 150 3.00E-37 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0046579|positiv
e regulation of Ras
protein signal
transduction;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0000
164|protein
phosphatase type 1
complex;

GO:0019903|protein
phosphatase
binding;

K19613
SHOC2, SUR8;
leucine-rich repeat
protein SHOC2

ENSG00000108094 0 0 0 0 0.607325795 4 1 1 0 -2.476187657 0.24287934 NA down no CUL2 protein_coding chr10:35008551-
35090642:-

gi|544456621|ref|XP
_005565012.1| 4166 0

PREDICTED:
cullin-2 isoform X1
[Macaca
fascicularis]

gi|311771640|ref|N
M_001198779.1| 4271 0

Homo sapiens cullin
2 (CUL2), transcript
variant 2, mRNA

Q5RCF3 226 2.00E-68 Cullin-2 SPAC17G6.12 324 3.00E-94 COG5647 pfam00888 Cullin Cullin family.

GO:0016567|protein
ubiquitination;GO:0
006511|ubiquitin-
dependent protein
catabolic process;

GO:0031462|Cul2-
RING ubiquitin
ligase
complex;GO:000573
0|nucleolus;GO:000
5654|nucleoplasm;

. K03870 CUL2; cullin 2

ENSG00000108100 1 3 1 2 1.861864954 3 5 0 1 0.145409005 0.895103107 0.93383784 up no CCNY protein_coding chr10:35247025-
35572669:+

gi|46812658|gb|AAH
69224.1| 1689 0

CCNY protein,
partial [Homo
sapiens]

gi|544583525|ref|N
M_001282853.1| 4768 0

Homo sapiens
cyclin Y (CCNY),
transcript variant 4,
mRNA

Q8BGU5 77.4 1.00E-16 Cyclin-Y . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051301|cell
division;GO:000008
6|G2/M transition of
mitotic cell
cycle;GO:0045737|p
ositive regulation of
cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0060828
|regulation of
canonical Wnt
signaling
pathway;GO:001605
5|Wnt signaling
pathway;

GO:0000308|cytopla
smic cyclin-
dependent protein
kinase holoenzyme
complex;GO:007006
2|extracellular
exosome;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0016538|cyclin-
dependent protein
serine/threonine
kinase regulator
activity;

. .

ENSG00000108107 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no RPL28 protein_coding chr19:55385345-
55403250:+

gi|530416988|ref|XP
_005259189.1| 887 7.00E-119

PREDICTED: 60S
ribosomal protein
L28 isoform X1
[Homo sapiens]

gi|62088833|dbj|AB
209627.1| 5573 0

Homo sapiens
mRNA for
ribosomal protein
L28 variant protein

P46779 239 9.00E-71 60S ribosomal
protein L28 . . . . pfam01778 Ribosomal_L28e Ribosomal L28e

protein family.

GO:0000184|nuclear
-transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:1903955|
positive regulation
of protein targeting
to
mitochondrion;GO:
1903146|regulation
of
mitophagy;GO:0006
364|rRNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0044297|cell
body;GO:0005737|c
ytoplasm;GO:00364
64|cytoplasmic
ribonucleoprotein
granule;GO:0005829
|cytosol;GO:002262
5|cytosolic large
ribosomal
subunit;GO:0030425
|dendrite;GO:00700
62|extracellular
exosome;GO:00160
20|membrane;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02903

RP-L28e, RPL28;
large subunit
ribosomal protein
L28e

ENSG00000108175 111 64 88 36 56.63749788 5 8 45 11 2.824059139 6.75E-05 0.000792012 up yes ZMIZ1 protein_coding chr10:79069035-
79316528:+

gi|635053679|ref|XP
_007961012.1| 4420 0

PREDICTED: zinc
finger MIZ domain-
containing protein 1
isoform X2
[Chlorocebus
sabaeus]

gi|215599221|ref|N
M_020338.3| 7546 0

Homo sapiens zinc
finger, MIZ-type
containing 1
(ZMIZ1), mRNA

Q6P1E1 1187 0
Zinc finger MIZ
domain-containing
protein 1

. . . . pfam02891 zf-MIZ

MIZ/SP-RING zinc
finger. This domain
has SUMO (small
ubiquitin-like
modifier) ligase
activity and is
involved in DNA
repair and
chromosome
organisation.

GO:0048844|artery
morphogenesis;GO:
0007569|cell
aging;GO:0048589|d
evelopmental
growth;GO:0003007
|heart
morphogenesis;GO:
0001701|in utero
embryonic
development;GO:00
48146|positive
regulation of
fibroblast
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-
templated;GO:00015
70|vasculogenesis;G
O:0007296|vitelloge
nesis;

GO:0005737|cytopla
sm;GO:0043231|intr
acellular membrane-
bounded
organelle;GO:00166
07|nuclear
speck;GO:0005654|
nucleoplasm;

GO:0008270|zinc
ion binding; . .

ENSG00000108231 1 0 0 1 0.913587371 3 0 2 1 -1.056945618 0.509326213 NA down no LGI1 protein_coding chr10:93757809-
93806272:+

gi|301761440|ref|XP
_002916141.1| 3054 0

PREDICTED:
leucine-rich glioma-
inactivated protein 1
isoform X1
[Ailuropoda
melanoleuca]

gi|62088395|dbj|AB
209408.1| 5890 0

Homo sapiens
mRNA for leucine-
rich, glioma
inactivated 1
precursor variant
protein

O95970 250 2.00E-71
Leucine-rich
glioma-inactivated
protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007411|axon
guidance;GO:00082
83|cell
proliferation;GO:00
07399|nervous
system
development;GO:00
31175|neuron
projection
development;GO:00
30307|positive
regulation of cell
growth;GO:0050806
|positive regulation
of synaptic
transmission;GO:00
51260|protein
homooligomerizatio
n;

GO:0030054|cell
junction;GO:000557
6|extracellular
region;GO:0005615|
extracellular
space;GO:0045202|s
ynapse;

GO:0005102|recepto
r binding; . .



ENSG00000108239 0 0 0 3 1.720744679 7 4 1 2 -1.853691765 0.181621301 0.297728591 down no TBC1D12 protein_coding chr10:94402504-
94535930:+

gi|795247092|ref|XP
_011918084.1| 3194 0

PREDICTED: TBC1
domain family
member 12 isoform
X1 [Cercocebus
atys]

gi|148806901|ref|N
M_015188.1| 5272 0

Homo sapiens
TBC1 domain
family, member 12
(TBC1D12), mRNA

O60347 214 2.00E-57 TBC1 domain
family member 12 SPAC23D3.03c 140 1.00E-33 COG5210 pfam00566 RabGAP-TBC

Rab-GTPase-TBC
domain.
Identification of a
TBC domain in
GYP6_YEAST and
GYP7_YEAST,
which are GTPase
activator proteins of
yeast Ypt6 and
Ypt7, implies that
these domains are
GTPase activator
proteins of Rab-like
small GTPases.

GO:0090630|activati
on of GTPase
activity;GO:0006886
|intracellular protein
transport;GO:20007
85|regulation of
autophagosome
assembly;GO:00313
38|regulation of
vesicle fusion;

GO:0005776|autoph
agosome;GO:00550
37|recycling
endosome;

GO:0005096|GTPas
e activator
activity;GO:0017137
|Rab GTPase
binding;

. .

ENSG00000108256 7 8 2 4 16.76120935 51 37 21 27 -2.132319667 8.26E-05 0.000913358 down yes NUFIP2 protein_coding chr17:29255836-
29294118:-

gi|7243023|dbj|BAA
92559.1| 3247 0 KIAA1321 protein

[Homo sapiens]
gi|158853997|ref|N
M_020772.2| 10850 0

Homo sapiens
nuclear fragile X
mental retardation
protein interacting
protein 2 (NUFIP2),
mRNA

Q7Z417 65.9 2.00E-11
Nuclear fragile X
mental retardation-
interacting protein 2

. . . . pfam15293 NUFIP2

Nuclear fragile X
mental retardation-
interacting protein
2.

.

GO:0005737|cytopla
sm;GO:0010494|cyt
oplasmic stress
granule;GO:0016020
|membrane;GO:000
5634|nucleus;GO:00
42788|polysomal
ribosome;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA binding;

. .

ENSG00000108262 0 0 0 2 1.408569645 6 4 0 2 -2.115127193 0.188885575 0.30389746 down no GIT1 protein_coding chr17:29573469-
29594054:-

gi|62088654|dbj|BA
D92774.1| 3917 0

G protein-coupled
receptor kinase
interactor 1 variant
[Homo sapiens]

gi|146231980|ref|N
M_014030.3| 3733 0

Homo sapiens G
protein-coupled
receptor kinase
interacting ArfGAP
1 (GIT1), transcript
variant 2, mRNA

Q9Y2X7 311 5.00E-100
ARF GTPase-
activating protein
GIT1

SPBC17G9.08c_2 63.5 4.00E-10 COG5347 pfam12205 GIT1_C

G protein-coupled
receptor kinase-
interacting protein 1
C term. This
domain family is
found in
eukaryotes, and is
approximately 120
amino acids in
length. The family
is found in
association with
pfam01412,
pfam00023,
pfam08518. GIT1
plays an important
role in cell
adhesion, motility,
cytoskeletal
remodeling and
membrane
trafficking. To
perform this
function, it localizes
p21-activated kinase
(PAK) and PAK-
interactive exchange
factor to focal
adhesions. Its
activation is
regulated by
interaction between
its paxillin-binding
C terminal and the
LD motifs of

GO:0060996|dendrit
ic spine
development;GO:00
01771|immunologic
al synapse
formation;GO:0032
013|negative
regulation of ARF
protein signal
transduction;GO:00
08277|regulation of
G-protein coupled
receptor protein
signaling pathway;

GO:0005829|cytosol
;GO:0005925|focal
adhesion;GO:00430
05|neuron
projection;GO:0045
202|synapse;

GO:0005096|GTPas
e activator
activity;GO:0046872
|metal ion
binding;GO:004280
3|protein
homodimerization
activity;GO:0031267
|small GTPase
binding;

K05737
GIT1; G protein-
coupled receptor
kinase interactor 1

ENSG00000108298 1 0 1 0 0.37608294 0 0 0 0 2.229344469 0.434785794 NA up no RPL19 protein_coding chr17:39200283-
39204727:+

gi|62897725|dbj|BA
D96802.1| 673 1.00E-85

ribosomal protein
L19 variant [Homo
sapiens]

gi|116174853|gb|AC
004408.2| 1071 0

Homo sapiens
chromosome 17,
clone RP5-906A24,
complete sequence

P84100 261 2.00E-84 60S ribosomal
protein L19 SPBC56F2.02 186 1.00E-57 COG2147 pfam01280 Ribosomal_L19e Ribosomal protein

L19e.

GO:0097421|liver
regeneration;GO:00
06412|translation;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0005925
|focal
adhesion;GO:00160
20|membrane;GO:0
005730|nucleolus;

GO:0070180|large
ribosomal subunit
rRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02885

RP-L19e, RPL19;
large subunit
ribosomal protein
L19e

ENSG00000108306 0 0 0 1 0.312175034 1 0 1 0 -0.171702821 0.945833621 NA down no FBXL20 protein_coding chr17:39252644-
39402523:-

gi|767996256|ref|XP
_005257803.2| 2354 0

PREDICTED: F-
box/LRR-repeat
protein 20 isoform
X1 [Homo sapiens]

gi|296531373|ref|N
M_032875.2| 10381 0

Homo sapiens F-
box and leucine-
rich repeat protein
20 (FBXL20),
transcript variant 1,
mRNA

Q96IG2 853 0 F-box/LRR-repeat
protein 20 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001662|behavi
oral fear response;

GO:0005737|cytopla
sm; . K10268

FBXL2_20; F-box
and leucine-rich
repeat protein 2/20

ENSG00000108309 1 2 0 0 0.65509182 2 0 0 0 1.146057653 0.598915999 NA up no RUNDC3A protein_coding chr17:44308413-
44318671:+

gi|62089190|dbj|BA
D93039.1| 2283 0

RaP2 interacting
protein 8 variant
[Homo sapiens]

gi|34528843|dbj|AK
123330.1| 3680 0

Homo sapiens
cDNA FLJ41336 fis,
clone
BRAMY3000213,
highly  similar to
Homo sapiens RaP2
interacting protein 8
(RPIP8) mRNA

Q59EK9 257 1.00E-151
RUN domain-
containing protein
3A

. . . . pfam02759 RUN

RUN domain. This
domain is present in
several proteins that
are linked to the
functions of
GTPases in the Rap
and Rab families.
They could hence
play important roles
in multiple Ras-like
GTPase signalling
pathways. The
domain is
comprises six
conserved regions,
which in some
proteins have
considerable
insertions between
them. The domain
core is thought to
take up a
predominantly
alpha fold, with
basic amino acids in
regions A and D
possibly playing a
functional role in
interactions with
Ras GTPases.

GO:0001662|behavi
oral fear response;

GO:0005737|cytopla
sm; . . .

ENSG00000108312 2 2 4 2 5.067938524 10 9 8 8 -1.237191654 0.069360633 0.143345308 down no UBTF protein_coding chr17:44205033-
44221626:-

gi|795243904|ref|XP
_011913900.1| 3202 0

PREDICTED:
nucleolar
transcription factor
1 isoform X1
[Cercocebus atys]

gi|345110651|ref|NR
_045058.1| 4997 0

Homo sapiens
upstream binding
transcription factor,
RNA polymerase I
(UBTF), transcript
variant 4, non-
coding RNA

P17480 278 1.00E-84
Nucleolar
transcription factor
1

. . . . pfam14887 HMG_box_5

HMG (high mobility
group) box 5.
Nucleolar
transcription
factor/upstream
binding factor
contains six HMG
box domains. This
is the fifth HMG
box domain in these
proteins. This
domain has lost
DNA-binding
ability

GO:0045943|positiv
e regulation of
transcription from
RNA polymerase I
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0001650|fibrilla
r
center;GO:0005730|
nucleolus;GO:00056
34|nucleus;

GO:0003677|DNA
binding; K09273

UBTF; upstream-
binding
transcription factor

ENSG00000108379 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no WNT3 protein_coding chr17:46762506-
46833154:-

gi|803290661|ref|XP
_012004993.1| 2158 0

PREDICTED:
proto-oncogene
Wnt-3 isoform X2
[Ovis aries
musimon]

gi|459683869|ref|N
M_030753.4| 3355 0

Homo sapiens
wingless-type
MMTV integration
site family, member
3 (WNT3), mRNA

P56703 679 0 Proto-oncogene
Wnt-3 . . . . pfam00110 wnt

wnt family. Wnt
genes have been
identified in
vertebrates and
invertebrates but
not in plants,
unicellular
eukaryotes or
prokaryotes. In
humans, 19 WNT
proteins are known.
Because of their
insolubility little is
known about Wnt
protein structure,
but all have 23 or 24
Cys residues whose
spacing is highly
conserved. Signal
transduction by Wnt
proteins (including
the Wnt/beta-
catenin, the
Wnt/Ca++, and the
Wnt/polarity
pathway) is
mediated by
receptors of the
Frizzled and LDL-
receptor-related
protein (LRP)
families.

GO:0009948|anterio
r/posterior axis
specification;GO:00
07411|axon
guidance;GO:00600
70|canonical Wnt
signaling
pathway;GO:004433
8|canonical Wnt
signaling pathway
involved in
mesenchymal stem
cell
differentiation;GO:0
044339|canonical
Wnt signaling
pathway involved in
osteoblast
differentiation;GO:0
045165|cell fate
commitment;GO:00
00902|cell
morphogenesis;GO:
0071300|cellular
response to retinoic
acid;GO:0009950|do
rsal/ventral axis
specification;GO:00
35115|embryonic
forelimb
morphogenesis;GO:
0035116|embryonic
hindlimb
morphogenesis;GO:
0007276|gamete

GO:0030666|endocy
tic vesicle
membrane;GO:0005
788|endoplasmic
reticulum
lumen;GO:0070062|
extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0005796|
Golgi
lumen;GO:0005886|
plasma
membrane;GO:0005
578|proteinaceous
extracellular matrix;

GO:0005109|frizzled
binding;GO:004801
8|receptor agonist
activity;

K00312

WNT3; wingless-
type MMTV
integration site
family, member 3

ENSG00000108387 1 4 1 0 0.985646656 0 0 1 0 2.862934742 0.103292446 0.189151568 up no 4-Sep protein_coding chr17:58520250-
58540818:-

gi|795621134|ref|XP
_011731354.1| 2704 0

PREDICTED:
uncharacterized
protein
LOC105476826
isoform X1 [Macaca
nemestrina]

gi|34533184|dbj|AK
126631.1| 3499 0

Homo sapiens
cDNA FLJ44671 fis,
clone
BRACE3005989

O43236 174 4.00E-50 Septin-4 SPAC4F10.11 259 4.00E-78 COG5019 pfam00735 Septin

Septin. Members of
this family include
CDC3, CDC10,
CDC11 and
CDC12/Septin.
Members of this
family bind GTP.
As regards the
septins, these are
polypeptides of 30-
65kDa with three
characteristic
GTPase motifs (G-
1, G-3 and G-4) that
are similar to those
of the Ras family.
The G-4 motif is
strictly conserved
with a unique septin
consensus of
AKAD. Most
septins are thought
to have at least one
coiled-coil region,
which in some cases
is necessary for
intermolecular
interactions that
allow septins to
polymerize to form
rod-shaped
complexes. In turn,
these are arranged
into tandem arrays
to form filaments

GO:0007049|cell
cycle;GO:0051301|c
ell division;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;

GO:0005525|GTP
binding; K16943 SEPT4; septin 4



ENSG00000108389 0 0 0 3 2.500433598 6 12 1 3 -2.490327846 0.064345207 0.136057586 down no MTMR4 protein_coding chr17:58489529-
58517905:-

gi|217272865|ref|NP
_004678.3| 6358 0

myotubularin-
related protein 4
[Homo sapiens]

gi|217272864|ref|N
M_004687.4| 5824 0

Homo sapiens
myotubularin
related protein 4
(MTMR4), mRNA

Q91XS1 190 1.00E-54 Myotubularin-
related protein 4 . . . . pfam06602 Myotub-related

Myotubularin-like
phosphatase
domain. This family
represents the
phosphatase domain
within eukaryotic
myotubularin-
related proteins.
Myotubularin is a
dual-specific lipid
phosphatase that
dephosphorylates
phosphatidylinositol
3-phosphate and
phosphatidylinositol
(3,5)-bi-phosphate.
Mutations in gene
encoding
myotubularin-
related proteins
have been
associated with
disease.

GO:0014894|respon
se to denervation
involved in
regulation of muscle
adaptation;GO:0007
179|transforming
growth factor beta
receptor signaling
pathway;

GO:0005737|cytopla
sm;GO:0005615|extr
acellular
space;GO:0016020|
membrane;

GO:0046872|metal
ion
binding;GO:000472
2|protein
serine/threonine
phosphatase
activity;GO:0004725
|protein tyrosine
phosphatase
activity;

K18082

MTMR3_4,
ZFYVE10_11;
myotubularin-
related protein 3/4
[EC:3.1.3.48
3.1.3.64 3.1.3.95]

ENSG00000108424 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no KPNB1 protein_coding chr17:47649476-
47685505:+

gi|19923142|ref|NP_
002256.2| 4546 0

importin subunit
beta-1 isoform 1
[Homo sapiens]

gi|635092879|ref|X
M_008012949.1| 4855 0

PREDICTED:
Chlorocebus
sabaeus
karyopherin
(importin) beta 1
(KPNB1), mRNA

P52296 102 4.00E-24 Importin subunit
beta-1 SPAC1B1.03c 625 0 COG5215 pfam03810 IBN_N Importin-beta N-

terminal domain.

GO:0006309|apopto
tic DNA
fragmentation;GO:0
030953|astral
microtubule
organization;GO:00
40001|establishment
of mitotic spindle
localization;GO:004
5184|establishment
of protein
localization;GO:007
5733|intracellular
transport of
virus;GO:0007079|
mitotic
chromosome
movement towards
spindle
pole;GO:0007080|mi
totic metaphase
plate
congression;GO:009
0307|mitotic spindle
assembly;GO:00190
54|modulation by
virus of host
process;GO:000660
7|NLS-bearing
protein import into
nucleus;GO:000660
6|protein import
into
nucleus;GO:000005
9|protein import

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0071782|en
doplasmic reticulum
tubular
network;GO:007006
2|extracellular
exosome;GO:00160
20|membrane;GO:0
005635|nuclear
envelope;GO:00319
65|nuclear
membrane;GO:0034
399|nuclear
periphery;GO:00056
43|nuclear
pore;GO:0005654|n
ucleoplasm;

GO:0019899|enzym
e
binding;GO:000813
9|nuclear
localization
sequence
binding;GO:004482
2|poly(A) RNA
binding;GO:001990
4|protein domain
specific
binding;GO:000856
5|protein transporter
activity;GO:0008270
|zinc ion binding;

K14293 KPNB1; importin
subunit beta-1

ENSG00000108443 2 8 1 14 14.51416479 40 26 14 35 -1.791131938 0.002655592 0.013679846 down yes RPS6KB1 protein_coding chr17:59893046-
59950564:+

gi|4506737|ref|NP_0
03152.1| 2781 0

ribosomal protein
S6 kinase beta-1
isoform a [Homo
sapiens]

gi|440546398|ref|N
M_001272044.1| 5479 0

Homo sapiens
ribosomal protein
S6 kinase, 70kDa,
polypeptide 1
(RPS6KB1),
transcript variant 4,
mRNA

P23443 368 2.00E-114 Ribosomal protein
S6 kinase beta-1 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0006915|apopto
tic
process;GO:000704
9|cell
cycle;GO:0071363|c
ellular response to
growth factor
stimulus;GO:003286
9|cellular response
to insulin
stimulus;GO:004306
6|negative
regulation of
apoptotic
process;GO:001406
5|phosphatidylinosit
ol 3-kinase
signaling;GO:00064
17|regulation of
translation;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5741|mitochondrial
outer
membrane;GO:0005
739|mitochondrion;
GO:0043005|neuron
projection;GO:0005
634|nucleus;GO:004
5202|synapse;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;GO:0004711
|ribosomal protein
S6 kinase activity;

K04688
RPS6KB; p70
ribosomal S6 kinase
[EC:2.7.11.1]

ENSG00000108468 8 9 4 12 10.23707958 13 15 17 10 -0.219032818 0.644600148 0.75052036 down no CBX1 protein_coding chr17:48070052-
48101521:-

gi|741963478|ref|XP
_010814472.1| 955 6.00E-120

PREDICTED:
chromobox protein
homolog 1 isoform
X2 [Bos taurus]

gi|187960060|ref|N
M_006807.4| 2422 0

Homo sapiens
chromobox
homolog 1 (CBX1),
transcript variant 1,
mRNA

P83917 173 6.00E-53 Chromobox protein
homolog 1 . . . . pfam01393 Chromo_shadow

Chromo shadow
domain. This
domain is distantly
related to
pfam00385. This
domain is always
found in association
with a chromo
domain.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;

GO:0000785|chrom
atin;GO:0010369|chr
omocenter;GO:0000
775|chromosome,
centromeric
region;GO:0001939|
female
pronucleus;GO:000
1940|male
pronucleus;GO:000
0784|nuclear
chromosome,
telomeric
region;GO:0005721|
pericentric
heterochromatin;GO
:0005819|spindle;

GO:0019899|enzym
e
binding;GO:199022
6|histone
methyltransferase
binding;GO:004280
2|identical protein
binding;GO:004280
3|protein
homodimerization
activity;

K11585
CBX1, HP1B,
SWI6; chromobox
protein 1

ENSG00000108509 0 0 0 1 1.796403662 7 5 1 4 -3.235607259 0.019229399 0.057161364 down no CAMTA2 protein_coding chr17:4967992-
4987652:-

gi|284005537|ref|NP
_001164638.1| 5488 0

calmodulin-binding
transcription
activator 2 isoform
4 [Homo sapiens]

gi|284005542|ref|N
M_001171168.1| 4777 0

Homo sapiens
calmodulin binding
transcription
activator 2
(CAMTA2),
transcript variant 3,
mRNA

O94983 184 3.00E-52
Calmodulin-binding
transcription
activator 2

. . . . pfam03859 CG-1

CG-1 domain. CG-1
domains are highly
conserved domains
of about 130 amino-
acid residues
containing a
predicted bipartite
NLS and named
after a partial cDNA
clone isolated from
parsley encoding a
sequence-specific
DNA-binding
protein. CG-1
domains are
associated with
CAMTA proteins
(for CAlModulin -
binding
Transcription
Activator) that are
transcription factors
containing a
calmodulin -binding
domain and
ankyrins (ANK)
motifs.

GO:0014898|cardiac
muscle hypertrophy
in response to
stress;GO:0045944|p
ositive regulation of
transcription from
RNA polymerase II
promoter;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0003682|chrom
atin
binding;GO:004282
6|histone
deacetylase
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000813
4|transcription
factor
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000108510 5 7 1 11 7.629462461 12 12 10 10 -0.394503405 0.477089649 0.601909616 down no MED13 protein_coding chr17:61942605-
62065282:-

gi|102468717|ref|NP
_005112.2| 10652 0

mediator of RNA
polymerase II
transcription
subunit 13 [Homo
sapiens]

gi|102468716|ref|N
M_005121.2| 10465 0

Homo sapiens
mediator complex
subunit 13
(MED13), mRNA

Q9UHV7 350 2.00E-108

Mediator of RNA
polymerase II
transcription
subunit 13

. . . . pfam06333 Med13_C

Mediator complex
subunit 13 C-
terminal. Mediator
is a large complex
of up to 33 proteins
that is conserved
from plants through
fungi to humans -
the number and
representation of
individual subunits
varying with
species. It is
arranged into four
different sections, a
core, a head, a tail
and a kinase-activity
part, and the
number of subunits
within each of these
is what varies with
species. Overall,
Mediator regulates
the transcriptional
activity of RNA
polymerase II but it
would appear that
each of the four
different sections
has a slightly
different function.
Med13 is part of the
ancillary kinase
module, together
with Med12 CDK8

GO:0030521|androg
en receptor
signaling
pathway;GO:004263
2|cholesterol
homeostasis;GO:003
0518|intracellular
steroid hormone
receptor signaling
pathway;GO:190416
8|negative
regulation of
thyroid hormone
receptor
activity;GO:0045944
|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;GO:00703
28|triglyceride
homeostasis;

GO:0016592|mediat
or
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0030374|ligand-
dependent nuclear
receptor
transcription
coactivator
activity;GO:0004872
|receptor
activity;GO:0001104
|RNA polymerase II
transcription
cofactor
activity;GO:0046966
|thyroid hormone
receptor
binding;GO:000371
3|transcription
coactivator
activity;GO:0003712
|transcription
cofactor
activity;GO:0042809
|vitamin D receptor
binding;

K15164

MED13; mediator of
RNA polymerase II
transcription
subunit 13

ENSG00000108511 11 13 7 30 26.38864742 36 38 59 48 -1.096414429 0.005959178 0.024868109 down yes HOXB6 protein_coding chr17:48595751-
48604992:-

gi|568971794|ref|XP
_006532355.1| 1165 3.00E-152

PREDICTED:
homeobox protein
Hox-B6 isoform X1
[Mus musculus]

gi|578830819|ref|X
M_005257284.2| 1960 0

PREDICTED:
Homo sapiens
homeobox B6
(HOXB6), transcript
variant X2, mRNA

A1YFA5 62 2.00E-11 Homeobox protein
Hox-B7 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0034101|erythrocyte
homeostasis;GO:000
6351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0044822|poly(A
) RNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09306 HOX_6; homeobox
protein HoxA/B/C6

ENSG00000108518 20 25 11 31 17.12798858 11 18 13 5 1.403126809 0.002321158 0.012360524 up yes PFN1 protein_coding chr17:4945652-
4949061:-

gi|297271677|ref|XP
_001099416.2| 692 1.00E-85

PREDICTED:
profilin-1 isoform 1
[Macaca mulatta]

gi|394582017|ref|N
M_005022.3| 1291 0

Homo sapiens
profilin 1 (PFN1),
mRNA

P07737 264 2.00E-85 Profilin-1 . . . . pfam00235 Profilin Profilin.

GO:0030036|actin
cytoskeleton
organization;GO:00
71363|cellular
response to growth
factor
stimulus;GO:003223
2|negative
regulation of actin
filament bundle
assembly;GO:00308
37|negative
regulation of actin
filament
polymerization;GO:
0051497|negative
regulation of stress
fiber
assembly;GO:00018
43|neural tube
closure;GO:0032233
|positive regulation
of actin filament
bundle
assembly;GO:00308
38|positive
regulation of actin
filament
polymerization;GO:
0032781|positive
regulation of
ATPase
activity;GO:0051054
|positive regulation
of DNA metabolic

GO:0072562|blood
microparticle;GO:00
05938|cell
cortex;GO:0005913|
cell-cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0005829|cytosol;
GO:0070062|extrace
llular
exosome;GO:00059
25|focal
adhesion;GO:00160
20|membrane;GO:0
043005|neuron
projection;GO:0005
634|nucleus;GO:004
5202|synapse;

GO:0003779|actin
binding;GO:000378
5|actin monomer
binding;GO:000077
4|adenyl-nucleotide
exchange factor
activity;GO:0098641
|cadherin binding
involved in cell-cell
adhesion;GO:00055
46|phosphatidylinos
itol-4,5-
bisphosphate
binding;GO:004482
2|poly(A) RNA
binding;GO:007006
4|proline-rich
region binding;

K05759 PFN; profilin



ENSG00000108588 0 3 0 0 1.372008903 1 2 3 4 -1.262981695 0.367219972 0.498821495 down no CCDC47 protein_coding chr17:63745250-
63776351:-

gi|14042722|dbj|BA
B55367.1| 2340 0

unnamed protein
product [Homo
sapiens]

gi|171906581|ref|N
M_020198.2| 3419 0

Homo sapiens
coiled-coil domain
containing 47
(CCDC47), mRNA

Q5RCI4 117 1.00E-29
Coiled-coil domain-
containing protein
47

. . . . pfam07946 DUF1682

Protein of unknown
function
(DUF1682). The
members of this
family are all
hypothetical
eukaryotic proteins
of unknown
function. One
member is
described as being
an adipocyte-
specific protein, but
no evidence of this
was found.

GO:0055074|calciu
m ion
homeostasis;GO:000
7029|endoplasmic
reticulum
organization;GO:00
06983|ER overload
response;GO:00304
33|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:000164
9|osteoblast
differentiation;GO:0
009791|post-
embryonic
development;

GO:0005783|endopl
asmic
reticulum;GO:00160
21|integral
component of
membrane;GO:0005
791|rough
endoplasmic
reticulum;

GO:0005509|calciu
m ion
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000108590 13 14 9 4 7.876610624 4 1 4 6 2.059778702 0.00377924 0.017683989 up yes MED31 protein_coding chr17:6643315-
6651634:-

gi|635087308|ref|XP
_008008245.1| 722 4.00E-89

PREDICTED:
mediator of RNA
polymerase II
transcription
subunit 31
[Chlorocebus
sabaeus]

gi|153792355|ref|N
M_016060.2| 1654 0

Homo sapiens
mediator complex
subunit 31
(MED31), mRNA

Q9Y3C7 219 4.00E-71

Mediator of RNA
polymerase II
transcription
subunit 31

SPCP31B10.03c 105 2.00E-25 COG5088 pfam05669 Med31

SOH1. The family
consists of
Saccharomyces
cerevisiae SOH1
homologues. SOH1
is responsible for
the repression of
temperature
sensitive growth of
the HPR1 mutant
and has been found
to be a component
of the RNA
polymerase II
transcription
complex. SOH1 not
only interacts with
factors involved in
DNA repair, but
transcription as
well. Thus, the
SOH1 protein may
serve to couple
these two processes.

GO:0060173|limb
development;GO:00
48147|negative
regulation of
fibroblast
proliferation;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;

GO:0070847|core
mediator
complex;GO:001659
2|mediator
complex;GO:000565
4|nucleoplasm;GO:0
000151|ubiquitin
ligase complex;

GO:0001104|RNA
polymerase II
transcription
cofactor
activity;GO:0003713
|transcription
coactivator
activity;GO:0061630
|ubiquitin protein
ligase activity;

K15153

MED31, SOH1;
mediator of RNA
polymerase II
transcription
subunit 31

ENSG00000108599 0 0 0 2 1.914131513 7 3 3 4 -2.59208568 0.046201317 0.107370129 down no AKAP10 protein_coding chr17:19904302-
19978343:-

gi|21493033|ref|NP_
009133.2| 3465 0

A-kinase anchor
protein 10,
mitochondrial
precursor [Homo
sapiens]

gi|387157885|ref|N
M_007202.3| 3922 0

Homo sapiens A
kinase (PRKA)
anchor protein 10
(AKAP10), mRNA

O43572 218 0
A-kinase anchor
protein 10,
mitochondrial

. . . . pfam00615 RGS

Regulator of G
protein signaling
domain. RGS
family members are
GTPase-activating
proteins for
heterotrimeric G-
protein alpha-
subunits.

GO:0008104|protein
localization;

GO:0005737|cytopla
sm;GO:0005739|mit
ochondrion;GO:000
5886|plasma
membrane;

GO:0051018|protein
kinase A binding; K16526 AKAP10; A-kinase

anchor protein 10

ENSG00000108639 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SYNGR2 protein_coding chr17:78168558-
78173527:+

gi|4759202|ref|NP_0
04701.1| 1074 7.00E-145 synaptogyrin-2

[Homo sapiens]
gi|22038664|gb|AC0
21593.15| 3036 0

Homo sapiens
chromosome 17,
clone RP11-
153A23, complete
sequence

O43760 211 9.00E-62 Synaptogyrin-2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;GO:0031
594|neuromuscular
junction;GO:003067
2|synaptic vesicle
membrane;

. . .

ENSG00000108654 313 508 287 642 501.2994048 595 600 686 674 -0.047284122 0.791591521 0.858353598 down no DDX5 protein_coding chr17:64499616-
64508199:-

gi|767993877|ref|XP
_011522758.1| 3077 0

PREDICTED:
probable ATP-
dependent RNA
helicase DDX5
isoform X2 [Homo
sapiens]

gi|33096799|emb|BX
571764.1| 3542 0

Homo sapiens
mRNA; cDNA
DKFZp686J01190
(from clone
DKFZp686J01190)

A5A6J2 226 1.00E-68
Probable ATP-
dependent RNA
helicase DDX5

. . . . pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

GO:0072332|intrinsi
c apoptotic
signaling pathway
by p53 class
mediator;GO:00063
97|mRNA
processing;GO:0000
122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00435
17|positive
regulation of DNA
damage response,
signal transduction
by p53 class
mediator;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00003
81|regulation of
alternative mRNA
splicing, via
spliceosome;GO:00
60765|regulation of
androgen receptor
signaling
pathway;GO:004566

GO:0005730|nucleol
us;GO:0005681|splic
eosomal complex;

GO:0050681|androg
en receptor
binding;GO:000552
4|ATP
binding;GO:000400
4|ATP-dependent
RNA helicase
activity;GO:0030331
|estrogen receptor
binding;GO:000372
3|RNA
binding;GO:000372
4|RNA helicase
activity;GO:0003713
|transcription
coactivator activity;

K12823

DDX5, DBP2; ATP-
dependent RNA
helicase
DDX5/DBP2
[EC:3.6.4.13]

ENSG00000108671 24 23 22 22 21.62293023 17 20 20 20 0.828483786 0.023973214 0.066635866 up no PSMD11 protein_coding chr17:32444261-
32483318:+

gi|197246390|gb|AA
I68749.1| 2163 0

Unknown (protein
for
IMAGE:6921650)
[Rattus norvegicus]

gi|394953910|ref|N
M_002815.3| 3896 0

Homo sapiens
proteasome
(prosome,
macropain) 26S
subunit, non-
ATPase, 11
(PSMD11),
transcript variant 2,
mRNA

F1LMZ8 585 0

26S proteasome
non-ATPase
regulatory subunit
11

SPAC23G3.11 441 2.00E-140 COG5159 pfam01399 PCI

PCI domain. This
domain has also
been called the
PINT motif
(Proteasome, Int-6,
Nip-1 and TRIP-
15).

GO:0043248|proteas
ome
assembly;GO:00488
63|stem cell
differentiation;GO:0
006511|ubiquitin-
dependent protein
catabolic process;

GO:0005829|cytosol
;GO:0005634|nucleu
s;GO:0022624|prote
asome accessory
complex;GO:000854
1|proteasome
regulatory particle,
lid subcomplex;

GO:0005198|structu
ral molecule
activity;

K03036

PSMD11, RPN6;
26S proteasome
regulatory subunit
N6

ENSG00000108679 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no LGALS3BP protein_coding chr17:78971238-
78980109:-

gi|5031863|ref|NP_0
05558.1| 3096 0

galectin-3-binding
protein precursor
[Homo sapiens]

gi|221316752|ref|N
M_005567.3| 2260 0

Homo sapiens
lectin, galactoside-
binding, soluble, 3
binding protein
(LGALS3BP),
mRNA

Q08380 227 4.00E-67 Galectin-3-binding
protein . . . . pfam00530 SRCR

Scavenger receptor
cysteine-rich
domain. These
domains are
disulphide rich
extracellular
domains. These
domains are found
in several
extracellular
receptors and may
be involved in
protein-protein
interactions.

GO:0007155|cell
adhesion;GO:00069
68|cellular defense
response;GO:00025
76|platelet
degranulation;GO:0
007165|signal
transduction;

GO:0072562|blood
microparticle;GO:00
70062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0016020|
membrane;GO:0031
089|platelet dense
granule
lumen;GO:0005578|
proteinaceous
extracellular matrix;

GO:0005044|scaven
ger receptor activity; K17300

LGALS3BP;
galectin-3-binding
protein

ENSG00000108788 0 1 0 1 0.233985163 0 0 0 0 1.924005743 0.550387422 NA up no MLX protein_coding chr17:42567068-
42573239:+

gi|24586667|ref|NP_
733752.1| 1396 0

max-like protein X
isoform gamma
[Homo sapiens]

gi|38201610|ref|NM
_170607.2| 2550 0

Homo sapiens
MLX, MAX
dimerization protein
(MLX), transcript
variant 3, mRNA

Q9UH92 248 3.00E-73 Max-like protein X . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003677|DNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0000977
|RNA polymerase II
regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000813
4|transcription
factor
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09113 MLX; MAX-like
protein X

ENSG00000108797 0 0 0 1 0.618416322 3 0 2 0 -1.502304644 0.484028554 NA down no CNTNAP1 protein_coding chr17:42682613-
42699814:+

gi|4505463|ref|NP_0
03623.1| 6883 0

contactin-associated
protein 1 precursor
[Homo sapiens]

gi|221316606|ref|N
M_003632.2| 5275 0

Homo sapiens
contactin associated
protein 1
(CNTNAP1),
mRNA

P78357 214 3.00E-62 Contactin-
associated protein 1 . . . . pfam02210 Laminin_G_2

Laminin G domain.
This family includes
the
Thrombospondin
N-terminal-like
domain, a Laminin
G subfamily.

GO:0007155|cell
adhesion;GO:00070
10|cytoskeleton
organization;GO:00
50885|neuromuscul
ar process
controlling
balance;GO:005088
4|neuromuscular
process controlling
posture;GO:0048812
|neuron projection
morphogenesis;GO:
0019227|neuronal
action potential
propagation;GO:003
0913|paranodal
junction
assembly;GO:00021
75|protein
localization to
paranode region of
axon;GO:0007165|si
gnal transduction;

GO:0016021|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0043
209|myelin
sheath;GO:0033270|
paranode region of
axon;GO:0008076|v
oltage-gated
potassium channel
complex;

GO:0004872|recepto
r
activity;GO:0017124
|SH3 domain
binding;GO:000507
0|SH3/SH2 adaptor
activity;

K07379
CNTNAP1;
contactin associated
protein 1



ENSG00000108799 0 0 0 3 1.027550384 3 1 2 1 -0.879604037 0.563220694 0.677537205 down no EZH1 protein_coding chr17:42700275-
42745049:-

gi|530411762|ref|XP
_005257201.1| 3971 0

PREDICTED:
histone-lysine N-
methyltransferase
EZH1 isoform X1
[Homo sapiens]

gi|194018464|ref|N
M_001991.3| 4623 0

Homo sapiens
enhancer of zeste 1
polycomb
repressive complex
2 subunit (EZH1),
mRNA

A7E2Z2 61.6 2.00E-10
Histone-lysine N-
methyltransferase
EZH1

ECU09g1750 159 9.00E-40 COG2940 pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0009653|anatom
ical structure
morphogenesis;GO:
0021766|hippocamp
us
development;GO:00
70734|histone H3-
K27
methylation;GO:004
5944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0035098|ESC/E(
Z)
complex;GO:000565
4|nucleoplasm;

GO:0003682|chrom
atin
binding;GO:001802
4|histone-lysine N-
methyltransferase
activity;

K17451

EZH1; histone-
lysine N-
methyltransferase
EZH1 [EC:2.1.1.43]

ENSG00000108821 0 0 0 0 0.605484957 0 0 4 2 -2.473448233 0.323588824 NA down no COL1A1 protein_coding chr17:50183289-
50201632:-

gi|119615036|gb|EA
W94630.1| 1447 4.00E-172

collagen, type I,
alpha 1, isoform
CRA_a [Homo
sapiens]

gi|1418927|emb|Z74
615.1| 6619 0

H.sapiens mRNA
for prepro-alpha1(I)
collagen

P02452 106 2.00E-21 Collagen alpha-1(I)
chain . . . . pfam01410 COLFI

Fibrillar collagen C-
terminal domain.
Found at C-termini
of fibrillar
collagens: Ephydatia
muelleri
procollagen EMF1
alpha, vertebrate
collagens
alpha(1)III,
alpha(1)II,
alpha(2)V etc.

GO:0001568|blood
vessel
development;GO:00
60346|bone
trabecula
formation;GO:0060
351|cartilage
development
involved in
endochondral bone
morphogenesis;GO:
0071230|cellular
response to amino
acid
stimulus;GO:007136
4|cellular response
to epidermal growth
factor
stimulus;GO:004434
4|cellular response
to fibroblast growth
factor
stimulus;GO:190261
8|cellular response
to
fluoride;GO:007126
0|cellular response
to mechanical
stimulus;GO:007130
0|cellular response
to retinoic
acid;GO:0071560|cel
lular response to
transforming
growth factor beta

GO:0005584|collage
n type I
trimer;GO:0005783|
endoplasmic
reticulum;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0005794|
Golgi
apparatus;GO:00301
41|secretory
granule;

GO:0005201|extrace
llular matrix
structural
constituent;GO:0046
872|metal ion
binding;

K06236

COL1AS; collagen,
type
I/II/III/V/XI/XXIV/
XXVII, alpha

ENSG00000108840 0 2 0 6 5.682681292 13 11 11 13 -2.165805722 0.004922169 0.021577994 down yes HDAC5 protein_coding chr17:44076746-
44123702:-

gi|530411256|ref|XP
_005256962.1| 4359 0

PREDICTED:
histone deacetylase
5 isoform X3
[Homo sapiens]

gi|62750348|ref|NM
_001015053.1| 5319 0

Homo sapiens
histone deacetylase
5 (HDAC5),
transcript variant 3,
mRNA

Q5R902 241 9.00E-71 Histone deacetylase
5 SPBC800.03 239 5.00E-65 COG0123 pfam00850 Hist_deacetyl

Histone deacetylase
domain. Histones
can be reversibly
acetylated on
several lysine
residues. Regulation
of transcription is
caused in part by
this mechanism.
Histone deacetylases
catalyse the removal
of the acetyl group.
Histone deacetylases
are related to other
proteins.

GO:0040029|regulati
on of gene
expression,
epigenetic;GO:0010
830|regulation of
myotube
differentiation;GO:0
006355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0000118|hist
one deacetylase
complex;GO:000563
4|nucleus;

GO:0046872|metal
ion
binding;GO:003204
1|NAD-dependent
histone deacetylase
activity (H3-K14
specific);

K11406
HDAC4_5; histone
deacetylase 4/5
[EC:3.5.1.98]

ENSG00000108848 15 43 6 56 47.88909107 83 64 79 99 -1.034696276 0.021853106 0.06291375 down no LUC7L3 protein_coding chr17:50719544-
50756213:+

gi|532013656|ref|XP
_005350607.1| 1265 5.00E-164

PREDICTED: luc7-
like protein 3
isoform X2
[Microtus
ochrogaster]

gi|426347569|ref|X
M_004041374.1| 6734 0

PREDICTED:
Gorilla gorilla
gorilla LUC7-like 3
(S. cerevisiae)
(LUC7L3), mRNA

Q3SX41 240 2.00E-74 Luc7-like protein 3 SPCC16A11.13 116 1.00E-26 COG5200 pfam03194 LUC7

LUC7 N_terminus.
This family contains
the N terminal
region of several
LUC7 protein
homologues and
only contains
eukaryotic proteins.
LUC7 has been
shown to be a U1
snRNA associated
protein with a role
in splice site
recognition. The
family also contains
human and mouse
LUC7 like (LUC7L)
proteins and human
cisplatin resistance-
associated
overexpressed
protein (CROP).

GO:0006376|mRNA
splice site
selection;GO:00083
80|RNA splicing;

GO:0016607|nuclear
speck;GO:0005634|
nucleus;GO:000568
5|U1 snRNP;

GO:0003677|DNA
binding;GO:000372
9|mRNA binding;

. .

ENSG00000108854 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no SMURF2 protein_coding chr17:64542295-
64662068:-

gi|12232397|ref|NP_
073576.1| 3979 0

E3 ubiquitin-protein
ligase SMURF2
[Homo sapiens]

gi|60219632|emb|CR
936721.1| 5852 0

Homo sapiens
mRNA; cDNA
DKFZp686F0270
(from clone
DKFZp686F0270)

A2A5Z6 79 2.00E-16 E3 ubiquitin-protein
ligase SMURF2 SPAC11G7.02 530 3.00E-165 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0030512|negativ
e regulation of
transforming
growth factor beta
receptor signaling
pathway;GO:190116
5|positive regulation
of trophoblast cell
migration;GO:00427
87|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:000717
9|transforming
growth factor beta
receptor signaling
pathway;GO:000651
1|ubiquitin-
dependent protein
catabolic
process;GO:003057
9|ubiquitin-
dependent SMAD
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0045121|m
embrane
raft;GO:0005634|nu
cleus;GO:0005886|p
lasma
membrane;GO:0000
151|ubiquitin ligase
complex;

GO:0042802|identic
al protein
binding;GO:004633
2|SMAD
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K04678

SMURF; E3
ubiquitin ligase
SMURF1/2
[EC:2.3.2.26]

ENSG00000108883 1 5 0 4 4.260291696 12 11 4 3 -1.149633867 0.181925537 0.297945974 down no EFTUD2 protein_coding chr17:44849943-
44899662:-

gi|40788951|dbj|BA
A04699.2| 5015 0 KIAA0031 [Homo

sapiens]
gi|217272891|ref|N
M_004247.3| 4167 0

Homo sapiens
elongation factor Tu
GTP binding
domain containing 2
(EFTUD2),
transcript variant 1,
mRNA

A4FUD3 60.8 2.00E-40

116 kDa U5 small
nuclear
ribonucleoprotein
component

SPBC215.12 1083 0 COG0480 pfam00009 GTP_EFTU

Elongation factor
Tu GTP binding
domain. This
domain contains a
P-loop motif, also
found in several
other families such
as pfam00071,
pfam00025 and
pfam00063.
Elongation factor
Tu consists of three
structural domains,
this plus two C-
terminal beta barrel
domains.

GO:0061337|cardiac
conduction;GO:000
6936|muscle
contraction;GO:007
0296|sarcoplasmic
reticulum calcium
ion
transport;GO:00068
10|transport;

GO:0005886|plasma
membrane;GO:0005
891|voltage-gated
calcium channel
complex;

GO:0005245|voltage
-gated calcium
channel activity;

K12852

EFTUD2; 116 kDa
U5 small nuclear
ribonucleoprotein
component

ENSG00000108924 1 2 1 1 1.835714268 3 2 3 3 -0.599022234 0.553147151 0.666926006 down no HLF protein_coding chr17:55265012-
55325065:+

gi|4504421|ref|NP_0
02117.1| 1221 2.00E-150

hepatic leukemia
factor [Homo
sapiens]

gi|94983916|ref|NM
_002126.4| 5547 0

Homo sapiens
hepatic leukemia
factor (HLF),
mRNA

Q16534 425 3.00E-137 Hepatic leukemia
factor . . . . pfam07716 bZIP_2 Basic region leucine

zipper.

GO:0048511|rhythm
ic
process;GO:003591
4|skeletal muscle
cell differentiation;

GO:0005634|nucleu
s;

GO:0000977|RNA
polymerase II
regulatory region
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09057 HLF; hepatic
leukemia factor

ENSG00000108947 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no EFNB3 protein_coding chr17:7705202-
7711378:+

gi|4503489|ref|NP_0
01397.1| 1315 4.00E-169 ephrin-B3 precursor

[Homo sapiens]
gi|38201712|ref|NM
_001406.3| 3219 0

Homo sapiens
ephrin-B3 (EFNB3),
mRNA

Q15768 511 2.00E-170 Ephrin-B3 . . . . pfam00812 Ephrin Ephrin.

GO:0007628|adult
walking
behavior;GO:00161
98|axon choice
point
recognition;GO:000
7411|axon
guidance;GO:00072
67|cell-cell
signaling;GO:00480
13|ephrin receptor
signaling
pathway;GO:000739
9|nervous system
development;GO:00
31295|T cell
costimulation;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0046875|ephrin
receptor
binding;GO:000500
5|transmembrane-
ephrin receptor
activity;GO:0001618
|virus receptor
activity;

K05463 EFNB; ephrin-B

ENSG00000108953 526 443 537 373 386.1938129 180 221 303 198 1.710611372 2.22E-06 5.74E-05 up yes YWHAE protein_coding chr17:1344272-
1400378:-

gi|5803225|ref|NP_0
06752.1| 1319 3.00E-175

14-3-3 protein
epsilon [Homo
sapiens]

gi|426383405|ref|X
M_004058224.1| 2091 0

PREDICTED:
Gorilla gorilla
gorilla tyrosine 3-
monooxygenase/try
ptophan 5-
monooxygenase
activation protein,
epsilon polypeptide,
transcript variant 1
(YWHAE), mRNA

P62262 236 8.00E-76 14-3-3 protein
epsilon YDR099w 374 5.00E-123 COG5040 pfam00244 2014/3/3 14-3-3 protein. . GO:0042470|melano

some; . . .



ENSG00000108984 4 2 4 14 10.53085989 17 23 16 17 -1.121649398 0.038819596 0.095454417 down no MAP2K6 protein_coding chr17:69414698-
69543331:+

gi|507673141|ref|XP
_004709231.1| 1807 0

PREDICTED: dual
specificity mitogen-
activated protein
kinase kinase 6
[Echinops telfairi]

gi|34365447|emb|BX
641121.1| 3064 0

Homo sapiens
mRNA; cDNA
DKFZp686N0154
(from clone
DKFZp686N0154)

P52564 283 4.00E-93

Dual specificity
mitogen-activated
protein kinase
kinase 6

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0000187|activati
on of MAPK
activity;GO:0006915
|apoptotic
process;GO:006004
8|cardiac muscle
contraction;GO:000
7050|cell cycle
arrest;GO:0072709|c
ellular response to
sorbitol;GO:000697
5|DNA damage
induced protein
phosphorylation;GO
:0070423|nucleotide
-binding
oligomerization
domain containing
signaling
pathway;GO:002260
2|ovulation cycle
process;GO:004306
5|positive regulation
of apoptotic
process;GO:005177
0|positive regulation
of nitric-oxide
synthase
biosynthetic
process;GO:003230
8|positive regulation
of prostaglandin
secretion;GO:00358
97|proteolysis in
other

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00058
29|cytosol;GO:0005
654|nucleoplasm;

GO:0005524|ATP
binding;GO:000470
8|MAP kinase
kinase
activity;GO:0019901
|protein kinase
binding;GO:000471
3|protein tyrosine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase activity;

K04433

MAP2K6, MKK6;
mitogen-activated
protein kinase
kinase 6
[EC:2.7.12.2]

ENSG00000109046 1 9 2 13 8.663313557 23 16 5 12 -0.770705165 0.259961714 0.383426963 down no WSB1 protein_coding chr17:27294076-
27315926:+

gi|18677720|ref|NP_
056441.6| 2262 0

WD repeat and
SOCS box-
containing protein 1
isoform 1 [Homo
sapiens]

gi|28703877|gb|BC0
48007.1| 4160 0

Homo sapiens WD
repeat and SOCS
box-containing 1,
mRNA (cDNA
clone
IMAGE:5296963)

Q9Y6I7 270 3.00E-88
WD repeat and
SOCS box-
containing protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0035556|intracel
lular signal
transduction;GO:00
00209|protein
polyubiquitination;

GO:0005829|cytosol
;GO:0005622|intrace
llular;

GO:0004842|ubiquit
in-protein
transferase activity;

K10341
WSB1; WD repeat
and SOCS box-
containing protein 1

ENSG00000109063 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no MYH3 protein_coding chr17:10628526-
10657309:-

gi|98986453|ref|NP_
002461.2| 9350 0 myosin-3 [Homo

sapiens]
gi|345842434|ref|N
M_002470.3| 6037 0

Homo sapiens
myosin, heavy
chain 3, skeletal
muscle, embryonic
(MYH3), mRNA

P11055 3606 0 Myosin-3 SPCC645.05c 754 0 COG5022 pfam01576 Myosin_tail_1

Myosin tail. The
myosin molecule is
a multi-subunit
complex made up
of two heavy chains
and four light
chains it is a
fundamental
contractile protein
found in all
eukaryote cell types.
This family consists
of the coiled-coil
myosin heavy chain
tail region. The
coiled-coil is
composed of the tail
from two molecules
of myosin. These
can then assemble
into the
macromolecular
thick filament. The
coiled-coil region
provides the
structural backbone
the thick filament.

GO:0030048|actin
filament-based
movement;GO:0046
034|ATP metabolic
process;GO:003032
6|embryonic limb
morphogenesis;GO:
0060325|face
morphogenesis;GO:
0030049|muscle
filament
sliding;GO:0007517|
muscle organ
development;GO:00
45214|sarcomere
organization;GO:00
03009|skeletal
muscle contraction;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00058
59|muscle myosin
complex;GO:003298
2|myosin
filament;GO:003001
7|sarcomere;

GO:0051015|actin
filament
binding;GO:000552
4|ATP
binding;GO:004262
3|ATPase activity,
coupled;GO:000551
6|calmodulin
binding;GO:000014
6|microfilament
motor
activity;GO:0017018
|myosin
phosphatase
activity;

K10352 MYH; myosin heavy
chain

ENSG00000109079 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TNFAIP1 protein_coding chr17:28335602-
28347009:+

gi|482321|pir||A4178
4 1866 0

tumor necrosis
factor-alpha-
induced protein B12
- human

gi|221316727|ref|N
M_021137.4| 3627 0

Homo sapiens
tumor necrosis
factor, alpha-
induced protein 1
(endothelial)
(TNFAIP1), mRNA

Q13829 227 2.00E-72

BTB/POZ domain-
containing adapter
for CUL3-mediated
RhoA degradation
protein 2

. . . . pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0006915|apopto
tic
process;GO:001647
7|cell
migration;GO:00062
60|DNA
replication;GO:0009
790|embryo
development;GO:00
06955|immune
response;GO:00350
24|negative
regulation of Rho
protein signal
transduction;GO:00
45740|positive
regulation of DNA
replication;GO:0043
161|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:005126
0|protein
homooligomerizatio
n;GO:0016567|prote
in
ubiquitination;GO:0
043149|stress fiber
assembly;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000573
7|cytoplasm;GO:000
5768|endosome;GO:
0005730|nucleolus;

GO:0017049|GTP-
Rho binding; K15074

BACURD;
BTB/POZ domain-
containing adapter
for CUL3-mediated
RhoA degradation
protein

ENSG00000109107 0 1 1 0 0.303664834 0 0 0 0 2.066729667 0.489550156 NA up no ALDOC protein_coding chr17:28573115-
28577264:-

gi|426348874|ref|XP
_004042047.1| 2299 0

PREDICTED:
fructose-
bisphosphate
aldolase C [Gorilla
gorilla gorilla]

gi|426348873|ref|X
M_004041999.1| 1964 0

PREDICTED:
Gorilla gorilla
gorilla aldolase C,
fructose-
bisphosphate
(ALDOC), mRNA

P09117 216 5.00E-66
Fructose-
bisphosphate
aldolase C

mlr3754 319 1.00E-101 COG3588 pfam00274 Glycolytic
Fructose-
bisphosphate
aldolase class-I.

GO:0030388|fructos
e 1,6-bisphosphate
metabolic
process;GO:000609
6|glycolytic process;

.
GO:0004332|fructos
e-bisphosphate
aldolase activity;

K01623

ALDO; fructose-
bisphosphate
aldolase, class I
[EC:4.1.2.13]

ENSG00000109111 1 2 0 4 2.763525296 5 7 2 5 -0.982398062 0.282052397 0.406342707 down no SUPT6H protein_coding chr17:28662091-
28702684:+

gi|795158576|ref|XP
_011796180.1| 7294 0

PREDICTED:
transcription
elongation factor
SPT6 [Colobus
angolensis palliatus]

gi|426348884|ref|X
M_004042004.1| 5993 0

PREDICTED:
Gorilla gorilla
gorilla suppressor
of Ty 6 homolog (S.
cerevisiae),
transcript variant 1
(SUPT6H), mRNA

Q62383 180 4.00E-50
Transcription
elongation factor
SPT6

SPAC1F7.01c 377 1.00E-106 COG2183 pfam14633 SH2_2 SH2 domain.

GO:0006338|chrom
atin
remodeling;GO:000
6397|mRNA
processing;GO:0051
028|mRNA
transport;GO:00610
86|negative
regulation of
histone H3-K27
methylation;GO:003
2968|positive
regulation of
transcription
elongation from
RNA polymerase II
promoter;GO:00451
91|regulation of
isotype
switching;GO:00107
93|regulation of
mRNA export from
nucleus;GO:005068
4|regulation of
mRNA
processing;GO:0051
147|regulation of
muscle cell
differentiation;GO:0
006355|regulation of
transcription, DNA-
templated;GO:00083
80|RNA
splicing;GO:000635
1|transcription

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004239
3|histone
binding;GO:004482
2|poly(A) RNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K11292

SUPT6H, SPT6;
transcription
elongation factor
SPT6

ENSG00000109118 5 12 0 24 23.78281763 62 53 25 48 -1.819982071 0.00333478 0.016081051 down yes PHF12 protein_coding chr17:28905250-
28951771:-

gi|75677357|ref|NP_
001028733.1| 4903 0

PHD finger protein
12 isoform 1 [Homo
sapiens]

gi|27531864|gb|AC0
24267.18| 5119 0

Homo sapiens
chromosome 17,
clone RP11-20B24,
complete sequence

Q5SPL2 136 7.00E-35 PHD finger protein
12 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:001658
0|Sin3
complex;GO:001705
3|transcriptional
repressor complex;

GO:0003682|chrom
atin
binding;GO:004239
3|histone
binding;GO:003509
1|phosphatidylinosit
ol
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000110
6|RNA polymerase
II transcription
corepressor
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000109132 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PHOX2B protein_coding chr4:41744082-
41748970:-

gi|281351965|gb|EF
B27549.1| 806 4.00E-97

hypothetical protein
PANDA_010383,
partial [Ailuropoda
melanoleuca]

gi|172072680|ref|N
M_003924.3| 3030 0

Homo sapiens
paired-like
homeobox 2b
(PHOX2B), mRNA

O35690 311 2.00E-95
Paired mesoderm
homeobox protein
2B

. . . . pfam00046 Homeobox Homeobox domain.

GO:0048483|autono
mic nervous system
development;GO:00
03360|brainstem
development;GO:00
48468|cell
development;GO:00
21533|cell
differentiation in
hindbrain;GO:00717
73|cellular response
to BMP
stimulus;GO:007154
2|dopaminergic
neuron
differentiation;GO:0
048894|efferent
axon development
in a lateral line
nerve;GO:0048484|e
nteric nervous
system
development;GO:00
10001|glial cell
differentiation;GO:0
021934|hindbrain
tangential cell
migration;GO:00488
39|inner ear
development;GO:00
21723|medullary
reticular formation
development;GO:00
08285|negative
regulation of cell

GO:0000790|nuclear
chromatin;GO:0005
634|nucleus;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09330
PHOX2, PMX2;
paired mesoderm
homeobox protein 2



ENSG00000109171 4 2 1 2 1.736664553 0 0 1 2 2.212680356 0.086147318 0.166168604 up no SLAIN2 protein_coding chr4:48341322-
48426212:+

gi|149588928|ref|NP
_065897.1| 2037 0

SLAIN motif-
containing protein 2
[Homo sapiens]

gi|149588927|ref|N
M_020846.1| 6011 0

Homo sapiens
SLAIN motif
family, member 2
(SLAIN2), mRNA

Q9P270 179 9.00E-53 SLAIN motif-
containing protein 2 . . . . pfam15301 SLAIN

SLAIN motif-
containing family.
The SLAIN motif
containing family is
named after the
presence of a
SLAIN motif in
SLAIN1. They are a
family of
microtubule plus-
end tracking
proteins.

GO:0031122|cytopla
smic microtubule
organization;GO:00
07020|microtubule
nucleation;GO:0031
116|positive
regulation of
microtubule
polymerization;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:001563
0|microtubule
cytoskeleton;

. K16580
SLAIN1_2; SLAIN
motif-containing
protein 1/2

ENSG00000109184 0 0 0 2 0.817098106 0 2 3 1 -1.134157922 0.525204684 NA down no DCUN1D4 protein_coding chr4:51843000-
51916837:+

gi|560951560|ref|XP
_006198318.1| 1661 0

PREDICTED:
DCN1-like protein 4
[Vicugna pacos]

gi|567757467|ref|N
M_001040402.2| 4312 0

Homo sapiens
DCN1, defective in
cullin neddylation 1,
domain containing 4
(DCUN1D4),
transcript variant 1,
mRNA

Q92564 225 5.00E-73 DCN1-like protein 4 . . . . pfam03556 Cullin_binding

Cullin binding. This
domain binds to
cullins and to Rbx-
1, components of an
E3 ubiquitin ligase
complex for
neddylation.
Neddylation is the
process by which
the C-terminal
glycine of the
ubiquitin-like
protein Nedd8 is
covalently linked to
lysine residues in a
protein through an
isopeptide bond.
The structure of this
domain is
composed entirely
of alpha helices.

GO:0051443|positiv
e regulation of
ubiquitin-protein
transferase
activity;GO:0045116
|protein
neddylation;

GO:0005634|nucleu
s;GO:0000151|ubiqu
itin ligase complex;

GO:0097602|cullin
family protein
binding;GO:003162
4|ubiquitin
conjugating enzyme
binding;GO:003218
2|ubiquitin-like
protein binding;

K17824
DCUN1D4_5;
DCN1-like protein
4/5

ENSG00000109189 0 0 0 1 3.290662468 11 6 5 10 -4.149495293 0.000634378 0.004631397 down yes USP46 protein_coding chr4:52590972-
52659335:-

gi|29243896|ref|NP_
808229.1| 1869 0

ubiquitin carboxyl-
terminal hydrolase
46 [Mus musculus]

gi|197116353|ref|N
M_022832.3| 7954 0

Homo sapiens
ubiquitin specific
peptidase 46
(USP46), transcript
variant 1, mRNA

Q5RBQ4 213 3.00E-66
Ubiquitin carboxyl-
terminal hydrolase
46

. . . . pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0007610|behavi
or;GO:0016579|prot
ein
deubiquitination;GO
:0032228|regulation
of synaptic
transmission,
GABAergic;GO:000
6511|ubiquitin-
dependent protein
catabolic process;

.
GO:0004843|ubiquit
in-specific protease
activity;

K11842

USP12_46;
ubiquitin carboxyl-
terminal hydrolase
12/46 [EC:3.4.19.12]

ENSG00000109220 9 20 7 22 10.73497507 9 10 7 2 1.521382909 0.005042543 0.022050012 up yes CHIC2 protein_coding chr4:54009789-
54064690:-

gi|544510188|ref|XP
_005588740.1| 738 8.00E-93

PREDICTED:
cysteine-rich
hydrophobic
domain 2 protein-
like [Macaca
fascicularis]

gi|332205976|ref|N
M_012110.3| 1152 0

Homo sapiens
cysteine-rich
hydrophobic
domain 2 (CHIC2),
mRNA

Q9UKJ5 273 7.00E-89

Cysteine-rich
hydrophobic
domain-containing
protein 2

. . . . pfam10256 Erf4

Golgin subfamily A
member 7/ERF4
family. This family
of proteins includes
Golgin subfamily A
member 7 proteins
as well as Ras
modification protein
ERF4.

GO:0006893|Golgi
to plasma
membrane
transport;

GO:0005798|Golgi-
associated
vesicle;GO:0005886|
plasma membrane;

. . .

ENSG00000109332 215 530 248 626 619.2524358 985 1028 953 1029 -0.845385538 0.000191917 0.001753519 down no UBE2D3 protein_coding chr4:102794383-
102868896:-

gi|33149324|ref|NP_
871622.1| 798 1.00E-105

ubiquitin-
conjugating enzyme
E2 D3 isoform 3
[Homo sapiens]

gi|34534161|dbj|AK
127304.1| 4698 0

Homo sapiens
cDNA FLJ45372 fis,
clone
BRHIP3018278,
highly  similar to
Ubiquitin-
conjugating enzyme
E2-17 kDa 3 (EC
6.3.2.19)

P61078 223 1.00E-73
Ubiquitin-
conjugating enzyme
E2 D3

SPBC119.02 268 1.00E-81 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0006915|apopto
tic
process;GO:000628
1|DNA
repair;GO:0070979|
protein K11-linked
ubiquitination;GO:0
070936|protein K48-
linked
ubiquitination;

GO:0010008|endoso
me
membrane;GO:0005
886|plasma
membrane;

GO:0005524|ATP
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K06689

UBE2D_E, UBC4,
UBC5; ubiquitin-
conjugating enzyme
E2 D/E
[EC:2.3.2.23]

ENSG00000109339 0 0 1 0 0.273276022 0 0 0 1 0.569016299 0.853781729 NA up no MAPK10 protein_coding chr4:86010395-
86594131:-

gi|562827459|ref|XP
_006143356.1| 2501 0

PREDICTED:
mitogen-activated
protein kinase 10
[Tupaia chinensis]

gi|18677542|gb|AC1
04059.5| 6979 0

Homo sapiens BAC
clone RP13-514E23
from 4, complete
sequence

P49187 48.9 9.00E-06 Mitogen-activated
protein kinase 10 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0007254|JNK
cascade;GO:004547
5|locomotor
rhythm;GO:0006468
|protein
phosphorylation;GO
:0042752|regulation
of circadian
rhythm;GO:0009416
|response to light
stimulus;

GO:0005737|cytopla
sm;GO:0005739|mit
ochondrion;GO:000
5634|nucleus;GO:00
05886|plasma
membrane;GO:0014
069|postsynaptic
density;

GO:0005524|ATP
binding;GO:000470
5|JUN kinase
activity;

K04440
JNK; c-Jun N-
terminal kinase
[EC:2.7.11.24]

ENSG00000109381 0 2 0 0 0.951735048 1 3 2 1 -1.259011916 0.418219631 NA down no ELF2 protein_coding chr4:139028112-
139177218:-

gi|530377299|ref|XP
_005262860.1| 2639 0

PREDICTED: ETS-
related transcription
factor Elf-2 isoform
X2 [Homo sapiens]

gi|530377300|ref|X
M_005262804.1| 3375 0

PREDICTED:
Homo sapiens E74-
like factor 2 (ets
domain
transcription factor)
(ELF2), transcript
variant X2, mRNA

Q15723 219 2.00E-66
ETS-related
transcription factor
Elf-2

. . . . pfam00178 Ets Ets-domain.

GO:0038095|Fc-
epsilon receptor
signaling
pathway;GO:000725
4|JNK
cascade;GO:000646
8|protein
phosphorylation;GO
:0042752|regulation
of circadian
rhythm;GO:0051090
|regulation of
sequence-specific
DNA binding
transcription factor
activity;GO:0009416
|response to light
stimulus;GO:004851
1|rhythmic
process;GO:000716
5|signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005739|mi
tochondrion;GO:00
05654|nucleoplasm;
GO:0005886|plasma
membrane;

GO:0005524|ATP
binding;GO:000470
5|JUN kinase
activity;GO:0004708
|MAP kinase kinase
activity;

K09428 ELF1_2_4; E74-like
factor 1/2/4

ENSG00000109445 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ZNF330 protein_coding chr4:141220887-
141234697:+

gi|724960136|ref|XP
_010354226.1| 1525 0

PREDICTED: zinc
finger protein 330
isoform X1
[Rhinopithecus
roxellana]

gi|635172831|ref|N
M_014487.5| 1899 0

Homo sapiens zinc
finger protein 330
(ZNF330), transcript
variant 1, mRNA

Q32LC9 260 4.00E-85 Zinc finger protein
330 . . . . pfam06524 NOA36

NOA36 protein.
This family consists
of several NOA36
proteins which
contain 29 highly
conserved cysteine
residues. The
function of this
protein is unknown.

.

GO:0000775|chrom
osome, centromeric
region;GO:0005730|
nucleolus;

GO:0008270|zinc
ion binding; . .

ENSG00000109466 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no KLHL2 protein_coding chr4:165207618-
165323156:+

gi|239835722|ref|NP
_001154993.1| 3101 0

kelch-like protein 2
isoform 2 [Homo
sapiens]

gi|239835719|ref|N
M_007246.3| 3134 0

Homo sapiens
kelch-like family
member 2 (KLHL2),
transcript variant 1,
mRNA

O95198 333 0 Kelch-like protein 2 . . . . pfam07707 BACK

BTB And C-
terminal Kelch. This
domain is found
associated with
pfam00651 and
pfam01344. The
BACK domain is
found juxtaposed to
the BTB domain;
they are separated
by as little as two
residues. This
family appears to be
closely related to the
BTB domain (Finn
RD, personal
observation).

GO:0016567|protein
ubiquitination;

GO:0015629|actin
cytoskeleton;GO:00
31463|Cul3-RING
ubiquitin ligase
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
30027|lamellipodiu
m;GO:0001726|ruffl
e;

GO:0003779|actin
binding; K10443 KLHL2_3; kelch-

like protein 2/3

ENSG00000109472 0 1 2 1 0.882017748 1 0 0 2 0.978357718 0.541158074 NA up no CPE protein_coding chr4:165361194-
165498320:+

gi|4503009|ref|NP_0
01864.1| 2173 0

carboxypeptidase E
preproprotein
[Homo sapiens]

gi|164664513|ref|N
M_001873.2| 2418 0

Homo sapiens
carboxypeptidase E
(CPE), mRNA

A5A6K7 132 2.00E-35 Carboxypeptidase E BH3831 58.2 4.00E-08 COG2866 pfam00246 Peptidase_M14 Zinc
carboxypeptidase.

GO:0030070|insulin
processing;

GO:0005615|extrace
llular
space;GO:0005794|
Golgi
apparatus;GO:00430
25|neuronal cell
body;GO:0030141|s
ecretory
granule;GO:0097060
|synaptic
membrane;GO:0030
658|transport vesicle
membrane;

GO:0004181|metallo
carboxypeptidase
activity;GO:0004185
|serine-type
carboxypeptidase
activity;GO:0008270
|zinc ion binding;

K01294
CPE;
carboxypeptidase E
[EC:3.4.17.10]

ENSG00000109536 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no FRG1 protein_coding chr4:189940788-
189963204:+

gi|4758404|ref|NP_0
04468.1| 1184 2.00E-160 protein FRG1

[Homo sapiens]
gi|73695875|ref|NM
_004477.2| 1043 0

Homo sapiens
FSHD region gene 1
(FRG1), mRNA

Q14331 225 2.00E-71 Protein FRG1 . . . . pfam06229 FRG1

FRG1-like family.
The human FRG1
gene maps to
human
chromosome 4q35
and has been
identified as a
candidate for
facioscapulohumera
l muscular
dystrophy.
Currently, the
function of FRG1 is
unknown

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
07517|muscle organ
development;GO:00
06364|rRNA
processing;

GO:0015030|Cajal
body;GO:0071013|c
atalytic step 2
spliceosome;GO:00
05730|nucleolus;GO
:0055120|striated
muscle dense
body;GO:0030018|Z
disc;

GO:0051015|actin
filament
binding;GO:004482
2|poly(A) RNA
binding;

K13122 FRG1; protein
FRG1

ENSG00000109572 0 0 0 7 4.219488278 13 13 1 8 -2.031842782 0.094617844 0.177574679 down no CLCN3 protein_coding chr4:169612633-
169723673:+

gi|55770840|ref|NP_
776297.2| 4197 0

H(+)/Cl(-) exchange
transporter 3
isoform e [Homo
sapiens]

gi|426345956|ref|X
M_004040611.1| 6323 0

PREDICTED:
Gorilla gorilla
gorilla chloride
channel, voltage-
sensitive 3,
transcript variant 2
(CLCN3), mRNA

O18894 301 1.00E-95 H(+)/Cl(-) exchange
transporter 3 SPBC19C7.11_1 243 1.00E-66 COG0038 pfam00654 Voltage_CLC

Voltage gated
chloride channel.
This family of ion
channels contains
10 or 12
transmembrane
helices. Each
protein forms a
single pore. It has
been shown that
some members of
this family form
homodimers. In
terms of primary
structure, they are
unrelated to known
cation channels or
other types of anion
channels. Three ClC
subfamilies are
found in animals.
ClC-1 is involved in
setting and restoring
the resting
membrane potential
of skeletal muscle,
while other
channels play
important parts in
solute concentration
mechanisms in the
kidney. These
proteins contain two
pfam00571
domains

.

GO:0005769|early
endosome;GO:0031
901|early endosome
membrane;GO:0005
794|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0005
770|late
endosome;GO:0031
902|late endosome
membrane;GO:0030
658|transport vesicle
membrane;GO:0012
506|vesicle
membrane;

GO:0015297|antipor
ter
activity;GO:0005524
|ATP
binding;GO:003016
5|PDZ domain
binding;GO:000524
7|voltage-gated
chloride channel
activity;

K05012
CLCN3_4_5;
chloride channel
3/4/5



ENSG00000109586 0 0 0 1 0.604220039 3 0 0 2 -1.469948791 0.494118881 NA down no GALNT7 protein_coding chr4:173168753-
173323967:+

gi|157502212|ref|NP
_059119.2| 3311 0

N-
acetylgalactosaminyl
transferase 7 [Homo
sapiens]

gi|157502211|ref|N
M_017423.2| 4307 0

Homo sapiens
polypeptide N-
acetylgalactosaminyl
transferase 7
(GALNT7), mRNA

Q5RFJ6 207 2.00E-61
N-
acetylgalactosaminyl
transferase 7

. . . . pfam00535 Glycos_transf_2

Glycosyl transferase
family 2. Diverse
family, transferring
sugar from UDP-
glucose, UDP-N-
acetyl-
galactosamine,
GDP-mannose or
CDP-abequose, to a
range of substrates
including cellulose,
dolichol phosphate
and teichoic acids.

GO:0005975|carboh
ydrate metabolic
process;GO:001626
6|O-glycan
processing;GO:0006
493|protein O-
linked
glycosylation;

GO:0070062|extrace
llular
exosome;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;

GO:0030246|carboh
ydrate
binding;GO:004687
2|metal ion
binding;GO:000465
3|polypeptide N-
acetylgalactosaminyl
transferase activity;

K00710

GALNT;
polypeptide N-
acetylgalactosaminyl
transferase
[EC:2.4.1.41]

ENSG00000109606 150 141 151 128 133.5121056 91 106 137 120 0.952738261 0.002464195 0.012886855 up no DHX15 protein_coding chr4:24517441-
24584550:-

gi|594629877|ref|XP
_007168506.1| 3647 0

PREDICTED:
putative pre-
mRNA-splicing
factor ATP-
dependent RNA
helicase DHX15
[Balaenoptera
acutorostrata
scammoni]

gi|29126789|gb|BC0
47577.1| 3012 0

Homo sapiens
DEAH (Asp-Glu-
Ala-His) box
polypeptide 15,
mRNA (cDNA
clone
IMAGE:4814516),
with apparent
retained intron

O35286 430 6.00E-134

Pre-mRNA-splicing
factor ATP-
dependent RNA
helicase DHX15

YGL120c 116 3.00E-29 COG1643 pfam07717 OB_NTP_bind

Oligonucleotide/olig
osaccharide-binding
(OB)-fold. This
family is found
towards the C-
terminus of the
DEAD-box
helicases
(pfam00270). In
these helicases it is
apparently always
found in association
with pfam04408.
There do seem to be
a couple of
instances where it
occurs by itself. The
structure PDB:3i4u
adopts an OB-fold.
helicases
(pfam00270). In
these helicases it is
apparently always
found in association
with pfam04408.
This C-terminal
domain of the yeast
helicase contains an
oligonucleotide/olig
osaccharide-binding
(OB)-fold which
seems to be placed
at the entrance of
the putative nucleic
acid cavity It also

. GO:0005576|extrace
llular region; . K12820

DHX15, PRP43;
pre-mRNA-splicing
factor ATP-
dependent RNA
helicase
DHX15/PRP43
[EC:3.6.4.13]

ENSG00000109654 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no TRIM2 protein_coding chr4:153152342-
153339320:+

gi|3043558|dbj|BAA
25443.1| 4265 0 KIAA0517 protein

[Homo sapiens]
gi|3043557|dbj|AB0
11089.1| 6718 0

Homo sapiens
mRNA for
KIAA0517 protein,
partial cds

Q9C040 247 5.00E-74 Tripartite motif-
containing protein 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0043523|regulati
on of neuron
apoptotic process;

GO:0005737|cytopla
sm;

GO:0016874|ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K11997
TRIM2_3; tripartite
motif-containing
protein 2/3

ENSG00000109670 14 10 16 28 15.45365956 13 18 10 15 0.819508565 0.058999921 0.127877038 up no FBXW7 protein_coding chr4:152321259-
152536101:-

gi|829860479|ref|XP
_012639151.1| 3289 0

PREDICTED: F-
box/WD repeat-
containing protein 7
isoform X1
[Microcebus
murinus]

gi|47077226|dbj|AK
131383.1| 4267 0

Homo sapiens
cDNA FLJ16457 fis,
clone
BRAWH3009017

Q8VBV4 74.3 5.00E-12 F-box/WD repeat-
containing protein 7 . . . . pfam12937 F-box-like

F-box-like. This is
an F-box-like
family.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:003464
4|cellular response
to
UV;GO:0030324|lun
g
development;GO:00
32876|negative
regulation of DNA
endoreduplication;G
O:1903026|negative
regulation of RNA
polymerase II
regulatory region
sequence-specific
DNA
binding;GO:000721
9|Notch signaling
pathway;GO:004574
1|positive regulation
of epidermal growth
factor-activated
receptor
activity;GO:0070374
|positive regulation
of ERK1 and ERK2
cascade;GO:190337
8|positive regulation
of oxidative stress-
induced neuron
intrinsic apoptotic
signaling
pathway;GO:190180

GO:0005737|cytopla
sm;GO:0005783|end
oplasmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0005
739|mitochondrion;
GO:0005730|nucleol
us;GO:0005634|nucl
eus;GO:1990452|Par
kin-FBXW7-Cul1
ubiquitin ligase
complex;GO:004847
1|perinuclear region
of
cytoplasm;GO:0019
005|SCF ubiquitin
ligase complex;

GO:0030332|cyclin
binding;GO:004280
2|identical protein
binding;GO:005081
6|phosphothreonine
binding;GO:003067
4|protein binding,
bridging;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:003162
5|ubiquitin protein
ligase
binding;GO:009702
7|ubiquitin-protein
transferase activator
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K10260
FBXW7, SEL10; F-
box and WD-40
domain protein 7

ENSG00000109680 26 35 35 13 24.23745018 12 17 16 26 1.267454161 0.009948028 0.03575523 up yes TBC1D19 protein_coding chr4:26576437-
26755351:+

gi|157388983|ref|NP
_060787.2| 2697 0

TBC1 domain
family member 19
isoform 1 [Homo
sapiens]

gi|635574594|ref|N
M_018317.3| 2252 0

Homo sapiens
TBC1 domain
family, member 19
(TBC1D19),
transcript variant 1,
mRNA

Q8N5T2 240 1.00E-74 TBC1 domain
family member 19 . . . . pfam00566 RabGAP-TBC

Rab-GTPase-TBC
domain.
Identification of a
TBC domain in
GYP6_YEAST and
GYP7_YEAST,
which are GTPase
activator proteins of
yeast Ypt6 and
Ypt7, implies that
these domains are
GTPase activator
proteins of Rab-like
small GTPases.

. . GO:0005096|GTPas
e activator activity; . .

ENSG00000109685 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no NSD2 protein_coding chr4:1871424-
1982207:+

gi|19913348|ref|NP_
579877.1| 6668 0

histone-lysine N-
methyltransferase
NSD2 isoform 1
[Homo sapiens]

gi|530376146|ref|X
M_005248005.1| 8392 0

PREDICTED:
Homo sapiens
Wolf-Hirschhorn
syndrome candidate
1 (WHSC1),
transcript variant
X6, mRNA

O96028 176 9.00E-48
Histone-lysine N-
methyltransferase
NSD2

YJL168c 151 2.00E-36 COG2940 pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0003289|atrial
septum primum
morphogenesis;GO:
0003290|atrial
septum secundum
morphogenesis;GO:
0060348|bone
development;GO:00
10452|histone H3-
K36
methylation;GO:003
4770|histone H4-
K20
methylation;GO:000
3149|membranous
septum
morphogenesis;GO:
0000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00482
98|positive
regulation of
isotype switching to
IgA
isotypes;GO:200103
2|regulation of
double-strand break
repair via
nonhomologous
end
joining;GO:0070201
|regulation of
establishment of

GO:0005694|chrom
osome;GO:0005634|
nucleus;

GO:0003682|chrom
atin
binding;GO:001802
4|histone-lysine N-
methyltransferase
activity;GO:0043565
|sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

K11424

WHSC1, MMSET,
NSD2; histone-
lysine N-
methyltransferase
NSD2 [EC:2.1.1.43]

ENSG00000109738 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no GLRB protein_coding chr4:157076057-
157172090:+

gi|4504023|ref|NP_0
00815.1| 2327 0

glycine receptor
subunit beta
isoform A precursor
[Homo sapiens]

gi|260593682|ref|N
M_000824.4| 3055 0

Homo sapiens
glycine receptor,
beta (GLRB),
transcript variant 1,
mRNA

P48167 549 0 Glycine receptor
subunit beta . . . . pfam02931 Neur_chan_LBD

Neurotransmitter-
gated ion-channel
ligand binding
domain. This family
is the extracellular
ligand binding
domain of these ion
channels. This
domain forms a
pentameric
arrangement in the
known structure.

GO:0007340|acroso
me
reaction;GO:000762
8|adult walking
behavior;GO:00072
68|synaptic
transmission;GO:19
02476|chloride
transmembrane
transport;GO:00971
12|gamma-
aminobutyric acid
receptor
clustering;GO:00342
20|ion
transmembrane
transport;GO:00068
11|ion
transport;GO:00073
99|nervous system
development;GO:00
07218|neuropeptide
signaling
pathway;GO:005129
1|protein
heterooligomerizatio
n;GO:0042391|regul
ation of membrane
potential;GO:004320
0|response to amino
acid;GO:0060013|rig
hting
reflex;GO:0001964|s
tartle
response;GO:00600

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:003
0425|dendrite;GO:0
016935|glycine-
gated chloride
channel
complex;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0008144|drug
binding;GO:001693
4|extracellular-
glycine-gated
chloride channel
activity;GO:0016933
|extracellular-
glycine-gated ion
channel
activity;GO:0016594
|glycine binding;

K05196 GLRB; glycine
receptor beta

ENSG00000109756 29 12 28 9 15.82757756 7 2 10 7 2.316059509 0.00074605 0.005243495 up yes RAPGEF2 protein_coding chr4:159104178-
159360169:+

gi|40788210|dbj|BA
A20772.2| 7253 0 KIAA0313 [Homo

sapiens]
gi|426345873|ref|X
M_004040573.1| 6828 0

PREDICTED:
Gorilla gorilla
gorilla Rap guanine
nucleotide exchange
factor (GEF) 2
(RAPGEF2), mRNA

Q8TEU7 59.3 2.00E-09
Rap guanine
nucleotide exchange
factor 6

. . . . pfam00617 RasGEF

RasGEF domain.
Guanine nucleotide
exchange factor for
Ras-like small
GTPases.

GO:0030033|microv
illus
assembly;GO:00435
47|positive
regulation of
GTPase
activity;GO:0072659
|protein localization
to plasma
membrane;GO:0007
265|Ras protein
signal
transduction;GO:00
43087|regulation of
GTPase activity;

GO:0016324|apical
plasma
membrane;GO:0005
829|cytosol;GO:003
0139|endocytic
vesicle;GO:0005886|
plasma membrane;

GO:0030742|GTP-
dependent protein
binding;GO:000508
5|guanyl-nucleotide
exchange factor
activity;GO:0070300
|phosphatidic acid
binding;GO:001701
6|Ras GTPase
binding;

K08018

RAPGEF2,
PDZGEF1; Rap
guanine nucleotide
exchange factor 2



ENSG00000109787 65 53 51 24 36.19177118 5 8 26 10 2.655078424 1.16E-05 0.000214968 up yes KLF3 protein_coding chr4:38664196-
38701042:+

gi|296196724|ref|XP
_002745964.1| 1532 0

PREDICTED:
Krueppel-like factor
3 isoform X1
[Callithrix jacchus]

gi|156151370|ref|N
M_016531.5| 5122 0

Homo sapiens
Kruppel-like factor
3 (basic) (KLF3),
mRNA

P57682 311 1.00E-98 Krueppel-like factor
3 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006508|proteol
ysis;GO:0033146|reg
ulation of
intracellular
estrogen receptor
signaling pathway;

GO:0005737|cytopla
sm;GO:0005783|end
oplasmic
reticulum;GO:00056
34|nucleus;

GO:0016790|thiolest
er hydrolase
activity;GO:0071567
|UFM1 hydrolase
activity;

K15605 KLF3; krueppel-like
factor 3

ENSG00000109819 1 1 3 2 4.055698428 8 7 6 9 -1.54450871 0.046601892 0.107724214 down no PPARGC1A protein_coding chr4:23755041-
23904089:-

gi|7019499|ref|NP_0
37393.1| 2677 0

peroxisome
proliferator-
activated receptor
gamma coactivator
1-alpha [Homo
sapiens]

gi|116284374|ref|N
M_013261.3| 6318 0

Homo sapiens
peroxisome
proliferator-
activated receptor
gamma, coactivator
1 alpha
(PPARGC1A),
mRNA

Q865B6 84.7 3.00E-18

Peroxisome
proliferator-
activated receptor
gamma coactivator
1-alpha

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0045333|cellular
respiration;GO:0034
599|cellular
response to
oxidative
stress;GO:0032922|c
ircadian regulation
of gene
expression;GO:0043
524|negative
regulation of
neuron apoptotic
process;GO:190121
5|negative
regulation of
neuron
death;GO:2001171|p
ositive regulation of
ATP biosynthetic
process;GO:200050
7|positive regulation
of energy
homeostasis;GO:004
6321|positive
regulation of fatty
acid
oxidation;GO:00108
22|positive
regulation of
mitochondrion
organization;GO:00
51091|positive
regulation of
sequence-specific
DNA binding

GO:0005634|nucleu
s;GO:0016605|PML
body;

GO:0031490|chrom
atin DNA
binding;GO:000367
7|DNA
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0000166
|nucleotide
binding;GO:000372
3|RNA
binding;GO:000110
4|RNA polymerase
II transcription
cofactor
activity;GO:0043565
|sequence-specific
DNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0008134
|transcription factor
binding;

K07202

PPARGC1A,
PGC1A; alpha
peroxisome
proliferator-
activated receptor
gamma coactivator
1-alpha

ENSG00000109832 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no DDX25 protein_coding chr11:125903348-
125943702:+

gi|544490756|ref|XP
_005580152.1| 2425 0

PREDICTED: ATP-
dependent RNA
helicase DDX25
isoform X1 [Macaca
fascicularis]

gi|32188047|dbj|AP0
00842.6| 6011 0

Homo sapiens
genomic DNA,
chromosome 11
clone:RP11-
680F20riken,
complete sequence

Q9UHL0 261 1.00E-83
ATP-dependent
RNA helicase
DDX25

. . . . pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

GO:0006406|mRNA
export from
nucleus;GO:000727
5|multicellular
organismal
development;GO:00
06417|regulation of
translation;GO:0010
501|RNA secondary
structure
unwinding;GO:0007
286|spermatid
development;

GO:0033391|chrom
atoid
body;GO:0005737|c
ytoplasm;GO:00056
34|nucleus;

GO:0005524|ATP
binding;GO:000400
4|ATP-dependent
RNA helicase
activity;GO:0003723
|RNA binding;

K18656

DDX25, GRTH;
ATP-dependent
RNA helicase
DDX25
[EC:3.6.4.13]

ENSG00000109861 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CTSC protein_coding chr11:88293592-
88337787:-

gi|317373330|sp|P53
634.2|CATC_HUM
AN

2462 0

RecName:
Full=Dipeptidyl
peptidase 1;
AltName:
Full=Cathepsin C;
AltName:
Full=Cathepsin J;
AltName:
Full=Dipeptidyl
peptidase I;
Short=DPP-I;
Short=DPPI;
AltName:
Full=Dipeptidyl
transferase;
Contains: RecName:
Full=Dipeptidyl
peptidase 1
exclusion domain
chain; AltName:
Full=Dipeptidyl
peptidase I
exclusion domain
chain; Contains:
RecName:
Full=Dipeptidyl
peptidase 1 heavy
chain; AltName:
Full=Dipeptidyl
peptidase I heavy
chain; Contains:
RecName:
Full=Dipeptidyl
peptidase 1 light
chain; AltName:

gi|167000546|ref|N
M_148170.3| 6123 0

Homo sapiens
cathepsin C
(CTSC), transcript
variant 2, mRNA

O00370 55.8 6.00E-06

LINE-1
retrotransposable
element ORF2
protein

AF1946_2 87.8 3.00E-18 COG4870 pfam00112 Peptidase_C1 Papain family
cysteine protease.

GO:0007568|aging;
GO:0048208|COPII
vesicle
coating;GO:0006888
|ER to Golgi
vesicle-mediated
transport;GO:00069
55|immune
response;GO:20012
35|positive
regulation of
apoptotic signaling
pathway;GO:190305
2|positive regulation
of proteolysis
involved in cellular
protein catabolic
process;GO:000650
8|proteolysis;GO:00
51603|proteolysis
involved in cellular
protein catabolic
process;GO:001003
3|response to
organic
substance;GO:00019
13|T cell mediated
cytotoxicity;

GO:0005788|endopl
asmic reticulum
lumen;GO:0033116|
endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:0030
134|ER to Golgi
transport
vesicle;GO:0070062|
extracellular
exosome;GO:00056
15|extracellular
space;GO:0000139|
Golgi
membrane;GO:0005
764|lysosome;GO:0
016020|membrane;

GO:0051087|chaper
one
binding;GO:003140
4|chloride ion
binding;GO:000419
7|cysteine-type
endopeptidase
activity;GO:0008234
|cysteine-type
peptidase
activity;GO:0016505
|peptidase activator
activity involved in
apoptotic
process;GO:001990
2|phosphatase
binding;GO:000425
2|serine-type
endopeptidase
activity;

K01275 CTSC; cathepsin C
[EC:3.4.14.1]

ENSG00000109911 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no ELP4 protein_coding chr11:31509700-
31790328:+

gi|570359564|ref|NP
_001275655.1| 2624 0

elongator complex
protein 4 isoform 3
[Homo sapiens]

gi|208879460|ref|NG
_008679.1| 6938 0

Homo sapiens
paired box 6
(PAX6),
RefSeqGene on
chromosome 11

Q96EB1 192 0 Elongator complex
protein 4 . . . . pfam05625 PAXNEB

PAXNEB protein.
PAXNEB or PAX6
neighbour is found
in several
eukaryotic
organisms.
PAXNED is an
RNA polymerase II
Elongator protein
subunit. It is part of
the HAP
subcomplex of
Elongator, which is
a six-subunit
component of the
RNA polymerase II
holoenzyme. The
HAP subcomplex is
required for
Elongator structural
integrity and histone
acetyltransferase
activity. This
protein family has a
P-loop motif.
However its
sequence has
degraded in many
members of the
family.

GO:0043966|histone
H3
acetylation;GO:0043
967|histone H4
acetylation;GO:0006
357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
68|transcription
elongation from
RNA polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0033588|Elo
ngator holoenzyme
complex;GO:000012
3|histone
acetyltransferase
complex;GO:000565
4|nucleoplasm;GO:0
008023|transcription
elongation factor
complex;

GO:0008607|phosph
orylase kinase
regulator activity;

K11375 ELP4; elongator
complex protein 4

ENSG00000109919 2 4 3 8 5.959742785 2 9 11 15 -0.637582591 0.360342087 0.492562097 down no MTCH2 protein_coding chr11:47617315-
47642623:-

gi|7657347|ref|NP_0
55157.1| 1612 0

mitochondrial
carrier homolog 2
[Homo sapiens]

gi|223941821|ref|N
M_014342.3| 2587 0

Homo sapiens
mitochondrial
carrier 2 (MTCH2),
mRNA

Q5R5M0 259 2.00E-83 Mitochondrial
carrier homolog 2 . . . . pfam00153 Mito_carr Mitochondrial

carrier protein.
GO:0006810|transpo
rt;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner membrane;

. K17885
MTCH;
mitochondrial
carrier

ENSG00000109920 0 1 0 9 4.491521423 16 4 5 9 -1.470206889 0.149279159 0.254566424 down no FNBP4 protein_coding chr11:47716517-
47767443:-

gi|20521728|dbj|BA
A76858.2| 3536 0 KIAA1014 protein

[Homo sapiens]
gi|158534058|ref|N
M_015308.2| 3972 0

Homo sapiens
formin binding
protein 4 (FNBP4),
mRNA

Q8N3X1 117 1.00E-27 Formin-binding
protein 4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0005654|nucleo
plasm; . . .

ENSG00000109971 1 0 1 1 0.880622104 1 0 1 2 0.184532828 0.902446287 NA up no HSPA8 protein_coding chr11:123057489-
123063230:-

gi|675694793|ref|XP
_002754570.3| 3111 0

PREDICTED: heat
shock cognate 71
kDa protein
[Callithrix jacchus]

gi|527498289|ref|N
M_006597.5| 2460 0

Homo sapiens heat
shock 70kDa
protein 8 (HSPA8),
transcript variant 1,
mRNA

P19120 868 0 Heat shock cognate
71 kDa protein . . . . pfam00012 HSP70

Hsp70 protein.
Hsp70 chaperones
help to fold many
proteins. Hsp70
assisted folding
involves repeated
cycles of substrate
binding and release.
Hsp70 activity is
ATP dependent.
Hsp70 proteins are
made up of two
regions: the amino
terminus is the
ATPase domain and
the carboxyl
terminus is the
substrate binding
region.

. . GO:0005524|ATP
binding; K03283

HSPA1_8; heat
shock 70kDa
protein 1/8

ENSG00000110031 1 1 0 1 0.826741908 0 1 1 2 0.119563145 0.936940415 NA up no LPXN protein_coding chr11:58526871-
58578220:-

gi|221316659|ref|NP
_001137467.1| 1916 0 leupaxin isoform 1

[Homo sapiens]
gi|46255690|gb|BC0
07490.1| 2093 0

Homo sapiens
leupaxin, mRNA
(cDNA clone
IMAGE:3831258),
partial cds

O60711 563 0 Leupaxin . . . . pfam00412 LIM

LIM domain. This
family represents
two copies of the
LIM structural
domain.

GO:0007155|cell
adhesion;GO:00508
59|negative
regulation of B cell
receptor signaling
pathway;GO:000716
2|negative
regulation of cell
adhesion;GO:00064
61|protein complex
assembly;GO:00336
28|regulation of cell
adhesion mediated
by
integrin;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00071
65|signal
transduction;GO:00
06351|transcription,
DNA-templated;

GO:0042995|cell
projection;GO:0005
737|cytoplasm;GO:0
005925|focal
adhesion;GO:00160
20|membrane;GO:0
005634|nucleus;GO:
0048471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0002
102|podosome;

GO:0003712|transcri
ption cofactor
activity;GO:0008270
|zinc ion binding;

. .



ENSG00000110048 0 0 0 1 1.605455289 8 3 1 3 -3.060697551 0.033155453 0.084643921 down no OSBP protein_coding chr11:59574398-
59616144:-

gi|4505531|ref|NP_0
02547.1| 3760 0

oxysterol-binding
protein 1 [Homo
sapiens]

gi|34485728|ref|NM
_002556.2| 5083 0

Homo sapiens
oxysterol binding
protein (OSBP),
mRNA

P16258 244 1.00E-72 Oxysterol-binding
protein 1 . . . . pfam01237 Oxysterol_BP Oxysterol-binding

protein.
GO:0015918|sterol
transport;

GO:0005829|cytosol
;GO:0005789|endopl
asmic reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0048
471|perinuclear
region of cytoplasm;

GO:0015485|cholest
erol
binding;GO:007027
3|phosphatidylinosit
ol-4-phosphate
binding;GO:001524
8|sterol transporter
activity;

. .

ENSG00000110066 4 4 7 5 4.967804125 5 7 3 4 0.655623753 0.321282809 0.448349643 up no KMT5B protein_coding chr11:68154863-
68213828:-

gi|50659082|ref|NP_
060105.3| 4030 0

histone-lysine N-
methyltransferase
SUV420H1 isoform
1 [Homo sapiens]

gi|578821485|ref|X
M_005274035.2| 5560 0

PREDICTED:
Homo sapiens
suppressor of
variegation 4-20
homolog 1
(Drosophila)
(SUV420H1),
transcript variant
X1, mRNA

Q29RP8 216 2.00E-66
Histone-lysine N-
methyltransferase
KMT5B

. . . . pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0034773|histone
H4-K20
trimethylation;GO:0
007517|muscle
organ
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0000780|conden
sed nuclear
chromosome,
centromeric region;

GO:0042799|histone
methyltransferase
activity (H4-K20
specific);GO:001802
4|histone-lysine N-
methyltransferase
activity;

K11429

SUV420H; histone-
lysine N-
methyltransferase
SUV420H
[EC:2.1.1.43]

ENSG00000110075 0 0 0 0 0.596870537 3 2 0 1 -2.455685985 0.233046134 NA down no PPP6R3 protein_coding chr11:68460731-
68615334:+

gi|58257700|dbj|BA
B13384.2| 4502 0 KIAA1558 protein

[Homo sapiens]
gi|255918193|ref|N
M_001164161.1| 5093 0

Homo sapiens
protein phosphatase
6, regulatory
subunit 3 (PPP6R3),
transcript variant 6,
mRNA

Q5H9R7 263 1.00E-81

Serine/threonine-
protein phosphatase
6 regulatory subunit
3

. . . . pfam04499 SAPS

SIT4 phosphatase-
associated protein.
This family includes
a conserved region
from a group of
yeast proteins that
associate with the
SIT4 phosphatase.
This association is
required for SIT4's
role in G1 cyclin
transcription and
for bud formation.
This family also
includes
homologous regions
from other
eukaryotes.

GO:0043666|regulati
on of
phosphoprotein
phosphatase
activity;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00058
86|plasma
membrane;

GO:0019903|protein
phosphatase
binding;

K15501

PPP6R3, SAPS3;
serine/threonine-
protein phosphatase
6 regulatory subunit
3

ENSG00000110076 4 6 1 40 31.73851946 93 68 38 59 -2.04001724 0.003327097 0.016081051 down yes NRXN2 protein_coding chr11:64606174-
64723188:-

gi|14211536|ref|NP_
055895.1| 7916 0

neurexin-2-beta
isoform alpha-1
precursor [Homo
sapiens]

gi|299782557|ref|N
M_015080.3| 6621 0

Homo sapiens
neurexin 2
(NRXN2), transcript
variant alpha-1,
mRNA

P58401 231 3.00E-70 Neurexin-2-beta . . . . pfam02210 Laminin_G_2

Laminin G domain.
This family includes
the
Thrombospondin
N-terminal-like
domain, a Laminin
G subfamily.

GO:0007155|cell
adhesion;GO:00072
68|synaptic
transmission;GO:00
97116|gephyrin
clustering involved
in postsynaptic
density
assembly;GO:00971
18|neuroligin
clustering involved
in postsynaptic
membrane
assembly;GO:00072
69|neurotransmitter
secretion;GO:00971
19|postsynaptic
density protein 95
clustering;GO:00971
04|postsynaptic
membrane
assembly;GO:00071
65|signal
transduction;GO:00
07416|synapse
assembly;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;GO:0098
793|presynapse;

GO:0005246|calciu
m channel regulator
activity;GO:0050839
|cell adhesion
molecule
binding;GO:004687
2|metal ion
binding;GO:009710
9|neuroligin family
protein
binding;GO:000488
8|transmembrane
signaling receptor
activity;

K07377 NRXN; neurexin

ENSG00000110107 0 0 1 1 0.478813732 0 1 0 1 0.548320646 0.78927923 NA up no PRPF19 protein_coding chr11:60890730-
60906588:-

gi|148709445|gb|ED
L41391.1| 2630 0

PRP19/PSO4 pre-
mRNA processing
factor 19 homolog
(S. cerevisiae),
isoform CRA_a,
partial [Mus
musculus]

gi|221136945|ref|N
M_014502.4| 2157 0

Homo sapiens pre-
mRNA processing
factor 19 (PRPF19),
mRNA

Q08E38 223 3.00E-67 Pre-mRNA-
processing factor 19 . . . . pfam08606 Prp19

Prp19/Pso4-like.
This regions is
found specifically in
PRP19-like protein.
The region
represented by this
family covers the
sequence implicated
in self-interaction
and a coiled-coiled
motif. PRP19-like
proteins form an
oligomer that is
necessary for
spliceosome
assembly.

GO:0006281|DNA
repair;GO:0006397|
mRNA
processing;GO:0070
534|protein K63-
linked
ubiquitination;GO:0
008380|RNA
splicing;

GO:0005737|cytopla
sm;GO:0005811|lipi
d
particle;GO:0005654
|nucleoplasm;GO:00
05634|nucleus;GO:0
005819|spindle;GO:
0005681|spliceosom
al complex;

GO:0016874|ligase
activity;GO:0061630
|ubiquitin protein
ligase activity;

K10599

PRPF19, PRP19;
pre-mRNA-
processing factor 19
[EC:2.3.2.27]

ENSG00000110171 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TRIM3 protein_coding chr11:6448613-
6474459:-

gi|685588040|ref|XP
_009184979.1| 4289 0

PREDICTED:
tripartite motif-
containing protein 3
isoform X1 [Papio
anubis]

gi|34534124|dbj|AK
127278.1| 4413 0

Homo sapiens
cDNA FLJ45345 fis,
clone
BRHIP3010529,
highly  similar to
Homo sapiens
tripartite motif-
containing 3
(TRIM3)

O70277 86.3 2.00E-16 Tripartite motif-
containing protein 3 . . . . pfam00630 Filamin Filamin/ABP280

repeat.

GO:0007399|nervou
s system
development;GO:00
15031|protein
transport;

GO:0005737|cytopla
sm;GO:0005769|earl
y endosome;

GO:0008022|protein
C-terminus
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0008270
|zinc ion binding;

K11997
TRIM2_3; tripartite
motif-containing
protein 2/3

ENSG00000110172 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CHORDC1 protein_coding chr11:90201160-
90223364:-

gi|221316566|ref|NP
_036256.2| 1562 0

cysteine and
histidine-rich
domain-containing
protein 1 isoform a
[Homo sapiens]

gi|110624720|dbj|A
K226099.1| 5313 0

Homo sapiens
mRNA for cysteine
and histidine-rich
domain (CHORD)-
containing, zinc
binding protein 1
variant, clone:
fh21196

Q5RD91 59.3 3.00E-57

Cysteine and
histidine-rich
domain-containing
protein 1

. . . . pfam04968 CHORD

CHORD. CHORD
represents a Zn
binding domain.
Silencing of the C.
elegans CHORD-
containing gene
results in
semisterility and
embryo lethality,
suggesting an
essential function of
the wild-type gene
in nematode
development.

GO:0061077|chaper
one-mediated
protein
folding;GO:2000299
|negative regulation
of Rho-dependent
protein
serine/threonine
kinase
activity;GO:1900034
|regulation of
cellular response to
heat;GO:0010824|re
gulation of
centrosome
duplication;

.

GO:0043531|ADP
binding;GO:000552
4|ATP
binding;GO:005187
9|Hsp90 protein
binding;GO:000827
0|zinc ion binding;

K16729

CHORDC1, CHP1;
cysteine and
histidine-rich
domain-containing
protein 1

ENSG00000110321 6194 4440 5197 3659 4591.199495 3927 3634 3457 3859 1.06689183 0.002598885 0.013548541 up yes EIF4G2 protein_coding chr11:10797050-
10809110:-

gi|852785442|ref|XP
_012884128.1| 3955 0

PREDICTED:
eukaryotic
translation initiation
factor 4 gamma 2
[Dipodomys ordii]

gi|289577115|ref|N
M_001172705.1| 4001 0

Homo sapiens
eukaryotic
translation initiation
factor 4 gamma, 2
(EIF4G2), transcript
variant 3, mRNA

P79398 123 9.00E-31
Eukaryotic
translation initiation
factor 4 gamma 2

. . . . pfam02854 MIF4G

MIF4G domain.
MIF4G is named
after Middle domain
of eukaryotic
initiation factor 4G
(eIF4G). Also
occurs in NMD2p
and CBP80. The
domain is rich in
alpha-helices and
may contain
multiple alpha-
helical repeats. In
eIF4G, this domain
binds eIF4A, eIF3,
RNA and DNA.

GO:0006446|regulati
on of translational
initiation;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:001
6281|eukaryotic
translation initiation
factor 4F
complex;GO:001602
0|membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00448
22|poly(A) RNA
binding;GO:000813
5|translation factor
activity, RNA
binding;GO:000374
3|translation
initiation factor
activity;

K03260 EIF4G; translation
initiation factor 4G

ENSG00000110328 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no GALNT18 protein_coding chr11:11270876-
11622005:-

gi|635015168|ref|XP
_008004895.1| 3215 0

PREDICTED:
polypeptide N-
acetylgalactosaminyl
transferase 18
isoform X5
[Chlorocebus
sabaeus]

gi|222446617|ref|N
M_198516.2| 2504 0

Homo sapiens
polypeptide N-
acetylgalactosaminyl
transferase 18
(GALNT18), mRNA

Q6P9A2 1196 0
Polypeptide N-
acetylgalactosaminyl
transferase 18

. . . . pfam00535 Glycos_transf_2

Glycosyl transferase
family 2. Diverse
family, transferring
sugar from UDP-
glucose, UDP-N-
acetyl-
galactosamine,
GDP-mannose or
CDP-abequose, to a
range of substrates
including cellulose,
dolichol phosphate
and teichoic acids.

GO:0006486|protein
glycosylation;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0030246|carboh
ydrate
binding;GO:004687
2|metal ion
binding;GO:000465
3|polypeptide N-
acetylgalactosaminyl
transferase activity;

K00710

GALNT;
polypeptide N-
acetylgalactosaminyl
transferase
[EC:2.4.1.41]

ENSG00000110344 0 0 0 0 0.388610979 0 2 0 2 -1.841478027 0.506872051 NA down no UBE4A protein_coding chr11:118359585-
118399211:+

gi|40788870|dbj|BA
A09475.2| 5602 0 KIAA0126 [Homo

sapiens]
gi|323362982|ref|N
M_001204077.1| 6103 0

Homo sapiens
ubiquitination factor
E4A (UBE4A),
transcript variant 2,
mRNA

Q14139 2147 0
Ubiquitin
conjugation factor
E4 A

SPAC20H4.10 268 2.00E-72 COG5113 pfam10408 Ufd2P_core

Ubiquitin elongating
factor core. This is
the most conserved
part of the core
region of Ufd2P
ubiquitin elongating
factor or E4,
running from helix
alpha-11 to alpha-
38. It consists of 31
helices of variable
length connected by
loops of variable
size forming a
compact unit; the
helical packing
pattern of the
compact unit
consists of five
structural repeats
that resemble
tandem Armadillo
(ARM) repeats. This
domain is involved
in ubiquitination as
it binds Cdc48p and
escorts
ubiquitinated
proteins from
Cdc48p to the
proteasome for
degradation. The
core is structurally
similar to the
nuclear transporter

GO:0000209|protein
polyubiquitination;
GO:0006511|ubiquit
in-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0000151|ubi
quitin ligase
complex;

GO:0016874|ligase
activity;GO:0034450
|ubiquitin-ubiquitin
ligase activity;

K10596
UBE4A; ubiquitin
conjugation factor
E4 A [EC:2.3.2.27]



ENSG00000110367 0 0 1 7 11.5654777 35 31 14 27 -3.317829351 2.06E-05 0.000324766 down yes DDX6 protein_coding chr11:118747766-
118791149:-

gi|641717602|ref|XP
_008148317.1| 2448 0

PREDICTED:
probable ATP-
dependent RNA
helicase DDX6
[Eptesicus fuscus]

gi|574957172|ref|N
M_001257191.2| 6152 0

Homo sapiens
DEAD (Asp-Glu-
Ala-Asp) box
helicase 6 (DDX6),
transcript variant 2,
mRNA

P26196 311 2.00E-93
Probable ATP-
dependent RNA
helicase DDX6

. . . . pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

GO:0000209|protein
polyubiquitination;
GO:0006511|ubiquit
in-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0000151|ubi
quitin ligase
complex;

GO:0016874|ligase
activity;GO:0034450
|ubiquitin-ubiquitin
ligase activity;

K12614

DDX6, RCK,
DHH1; ATP-
dependent RNA
helicase
DDX6/DHH1
[EC:3.6.4.13]

ENSG00000110395 0 1 1 0 0.303664834 0 0 0 0 2.066729667 0.489550156 NA up no CBL protein_coding chr11:119206276-
119313926:+

gi|426370742|ref|XP
_004052320.1| 4258 0

PREDICTED: E3
ubiquitin-protein
ligase CBL [Gorilla
gorilla gorilla]

gi|379317151|ref|N
M_005188.3| 11231 0

Homo sapiens Cbl
proto-oncogene, E3
ubiquitin protein
ligase (CBL),
mRNA

P22681 1554 0 E3 ubiquitin-protein
ligase CBL . . . . pfam02262 Cbl_N

CBL proto-
oncogene N-
terminal domain 1.
Cbl is an adaptor
protein that binds
EGF receptors (or
other tyrosine
kinases) and SH3
domains,
functioning as a
negative regulator
of many signaling
pathways. The N-
terminal domain is
evolutionarily
conserved, and is
known to bind to
phosphorylated
tyrosine residues.
Cbl_N is comprised
of 3 structural
domains of which
this is the first - a
four helix bundle.

GO:0007166|cell
surface receptor
signaling
pathway;GO:000697
4|cellular response
to DNA damage
stimulus;GO:199009
0|cellular response
to nerve growth
factor
stimulus;GO:009065
0|cellular response
to oxygen-glucose
deprivation;GO:003
6120|cellular
response to platelet-
derived growth
factor
stimulus;GO:000717
3|epidermal growth
factor receptor
signaling
pathway;GO:000854
3|fibroblast growth
factor receptor
signaling
pathway;GO:004306
6|negative
regulation of
apoptotic
process;GO:004205
9|negative
regulation of
epidermal growth
factor receptor

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
16600|flotillin
complex;GO:003042
6|growth
cone;GO:0045121|m
embrane
raft;GO:0005634|nu
cleus;GO:0048471|p
erinuclear region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00055
09|calcium ion
binding;GO:004687
5|ephrin receptor
binding;GO:001687
4|ligase
activity;GO:0030971
|receptor tyrosine
kinase
binding;GO:001712
4|SH3 domain
binding;GO:000487
1|signal transducer
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K04707
CBL; E3 ubiquitin-
protein ligase CBL
[EC:2.3.2.27]

ENSG00000110422 46 38 59 15 31.2025337 9 16 14 13 2.313134171 3.38E-05 0.000465122 up yes HIPK3 protein_coding chr11:33256672-
33357023:+

gi|332836388|ref|XP
_001144457.2| 6337 0

PREDICTED:
homeodomain-
interacting protein
kinase 3 isoform X1
[Pan troglodytes]

gi|498917227|ref|N
M_005734.4| 7408 0

Homo sapiens
homeodomain
interacting protein
kinase 3 (HIPK3),
transcript variant 1,
mRNA

Q9H422 2429 0
Homeodomain-
interacting protein
kinase 3

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006915|apopto
tic
process;GO:000929
9|mRNA
transcription;GO:00
43066|negative
regulation of
apoptotic
process;GO:004350
8|negative
regulation of JUN
kinase
activity;GO:0018105
|peptidyl-serine
phosphorylation;GO
:0018107|peptidyl-
threonine
phosphorylation;GO
:0006468|protein
phosphorylation;GO
:0006355|regulation
of transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0016605|P
ML body;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K08826

HIPK;
homeodomain
interacting protein
kinase [EC:2.7.11.1]

ENSG00000110436 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SLC1A2 protein_coding chr11:35251206-
35420063:-

gi|62088468|dbj|BA
D92681.1| 2696 0

solute carrier family
1, member 2 variant
[Homo sapiens]

gi|117938287|ref|N
M_004171.3| 11696 0

Homo sapiens
solute carrier family
1 (glial high affinity
glutamate
transporter),
member 2
(SLC1A2),
transcript variant 1,
mRNA

P43004 271 3.00E-86 Excitatory amino
acid transporter 2 BH3820 164 2.00E-41 COG1301 pfam00375 SDF Sodium:dicarboxyla

te symporter family.

GO:0030534|adult
behavior;GO:00316
68|cellular response
to extracellular
stimulus;GO:000726
8|synaptic
transmission;GO:00
70779|D-aspartate
import;GO:0014047|
glutamate
secretion;GO:00068
11|ion
transport;GO:00519
38|L-glutamate
import;GO:0010259|
multicellular
organismal
aging;GO:0035264|
multicellular
organism
growth;GO:0046326
|positive regulation
of glucose
import;GO:0043200|
response to amino
acid;GO:0042493|re
sponse to
drug;GO:0009611|re
sponse to
wounding;GO:0021
537|telencephalon
development;GO:00
07632|visual
behavior;

GO:0030673|axolem
ma;GO:0009986|cell
surface;GO:0016021
|integral component
of
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0015171|amino
acid transmembrane
transporter
activity;GO:0015501
|glutamate:sodium
symporter
activity;GO:0005314
|high-affinity
glutamate
transmembrane
transporter
activity;GO:0005313
|L-glutamate
transmembrane
transporter activity;

K05613

SLC1A2, EAAT2;
solute carrier family
1 (glial high affinity
glutamate
transporter),
member 2

ENSG00000110497 1 2 3 4 6.39880056 22 9 6 13 -1.805126136 0.012156165 0.041378633 down yes AMBRA1 protein_coding chr11:46396414-
46594125:-

gi|530395541|ref|XP
_005253066.1| 6076 0

PREDICTED:
activating molecule
in BECN1-regulated
autophagy protein 1
isoform X2 [Homo
sapiens]

gi|194380881|dbj|A
K302808.1| 5345 0

Homo sapiens
cDNA FLJ60985
complete cds

A2AH22 285 1.00E-87
Activating molecule
in BECN1-regulated
autophagy protein 1

. . . . pfam00400 WD40 WD domain, G-beta
repeat.

GO:0006914|autoph
agy;GO:0030154|cell
differentiation;GO:0
098779|mitophagy
in response to
mitochondrial
depolarization;GO:0
008285|negative
regulation of cell
proliferation;GO:00
43524|negative
regulation of
neuron apoptotic
process;GO:002191
5|neural tube
development;GO:00
61734|parkin-
mediated mitophagy
in response to
mitochondrial
depolarization;GO:1
903599|positive
regulation of
mitophagy;GO:0043
552|positive
regulation of
phosphatidylinositol
3-kinase
activity;GO:2000785
|regulation of
autophagosome
assembly;

GO:0005776|autoph
agosome;GO:00059
30|axoneme;GO:000
5737|cytoplasm;GO:
0005829|cytosol;GO
:0005739|mitochond
rion;GO:0045335|ph
agocytic vesicle;

GO:0031625|ubiquit
in protein ligase
binding;

K17985

AMBRA1;
activating molecule
in BECN1-regulated
autophagy protein 1

ENSG00000110514 0 0 0 0 0.505845254 3 1 1 0 -2.212156888 0.311145543 NA down no MADD protein_coding chr11:47269161-
47330031:+

gi|209862994|ref|NP
_003673.3| 8086 0

MAP kinase-
activating death
domain protein
isoform d [Homo
sapiens]

gi|209862970|ref|N
M_130470.2| 5999 0

Homo sapiens
MAP-kinase
activating death
domain (MADD),
transcript variant 1,
mRNA

O08873 206 2.00E-59
MAP kinase-
activating death
domain protein

. . . . pfam02141 DENN

DENN (AEX-3)
domain. DENN
(after differentially
expressed in
neoplastic vs
normal cells) is a
domain which
occurs in several
proteins involved in
Rab- mediated
processes or
regulation of MAPK
signalling pathways.

GO:0000187|activati
on of MAPK
activity;GO:0007166
|cell surface
receptor signaling
pathway;GO:009719
4|execution phase of
apoptosis;GO:00429
81|regulation of
apoptotic
process;GO:005172
6|regulation of cell
cycle;GO:2001236|r
egulation of
extrinsic apoptotic
signaling
pathway;GO:190204
1|regulation of
extrinsic apoptotic
signaling pathway
via death domain
receptors;GO:00324
83|regulation of Rab
protein signal
transduction;GO:00
10803|regulation of
tumor necrosis
factor-mediated
signaling pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0016021|int
egral component of
membrane;GO:0005
886|plasma
membrane;

GO:0005123|death
receptor
binding;GO:003029
5|protein kinase
activator
activity;GO:0017112
|Rab guanyl-
nucleotide exchange
factor activity;

. .

ENSG00000110693 0 1 0 0 0.922903686 3 2 1 2 -2.150391235 0.157809784 NA down no SOX6 protein_coding chr11:15966449-
16739591:-

gi|224967054|ref|NP
_001139291.1| 3862 0

transcription factor
SOX-6 isoform 4
[Homo sapiens]

gi|224967047|ref|N
M_033326.3| 8865 0

Homo sapiens SRY
(sex determining
region Y)-box 6
(SOX6), transcript
variant 2, mRNA

P35712 291 4.00E-92 Transcription factor
SOX-6 YKL032c 49.7 1.00E-06 COG5648 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007275|multice
llular organismal
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding; K09269

SOX5_6_13;
transcription factor
SOX5/6/13 (SOX
group D)



ENSG00000110696 0 2 2 2 1.718555832 3 4 1 1 -0.083659881 0.938586631 0.962876732 down no C11orf58 protein_coding chr11:16613132-
16756881:+

gi|296217661|ref|XP
_002755047.1| 687 1.00E-82

PREDICTED: small
acidic protein
[Callithrix jacchus]

gi|34367254|emb|BX
648095.1| 4216 0

Homo sapiens
mRNA; cDNA
DKFZp686N0232
(from clone
DKFZp686N0232)

Q3MHL8 223 4.00E-71 Small acidic protein . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0048708|astrocy
te
differentiation;GO:0
055007|cardiac
muscle cell
differentiation;GO:0
051216|cartilage
development;GO:00
45165|cell fate
commitment;GO:00
00902|cell
morphogenesis;GO:
0071560|cellular
response to
transforming
growth factor beta
stimulus;GO:004882
1|erythrocyte
development;GO:00
30218|erythrocyte
differentiation;GO:0
016458|gene
silencing;GO:00300
97|hemopoiesis;GO:
0001701|in utero
embryonic
development;GO:00
42692|muscle cell
differentiation;GO:2
000726|negative
regulation of
cardiac muscle cell
differentiation;GO:0
000122|negative
regulation of

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:000566
7|transcription
factor complex;

GO:0003677|DNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0043565
|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

. .

ENSG00000110697 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PITPNM1 protein_coding chr11:67491768-
67506263:-

gi|635011780|ref|XP
_007963069.1| 6022 0

PREDICTED:
membrane-
associated
phosphatidylinositol
transfer protein 1
isoform X1
[Chlorocebus
sabaeus]

gi|195927014|ref|N
M_004910.2| 4225 0

Homo sapiens
phosphatidylinositol
transfer protein,
membrane-
associated 1
(PITPNM1),
transcript variant 1,
mRNA

O00562 2307 0

Membrane-
associated
phosphatidylinositol
transfer protein 1

CAC2938 103 2.00E-22 COG5083 pfam02121 IP_trans

Phosphatidylinositol
transfer protein.
Along with the
structurally
unrelated Sec14p
family (found in
pfam00650), this
family can
bind/exchange one
molecule of
phosphatidylinositol
(PI) or
phosphatidylcholine
(PC) and thus aids
their transfer
between different
membrane
compartments.
There are three sub-
families - all share
an N-terminal PITP-
like domain, whose
sequence is highly
conserved. It is
described as
consisting of three
regions. The N-
terminal region is
thought to bind the
lipid and contains
two helices and an
eight-stranded,
mostly antiparallel
beta-sheet. An
intervening loop

GO:0007420|brain
development;GO:00
06629|lipid
metabolic
process;GO:001591
4|phospholipid
transport;GO:00076
02|phototransductio
n;GO:0015031|prote
in transport;

GO:0032154|cleavag
e
furrow;GO:0005737
|cytoplasm;GO:0005
789|endoplasmic
reticulum
membrane;GO:0032
580|Golgi cisterna
membrane;GO:0005
811|lipid
particle;GO:0016020
|membrane;GO:003
0496|midbody;

GO:0046872|metal
ion
binding;GO:007030
0|phosphatidic acid
binding;GO:003121
0|phosphatidylcholi
ne
binding;GO:003509
1|phosphatidylinosit
ol
binding;GO:000852
6|phosphatidylinosit
ol transporter
activity;

. .

ENSG00000110713 2 0 0 0 0.698920779 1 0 1 1 0.0988948 0.959260056 NA up no NUP98 protein_coding chr11:3671083-
3797792:-

gi|530395413|ref|XP
_005253007.1| 8497 0

PREDICTED:
nuclear pore
complex protein
Nup98-Nup96
isoform X1 [Homo
sapiens]

gi|530395412|ref|X
M_005252950.1| 6985 0

PREDICTED:
Homo sapiens
nucleoporin 98kDa
(NUP98), transcript
variant X1, mRNA

P52948 232 8.00E-67
Nuclear pore
complex protein
Nup98-Nup96

. . . . pfam12110 Nup96

Nuclear protein 96.
Nup96 (often
known by the name
of its yeast homolog
Nup145C) is part of
the Nup84
heptameric complex
in the nuclear pore
complex. Nup96
complexes with
Sec13 in the middle
of the heptamer.
The function of the
heptamer is to coat
the curvature of the
nuclear pore
complex between
the inner and outer
nuclear membranes.
Nup96 is predicted
to be an alpha
helical solenoid.
The interaction
between Nup96 and
Sec13 is the point of
curvature in the
heptameric
complex.

GO:0006260|DNA
replication;GO:0031
047|gene silencing
by
RNA;GO:0075733|i
ntracellular
transport of
virus;GO:0007077|
mitotic nuclear
envelope
disassembly;GO:000
6406|mRNA export
from
nucleus;GO:005129
2|nuclear pore
complex
assembly;GO:00069
99|nuclear pore
organization;GO:00
06913|nucleocytopla
smic
transport;GO:00009
73|posttranscription
al tethering of RNA
polymerase II gene
DNA at nuclear
periphery;GO:00000
59|protein import
into nucleus,
docking;GO:001692
5|protein
sumoylation;GO:19
00034|regulation of
cellular response to
heat;GO:0010827|re

GO:0005829|cytosol
;GO:0005635|nuclea
r
envelope;GO:00424
05|nuclear inclusion
body;GO:0031965|n
uclear
membrane;GO:0034
399|nuclear
periphery;GO:00056
43|nuclear
pore;GO:0044614|n
uclear pore
cytoplasmic
filaments;GO:00446
15|nuclear pore
nuclear
basket;GO:0031080|
nuclear pore outer
ring;GO:0005654|nu
cleoplasm;

GO:0008139|nuclear
localization
sequence
binding;GO:000548
7|nucleocytoplasmic
transporter
activity;GO:0003723
|RNA
binding;GO:001705
6|structural
constituent of
nuclear
pore;GO:0005215|tr
ansporter activity;

K14297

NUP98, ADAR2,
NUP116; nuclear
pore complex
protein Nup98-
Nup96

ENSG00000110768 1 0 0 1 0.40788381 1 0 0 0 1.26124469 0.591249981 NA up no GTF2H1 protein_coding chr11:18322295-
18367044:+

gi|694943666|ref|XP
_009458310.1| 2887 0

PREDICTED:
general transcription
factor IIH subunit 1
isoform X1 [Pan
troglodytes]

gi|214831569|ref|N
M_005316.3| 2981 0

Homo sapiens
general transcription
factor IIH,
polypeptide 1,
62kDa (GTF2H1),
transcript variant 1,
mRNA

P32780 193 7.00E-57
General
transcription factor
IIH subunit 1

. . . . pfam08567 TFIIH_BTF_p62_N

TFIIH p62 subunit,
N-terminal domain.
The N-terminal
domain of the
TFIIH basal
transcription factor
complex p62
subunit (BTF2-p62)
forms an interaction
with the 3'
endonuclease XPG,
which is essential
for activity. The 3'
endonuclease XPG
is a major
component of the
nucleotide excision
repair machinery.
The structure of the
N-terminal domain
reveals that it adopts
a pleckstrin
homology (PH)
fold.

GO:0006370|7-
methylguanosine
mRNA
capping;GO:000628
1|DNA
repair;GO:0070911|
global genome
nucleotide-excision
repair;GO:0000717|
nucleotide-excision
repair, DNA duplex
unwinding;GO:0033
683|nucleotide-
excision repair,
DNA
incision;GO:000629
5|nucleotide-
excision repair,
DNA incision, 3'-to
lesion;GO:0006296|
nucleotide-excision
repair, DNA
incision, 5'-to
lesion;GO:0006294|
nucleotide-excision
repair, preincision
complex
assembly;GO:00062
93|nucleotide-
excision repair,
preincision complex
stabilization;GO:007
0816|phosphorylatio
n of RNA
polymerase II C

GO:0000439|core
TFIIH
complex;GO:000567
5|holo TFIIH
complex;GO:000565
4|nucleoplasm;

GO:0003682|chrom
atin binding; K03141

TFIIH1, GTF2H1,
TFB1; transcription
initiation factor
TFIIH subunit 1

ENSG00000110844 0 0 0 2 1.906891678 6 2 3 6 -2.589792055 0.04925107 0.112499812 down no PRPF40B protein_coding chr12:49568218-
49644666:+

gi|29789008|ref|NP_
036404.1| 2569 0

pre-mRNA-
processing factor 40
homolog B isoform
2 [Homo sapiens]

gi|21739731|emb|AL
834216.1| 3596 0

Homo sapiens
mRNA; cDNA
DKFZp434O1520
(from clone
DKFZp434O1520)

Q6NWY9 981 0
Pre-mRNA-
processing factor 40
homolog B

SPAC4D7.13 94.4 7.00E-19 COG5104 pfam01846 FF

FF domain. This
domain has been
predicted to be
involved in protein-
protein interaction.
This domain was
recently shown to
bind the
hyperphosphorylate
d C-terminal repeat
domain of RNA
polymerase II,
confirming its role
in protein-protein
interactions.

GO:0000398|mRNA
splicing, via
spliceosome;

GO:0016607|nuclear
speck;GO:0005685|
U1
snRNP;GO:0071004
|U2-type
prespliceosome;

GO:0003723|RNA
binding; K12821

PRPF40, PRP40;
pre-mRNA-
processing factor 40

ENSG00000110887 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no DAO protein_coding chr12:108858932-
108901043:+

gi|241913336|pdb|3
G3E|A 1840 0

Chain A, Crystal
Structure Of Human
D-Amino Acid
Oxidase In
Complex With
Hydroxyquinolin-
2(1h)

gi|197099095|ref|N
M_001131247.1| 2192 0

Pongo abelii D-
amino-acid oxidase
(DAO), mRNA

P14920 213 1.00E-66 D-amino-acid
oxidase Rv1905c 96.3 2.00E-21 COG0665 pfam01266 DAO

FAD dependent
oxidoreductase.
This family includes
various FAD
dependent
oxidoreductases:
Glycerol-3-
phosphate
dehydrogenase
EC:1.1.99.5,
Sarcosine oxidase
beta subunit
EC:1.5.3.1, D-
alanine oxidase
EC:1.4.99.1, D-
aspartate oxidase
EC:1.4.3.1.

GO:0055130|D-
alanine catabolic
process;GO:004641
6|D-amino acid
metabolic
process;GO:003608
8|D-serine catabolic
process;GO:007017
8|D-serine
metabolic
process;GO:004241
6|dopamine
biosynthetic
process;GO:004648
7|glyoxylate
metabolic
process;GO:000656
2|proline catabolic
process;

GO:0005829|cytosol
;GO:0005782|peroxi
somal
matrix;GO:0005778|
peroxisomal
membrane;GO:0005
777|peroxisome;

GO:0048037|cofacto
r
binding;GO:000388
4|D-amino-acid
oxidase
activity;GO:0071949
|FAD
binding;GO:004698
3|protein
dimerization
activity;GO:0005102
|receptor binding;

K00273
DAO, aao; D-
amino-acid oxidase
[EC:1.4.3.3]

ENSG00000110888 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CAPRIN2 protein_coding chr12:30709552-
30754951:-

gi|23503235|ref|NP_
076414.2| 5498 0 caprin-2 isoform 2

[Homo sapiens]
gi|31873643|emb|BX
537569.1| 6492 0

Homo sapiens
mRNA; cDNA
DKFZp686D159
(from clone
DKFZp686D159)

Q6IMN6 251 1.00E-180 Caprin-2 . . . . pfam12287 Caprin-1_C

Cytoplasmic
activation/proliferati
on-associated
protein-1 C term.
This family of
proteins is found in
eukaryotes. Proteins
in this family are
typically between
343 and 708 amino
acids in length. This
family is the C
terminal region of
caprin-1. Caprin-1
is a protein
involved in
regulating cellular
proliferation. In
mutated
phenotypes, the G1
phase of the cell
cycle is greatly
lengthened,
impairing normal
proliferation. The C
terminal region of
caprin-1 contains
RGG motifs which
are characteristic of
RNA binding
domains. It is
possible that caprin-
1 functions through
an RNA binding
mechanism

GO:0030308|negativ
e regulation of cell
growth;GO:0017148
|negative regulation
of
translation;GO:0090
263|positive
regulation of
canonical Wnt
signaling
pathway;GO:005077
5|positive regulation
of dendrite
morphogenesis;GO:
0061003|positive
regulation of
dendritic spine
morphogenesis;GO:
0033138|positive
regulation of
peptidyl-serine
phosphorylation;GO
:0032092|positive
regulation of
protein
binding;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000573
9|mitochondrion;G
O:0005634|nucleus;
GO:0043235|recepto
r complex;

GO:0005102|recepto
r
binding;GO:000372
3|RNA binding;

K18744 CAPRIN2, EEG1;
caprin-2



ENSG00000110906 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no KCTD10 protein_coding chr12:109448656-
109477544:-

gi|403281715|ref|XP
_003932323.1| 1628 0

PREDICTED:
BTB/POZ domain-
containing adapter
for CUL3-mediated
RhoA degradation
protein 3 isoform
X2 [Saimiri
boliviensis
boliviensis]

gi|62088295|dbj|AB
209358.1| 5355 0

Homo sapiens
mRNA for
potassium channel
tetramerisation
domain containing
10 variant protein

Q9H3F6 223 1.00E-69

BTB/POZ domain-
containing adapter
for CUL3-mediated
RhoA degradation
protein 3

. . . . pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:005126
0|protein
homooligomerizatio
n;GO:0016567|prote
in ubiquitination;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000573
7|cytoplasm;GO:000
5654|nucleoplasm;

. K15074

BACURD;
BTB/POZ domain-
containing adapter
for CUL3-mediated
RhoA degradation
protein

ENSG00000110955 0 1 1 0 0.503127106 0 0 1 1 0.604837739 0.767216112 NA up no ATP5B protein_coding chr12:56638175-
56646068:-

gi|32189394|ref|NP_
001677.2| 2528 0

ATP synthase
subunit beta,
mitochondrial
precursor [Homo
sapiens]

gi|50345985|ref|NM
_001686.3| 1839 0

Homo sapiens ATP
synthase, H+
transporting,
mitochondrial F1
complex, beta
polypeptide
(ATP5B), mRNA

P06576 206 2.00E-62
ATP synthase
subunit beta,
mitochondrial

XF1143 90.5 6.00E-21 COG0055 pfam00006 ATP-synt_ab

ATP synthase
alpha/beta family,
nucleotide-binding
domain. This family
includes the ATP
synthase alpha and
beta subunits, the
ATP synthase
associated with
flagella and the
termination factor
Rho.

GO:0015991|ATP
hydrolysis coupled
proton
transport;GO:00159
86|ATP synthesis
coupled proton
transport;

GO:0005753|mitoch
ondrial proton-
transporting ATP
synthase
complex;GO:004526
1|proton-
transporting ATP
synthase complex,
catalytic core F(1);

GO:0005524|ATP
binding;GO:004693
3|proton-
transporting ATP
synthase activity,
rotational
mechanism;

K02133

ATPeF1B, ATP5B,
ATP2; F-type H+-
transporting ATPase
subunit beta
[EC:3.6.3.14]

ENSG00000110958 1 3 3 4 2.651112534 4 2 4 1 0.500104776 0.563573573 0.677537205 up no PTGES3 protein_coding chr12:56663341-
56688408:-

gi|511907519|ref|XP
_004773209.1| 1118 2.00E-143

PREDICTED:
prostaglandin E
synthase 3 isoform
X1 [Mustela
putorius furo]

gi|543583792|ref|NR
_104219.1| 2939 0

Homo sapiens
prostaglandin E
synthase 3
(cytosolic)
(PTGES3),
transcript variant 7,
non-coding RNA

Q5NVM4 259 2.00E-84 Prostaglandin E
synthase 3 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001516|prostag
landin biosynthetic
process;

GO:0005737|cytopla
sm;

GO:0050220|prostag
landin-E synthase
activity;

K15730

PTGES3; cytosolic
prostaglandin-E
synthase
[EC:5.3.99.3]

ENSG00000111011 5 6 4 4 4.077205244 2 3 2 5 1.240646772 0.089469651 0.170416145 up no RSRC2 protein_coding
chr12:122503458-
122527000:-

gi|585181597|ref|XP
_006742439.1| 812 1.00E-94

PREDICTED:
arginine/serine-rich
coiled-coil protein 2
[Leptonychotes
weddellii]

gi|25281341|gb|AC1
27002.3| 2593 0

Homo sapiens 12
BAC RP11-15J22
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

A6QLS2 87.8 5.00E-17 Arginine/serine-rich
coiled-coil protein 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;

. . . .

ENSG00000111110 1 1 0 1 0.728618483 0 0 1 2 0.534539543 0.751441134 NA up no PPM1H protein_coding chr12:62643982-
62935037:-

gi|332207388|ref|XP
_003252778.1| 2675 0

PREDICTED:
protein phosphatase
1H [Nomascus
leucogenys]

gi|171702144|dbj|A
B084258.1| 6346 0

Homo sapiens
URCC2 mRNA,
complete cds

Q9ULR3 242 3.00E-76 Protein phosphatase
1H . . . . pfam00481 PP2C

Protein phosphatase
2C. Protein
phosphatase 2C is a
Mn++ or Mg++
dependent protein
serine/threonine
phosphatase.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0004721|phosph
oprotein
phosphatase
activity;GO:0004722
|protein
serine/threonine
phosphatase
activity;

K17503
PPM1H, ARHCL1;
protein phosphatase
1H [EC:3.1.3.16]

ENSG00000111142 0 0 1 0 0.479978129 1 1 1 0 -0.748168091 0.707712546 NA down no METAP2 protein_coding chr12:95473520-
95515839:+

gi|119617944|gb|EA
W97538.1| 2220 0

methionyl
aminopeptidase 2,
isoform CRA_b
[Homo sapiens]

gi|111160875|ref|N
M_006838.3| 3506 0

Homo sapiens
methionyl
aminopeptidase 2
(METAP2), mRNA

O08663 115 2.00E-30 Methionine
aminopeptidase 2 SPBC14C8.03 266 4.00E-79 COG0024 pfam00557 Peptidase_M24

Metallopeptidase
family M24. This
family contains
metallopeptidases. It
also contains non-
peptidase
homologues such as
the N terminal
domain of Spt16
which is a histone
H3-H4 binding
module

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K01265
map; methionyl
aminopeptidase
[EC:3.4.11.18]

ENSG00000111145 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no ELK3 protein_coding chr12:96194382-
96269835:+

gi|44955921|ref|NP_
005221.2| 1438 0

ETS domain-
containing protein
Elk-3 isoform 1
[Homo sapiens]

gi|635067421|ref|X
M_008004312.1| 3474 0

PREDICTED:
Chlorocebus
sabaeus ELK3,
ETS-domain protein
(SRF accessory
protein 2) (ELK3),
mRNA

P41970 307 5.00E-101
ETS domain-
containing protein
Elk-3

. . . . pfam00178 Ets Ets-domain.

GO:0001525|angiog
enesis;GO:0030154|
cell
differentiation;GO:0
045892|negative
regulation of
transcription, DNA-
templated;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00071
65|signal
transduction;GO:00
42060|wound
healing;

GO:0043231|intracel
lular membrane-
bounded
organelle;GO:00057
39|mitochondrion;G
O:0005654|nucleopl
asm;GO:0005634|nu
cleus;

GO:0032422|purine-
rich negative
regulatory element
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09430

ELK3; ETS domain-
containing protein
Elk-3 (SRF
accessory protein 2)

ENSG00000111218 0 4 2 2 2.267200231 2 3 3 4 -0.089730173 0.923198566 0.95454003 down no PRMT8 protein_coding chr12:3381349-
3593973:+

gi|74099699|ref|NP_
062828.3| 1930 0

protein arginine N-
methyltransferase 8
isoform 1 [Homo
sapiens]

gi|62087633|dbj|AB
209027.1| 5887 0

Homo sapiens
mRNA for Protein
arginine N-
methyltransferase 4
variant protein

Q6PAK3 237 2.00E-66 Protein arginine N-
methyltransferase 8 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016571|histone
methylation;GO:001
8216|peptidyl-
arginine
methylation;GO:001
9919|peptidyl-
arginine
methylation, to
asymmetrical-
dimethyl
arginine;GO:000635
5|regulation of
transcription, DNA-
templated;

GO:0005829|cytosol
;GO:0005886|plasm
a membrane;

GO:0008469|histone
-arginine N-
methyltransferase
activity;GO:0042802
|identical protein
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0035242
|protein-arginine
omega-N
asymmetric
methyltransferase
activity;GO:0035241
|protein-arginine
omega-N
monomethyltransfer
ase
activity;GO:0008757
|S-
adenosylmethionine
-dependent
methyltransferase
activity;

K11439

PRMT8; protein
arginine N-
methyltransferase 8
[EC:2.1.1.-]

ENSG00000111262 1 0 1 3 17.40639185 72 39 13 44 -4.557520442 1.13E-07 6.34E-06 down yes KCNA1 protein_coding chr12:4909893-
4918256:+

gi|119395748|ref|NP
_000208.2| 2257 0

potassium voltage-
gated channel
subfamily A
member 1 [Homo
sapiens]

gi|119395747|ref|N
M_000217.2| 7983 0

Homo sapiens
potassium channel,
voltage gated shaker
related subfamily A,
member 1
(KCNA1), mRNA

Q09470 756 0

Potassium voltage-
gated channel
subfamily A
member 1

MA2034 66.6 1.00E-10 COG1226 pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0010644|cell
communication by
electrical
coupling;GO:00346
13|cellular protein
localization;GO:007
1286|cellular
response to
magnesium
ion;GO:0007268|syn
aptic
transmission;GO:00
50966|detection of
mechanical stimulus
involved in sensory
perception of
pain;GO:0050976|de
tection of
mechanical stimulus
involved in sensory
perception of
touch;GO:0021766|h
ippocampus
development;GO:00
10960|magnesium
ion
homeostasis;GO:000
7405|neuroblast
proliferation;GO:00
50905|neuromuscul
ar
process;GO:001922
8|neuronal action
potential;GO:002304
1|neuronal signal

GO:0016324|apical
plasma
membrane;GO:0043
679|axon
terminus;GO:00300
54|cell
junction;GO:000998
6|cell
surface;GO:0016023
|cytoplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0030425
|dendrite;GO:00057
83|endoplasmic
reticulum;GO:00058
87|integral
component of
plasma
membrane;GO:0044
224|juxtaparanode
region of
axon;GO:0043025|n
euronal cell
body;GO:0033270|p
aranode region of
axon;GO:0043204|p
erikaryon;GO:00058
86|plasma
membrane;GO:0042
734|presynaptic
membrane;GO:0045
202|synapse;GO:000
8076|voltage-gated
potassium channel

GO:0005251|delaye
d rectifier potassium
channel
activity;GO:0005267
|potassium channel
activity;GO:0015079
|potassium ion
transmembrane
transporter
activity;GO:0005249
|voltage-gated
potassium channel
activity;

K04874

KCNA1; potassium
voltage-gated
channel Shaker-
related subfamily A
member 1

ENSG00000111266 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no DUSP16 protein_coding chr12:12474210-
12562383:-

gi|12697945|dbj|BA
B21791.1| 3463 0 KIAA1700 protein

[Homo sapiens]
gi|295849296|ref|N
M_030640.2| 5253 0

Homo sapiens dual
specificity
phosphatase 16
(DUSP16), mRNA

Q9BY84 53.5 2.00E-07
Dual specificity
protein phosphatase
16

SPBC17A3.06 91.7 1.00E-18 COG2453 pfam00782 DSPc

Dual specificity
phosphatase,
catalytic domain.
Ser/Thr and Tyr
protein
phosphatases. The
enzyme's tertiary
fold is highly
similar to that of
tyrosine-specific
phosphatases,
except for a
"recognition"
region.

GO:0016311|dephos
phorylation;GO:000
0188|inactivation of
MAPK
activity;GO:0045204
|MAPK export from
nucleus;GO:004520
9|MAPK
phosphatase export
from nucleus,
leptomycin B
sensitive;

GO:0005737|cytopla
sm;GO:0016023|cyt
oplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0005654
|nucleoplasm;GO:00
05634|nucleus;

GO:0017017|MAP
kinase
tyrosine/serine/threo
nine phosphatase
activity;GO:0016791
|phosphatase
activity;GO:0004721
|phosphoprotein
phosphatase
activity;GO:0004725
|protein tyrosine
phosphatase
activity;

K04459

DUSP, MKP; dual
specificity MAP
kinase phosphatase
[EC:3.1.3.16
3.1.3.48]



ENSG00000111300 0 0 0 1 0.406557433 2 0 0 1 -0.737035418 0.754703893 NA down no NAA25 protein_coding chr12:112026689-
112109022:-

gi|38679914|ref|NP_
079229.2| 4665 0

N-alpha-
acetyltransferase 25,
NatB auxiliary
subunit [Homo
sapiens]

gi|426374188|ref|X
M_004053914.1| 5881 0

PREDICTED:
Gorilla gorilla
gorilla N(alpha)-
acetyltransferase 25,
NatB auxiliary
subunit (NAA25),
mRNA

Q14CX7 272 1.00E-84

N-alpha-
acetyltransferase 25,
NatB auxiliary
subunit

. . . . pfam09797 NatB_MDM20

N-acetyltransferase
B complex (NatB)
non catalytic
subunit. This is the
non-catalytic
subunit of the N-
terminal
acetyltransferase B
complex (NatB).
The NatB complex
catalyses the
acetylation of the
amino-terminal
methionine residue
of all proteins
beginning with Met-
Asp or Met-Glu and
of some proteins
beginning with Met-
Asn or Met-Met. In
Saccharomyces
cerevisiae this
subunit is called
MDM20 and in
Schizosaccharomyc
es pombe it is called
Arm1. NatB
acetylates the Tpm1
protein and
regulates and
tropomyocin-actin
interactions. This
subunit is required
by the NatB
complex for the N

GO:0017196|N-
terminal peptidyl-
methionine
acetylation;

GO:0005737|cytopla
sm;GO:0005794|Gol
gi
apparatus;GO:00314
16|NatB
complex;GO:000565
4|nucleoplasm;

. K17973

NAA25, MDM20;
N-terminal
acetyltransferase B
complex non-
catalytic subunit

ENSG00000111481 0 1 0 0 0.324233484 1 0 0 1 -0.14763318 0.952869723 NA down no COPZ1 protein_coding chr12:54301202-
54351849:+

gi|470650766|ref|XP
_004328740.1| 1026 2.00E-136

PREDICTED:
coatomer subunit
zeta-1 isoform 1
[Tursiops truncatus]

gi|414144868|ref|N
M_016057.2| 1897 0

Homo sapiens
coatomer protein
complex, subunit
zeta 1 (COPZ1),
transcript variant 1,
mRNA

P35604 179 2.00E-82 Coatomer subunit
zeta-1 YPL010w 84 3.00E-19 COG5541 pfam01217 Clat_adaptor_s

Clathrin adaptor
complex small
chain.

GO:0006891|intra-
Golgi vesicle-
mediated
transport;GO:00068
86|intracellular
protein
transport;GO:00068
90|retrograde
vesicle-mediated
transport, Golgi to
ER;GO:1901998|toxi
n transport;

GO:0030126|COPI
vesicle
coat;GO:0000139|G
olgi membrane;

. . .

ENSG00000111530 0 0 0 4 1.432692059 4 3 2 1 -0.994015229 0.469341123 0.593860197 down no CAND1 protein_coding chr12:67269281-
67319951:+

gi|71891685|dbj|BA
A74852.2| 6168 0 KIAA0829 protein

[Homo sapiens]
gi|13129397|gb|AC0
78983.17| 7348 0

Homo sapiens 12q
BAC RP11-473M14
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

P97536 240 9.00E-71
Cullin-associated
NEDD8-dissociated
protein 1

. . . . pfam08623 TIP120

TATA-binding
protein interacting
(TIP20). TIP120
(also known as
cullin-associated
and neddylation-
dissociated protein
1) is a TATA
binding protein
interacting protein
that enhances
transcription.

GO:0030154|cell
differentiation;GO:0
043086|negative
regulation of
catalytic
activity;GO:0045899
|positive regulation
of RNA polymerase
II transcriptional
preinitiation
complex
assembly;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00165
67|protein
ubiquitination;GO:0
010265|SCF
complex
assembly;GO:00063
51|transcription,
DNA-templated;

GO:0031461|cullin-
RING ubiquitin
ligase
complex;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00160
20|membrane;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;GO:0000151|ubiqu
itin ligase complex;

GO:0017025|TBP-
class protein
binding;

K17263

CAND1; cullin-
associated NEDD8-
dissociated protein
1

ENSG00000111540 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RAB5B protein_coding chr12:55973913-
55996683:+

gi|25304086|gb|AAH
40143.1| 1166 3.00E-143

RAB5B protein,
partial [Homo
sapiens]

gi|354725900|ref|N
M_002868.3| 5340 0

Homo sapiens
RAB5B, member
RAS oncogene
family (RAB5B),
transcript variant 1,
mRNA

Q5RBG1 213 4.00E-68 Ras-related protein
Rab-5B . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0015031|protein
transport;GO:00072
64|small GTPase
mediated signal
transduction;

GO:0031901|early
endosome
membrane;GO:0042
470|melanosome;G
O:0005886|plasma
membrane;

GO:0019003|GDP
binding;GO:000552
5|GTP binding;

K07888 RAB5B; Ras-related
protein Rab-5B

ENSG00000111596 81 94 80 136 134.8280988 178 209 194 202 -0.464096494 0.018052838 0.054694112 down no CNOT2 protein_coding chr12:70242994-
70354993:+

gi|752413362|ref|XP
_011226967.1| 2826 0

PREDICTED:
CCR4-NOT
transcription
complex subunit 2
isoform X1
[Ailuropoda
melanoleuca]

gi|21591799|gb|AC0
92881.8| 4131 0

Homo sapiens 12
BAC RP11-398J13
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

O00370 86.7 3.00E-18

LINE-1
retrotransposable
element ORF2
protein

SPCC4G3.15c 112 9.00E-27 COG5601 pfam04153 NOT2_3_5

NOT2 / NOT3 /
NOT5 family.
NOT1, NOT2,
NOT3, NOT4 and
NOT5 form a
nuclear complex
that negatively
regulates the basal
and activated
transcription of
many genes. This
family includes
NOT2, NOT3 and
NOT5

GO:0007186|G-
protein coupled
receptor signaling
pathway;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor
activity;GO:0004984
|olfactory receptor
activity;

K12605

CNOT2, NOT2;
CCR4-NOT
transcription
complex subunit 2

ENSG00000111605 9 7 17 5 13.51055373 24 16 15 18 -0.283271486 0.606095502 0.717722913 down no CPSF6 protein_coding chr12:69239537-
69274358:+

gi|759099198|ref|XP
_011372279.1| 1238 6.00E-158

PREDICTED:
cleavage and
polyadenylation
specificity factor
subunit 6 isoform
X1 [Pteropus
vampyrus]

gi|162329582|ref|N
M_007007.2| 6616 0

Homo sapiens
cleavage and
polyadenylation
specific factor 6,
68kDa (CPSF6),
transcript variant 1,
mRNA

Q16630 144 6.00E-34

Cleavage and
polyadenylation
specificity factor
subunit 6

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006378|mRNA
polyadenylation;GO
:0006397|mRNA
processing;GO:0051
262|protein
tetramerization;

GO:0030529|ribonu
cleoprotein
complex;GO:001602
0|membrane;GO:00
05849|mRNA
cleavage factor
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0042382|paraspeckl
es;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;

K14398

CPSF6_7; cleavage
and polyadenylation
specificity factor
subunit 6/7

ENSG00000111642 1 0 0 0 0.802957662 3 2 1 0 -1.746860102 0.322810321 NA down no CHD4 protein_coding chr12:6570083-
6607476:-

gi|24047226|gb|AAH
38596.1| 8016 0 CHD4 protein

[Homo sapiens]
gi|24047225|gb|BC0
38596.1| 6546 0

Homo sapiens
chromodomain
helicase DNA
binding protein 4,
mRNA (cDNA
clone MGC:46187
IMAGE:5528023),
complete cds

Q14839 3019 0
Chromodomain-
helicase-DNA-
binding protein 4

SPAC1783.05 469 3.00E-137 COG0553 pfam08074 CHDCT2

CHDCT2 (NUC038)
domain. The
CHDCT2 C-
terminal domain is
found in
PHD/RING finger
and chromo
domain-associated
CHD-like helicases.

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:19017
96|regulation of
signal transduction
by p53 class
mediator;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00512
25|spindle
assembly;GO:00725
53|terminal button
organization;GO:00
06351|transcription,
DNA-templated;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:001602
0|membrane;GO:00
00790|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0016581|NuRD
complex;GO:004323
4|protein
complex;GO:003299
3|protein-DNA
complex;

GO:0005524|ATP
binding;GO:000400
3|ATP-dependent
DNA helicase
activity;GO:0003677
|DNA
binding;GO:000440
7|histone
deacetylase
activity;GO:0001103
|RNA polymerase II
repressing
transcription factor
binding;GO:000827
0|zinc ion binding;

K11643

CHD4, MI2B;
chromodomain-
helicase-DNA-
binding protein 4
[EC:3.6.4.12]

ENSG00000111653 77 79 83 85 78.44372352 65 79 73 77 0.732232492 0.006259607 0.025804708 up no ING4 protein_coding chr12:6650280-
6663148:-

gi|612052087|ref|XP
_007503719.1| 1188 9.00E-157

PREDICTED:
inhibitor of growth
protein 4 isoform
X3 [Monodelphis
domestica]

gi|426371374|ref|X
M_004052574.1| 1641 0

PREDICTED:
Gorilla gorilla
gorilla inhibitor of
growth family,
member 4 (ING4),
mRNA

Q8C0D7 186 3.00E-54 Inhibitor of growth
protein 4 YNL097c 87.8 4.00E-18 COG5034 pfam12998 ING

Inhibitor of growth
proteins N-terminal
histone-binding.
Histones undergo
numerous post-
translational
modifications,
including
acetylation and
methylation, at
residues which are
then probable
docking sites for
various chromatin
remodelling
complexes.
Inhibitor of growth
proteins (INGs)
specifically bind to
residues that have
been thus modified.
INGs carry a well-
characterized C-
terminal PHD-type
zinc-finger domain,
binding with lysine
4-tri-methylated
histone H3
(H3K4me3), as well
as this N-terminal
domain that binds
unmodified H3 tails.
Although these two
regions can bind
histones

GO:0006915|apopto
tic
process;GO:000705
0|cell cycle
arrest;GO:0006978|
DNA damage
response, signal
transduction by p53
class mediator
resulting in
transcription of p21
class
mediator;GO:00062
60|DNA
replication;GO:0043
966|histone H3
acetylation;GO:0043
983|histone H4-K12
acetylation;GO:0043
981|histone H4-K5
acetylation;GO:0043
982|histone H4-K8
acetylation;GO:0008
285|negative
regulation of cell
proliferation;GO:00
45926|negative
regulation of
growth;GO:0045892
|negative regulation
of transcription,
DNA-
templated;GO:00430
65|positive
regulation of

GO:0000123|histone
acetyltransferase
complex;GO:000563
4|nucleus;

GO:0035064|methyl
ated histone
binding;GO:000371
3|transcription
coactivator
activity;GO:0008270
|zinc ion binding;

K11346 ING4; inhibitor of
growth protein 4

ENSG00000111667 1 6 7 7 3.943825667 3 1 2 4 1.582342563 0.046829479 0.107962783 up no USP5 protein_coding chr12:6852128-
6866632:+

gi|148727331|ref|NP
_001092006.1| 4337 0

ubiquitin carboxyl-
terminal hydrolase 5
isoform 1 [Homo
sapiens]

gi|148727330|ref|N
M_001098536.1| 3181 0

Homo sapiens
ubiquitin specific
peptidase 5
(isopeptidase T)
(USP5), transcript
variant 1, mRNA

P45974 226 7.00E-68 Ubiquitin carboxyl-
terminal hydrolase 5 SPBC6B1.06c 400 6.00E-123 COG5207 pfam00443 UCH Ubiquitin carboxyl-

terminal hydrolase.

GO:0032436|positiv
e regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:001657
9|protein
deubiquitination;GO
:0071108|protein
K48-linked
deubiquitination;GO
:0006511|ubiquitin-
dependent protein
catabolic process;

GO:0005764|lysoso
me;

GO:0004197|cystein
e-type
endopeptidase
activity;GO:0004843
|ubiquitin-specific
protease
activity;GO:0043130
|ubiquitin
binding;GO:000827
0|zinc ion binding;

K11836

USP5_13, UBP14;
ubiquitin carboxyl-
terminal hydrolase
5/13 [EC:3.4.19.12]

ENSG00000111669 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TPI1 protein_coding chr12:6867119-
6870948:+

gi|675677637|ref|XP
_002752312.2| 1654 0

PREDICTED:
triosephosphate
isomerase
[Callithrix jacchus]

gi|339840|gb|M1003
6.1|HUMTPI 1658 0

Human
triosephosphate
isomerase mRNA,
complete cds

P15426 176 4.00E-54 Triosephosphate
isomerase YDR050c 274 2.00E-86 COG0149 pfam00121 TIM Triosephosphate

isomerase.

GO:0006094|glucon
eogenesis;GO:00060
96|glycolytic
process;GO:000609
8|pentose-phosphate
shunt;

.
GO:0004807|triose-
phosphate
isomerase activity;

K01803

TPI, tpiA;
triosephosphate
isomerase (TIM)
[EC:5.3.1.1]



ENSG00000111676 7 2 2 7 4.147155562 5 4 2 3 0.936511342 0.22623566 0.34786989 up no ATN1 protein_coding chr12:6924463-
6942321:+

gi|55750041|ref|NP_
001931.2| 2950 0 atrophin-1 [Homo

sapiens]
gi|55750052|ref|NM
_001007026.1| 4351 0

Homo sapiens
atrophin 1 (ATN1),
transcript variant 1,
mRNA

O35126 135 2.00E-33 Atrophin-1 . . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

GO:0016477|cell
migration;GO:00300
11|maintenance of
cell
polarity;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00514
02|neuron apoptotic
process;GO:000940
4|toxin metabolic
process;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:001
6363|nuclear
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
048471|perinuclear
region of cytoplasm;

GO:0019904|protein
domain specific
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0050827
|toxin receptor
binding;GO:000371
4|transcription
corepressor activity;

K05626

DRPLA; atrophin-1
(dentatorubral-
pallidoluysian
atrophy protein)

ENSG00000111716 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no LDHB protein_coding chr12:21635342-
21757857:-

gi|109097714|ref|XP
_001117178.1| 1882 0

PREDICTED: l-
lactate
dehydrogenase B
chain [Macaca
mulatta]

gi|291575127|ref|N
M_001174097.1| 1535 0

Homo sapiens
lactate
dehydrogenase B
(LDHB), transcript
variant 2, mRNA

A5A6N7 216 8.00E-67
L-lactate
dehydrogenase B
chain

CAC3552 80.9 3.00E-17 COG0039 pfam00056 Ldh_1_N

lactate/malate
dehydrogenase,
NAD binding
domain. L-lactate
dehydrogenases are
metabolic enzymes
which catalyse the
conversion of L-
lactate to pyruvate,
the last step in
anaerobic
glycolysis. L-2-
hydroxyisocaproate
dehydrogenases are
also members of the
family. Malate
dehydrogenases
catalyse the
interconversion of
malate to
oxaloacetate. The
enzyme participates
in the citric acid
cycle. L-lactate
dehydrogenase is
also found as a lens
crystallin in bird
and crocodile eyes.
N-terminus (this
family) is a
Rossmann NAD-
binding fold. C-
terminus is an
unusual alpha+beta
fold

GO:0005975|carboh
ydrate metabolic
process;GO:001975
2|carboxylic acid
metabolic process;

GO:0005737|cytopla
sm;

GO:0004459|L-
lactate
dehydrogenase
activity;

K00016
LDH, ldh; L-lactate
dehydrogenase
[EC:1.1.1.27]

ENSG00000111725 1 2 0 2 1.858617331 5 2 1 4 -0.774940222 0.471899037 0.596661856 down no PRKAB1 protein_coding chr12:119667753-
119681630:+

gi|19923359|ref|NP_
006244.2| 1378 0

5'-AMP-activated
protein kinase
subunit beta-1
[Homo sapiens]

gi|31873412|emb|BX
537486.1| 4010 0

Homo sapiens
mRNA; cDNA
DKFZp686D2236
(from clone
DKFZp686D2236)

Q5R801 289 4.00E-97
5'-AMP-activated
protein kinase
subunit beta-1

. . . . pfam04739 AMPKBI

5'-AMP-activated
protein kinase beta
subunit, interation
domain. This region
is found in the beta
subunit of the 5'-
AMP-activated
protein kinase
complex, and its
yeast homologues
Sip1, Sip2 and
Gal83, which are
found in the SNF1
kinase complex.
This region is
sufficient for
interaction of this
subunit with the
kinase complex, but
is not solely
responsible for the
interaction, and the
interaction partner
is not known. The
isoamylase N-
terminal domain
(pfam02922) is
sometimes found in
proteins belonging
to this family.

GO:0007050|cell
cycle
arrest;GO:0006633|f
atty acid
biosynthetic
process;GO:001623
6|macroautophagy;
GO:0010628|positiv
e regulation of gene
expression;GO:0051
291|protein
heterooligomerizatio
n;GO:0006468|prote
in
phosphorylation;GO
:0045859|regulation
of protein kinase
activity;GO:1901796
|regulation of signal
transduction by p53
class
mediator;GO:00071
65|signal
transduction;

GO:0005829|cytosol
;GO:0005654|nucleo
plasm;GO:0031588|
nucleotide-activated
protein kinase
complex;

GO:0004679|AMP-
activated protein
kinase
activity;GO:0004672
|protein kinase
activity;

K07199

PRKAB; 5'-AMP-
activated protein
kinase, regulatory
beta subunit

ENSG00000111731 0 1 0 2 3.635309367 13 8 5 7 -2.993268004 0.004892071 0.021529467 down yes C2CD5 protein_coding chr12:22448583-
22544546:-

gi|555290099|ref|NP
_001273104.1| 5399 0

C2 domain-
containing protein 5
isoform b [Homo
sapiens]

gi|555290147|ref|N
M_014802.2| 4436 0

Homo sapiens C2
calcium-dependent
domain containing 5
(C2CD5), transcript
variant 6, mRNA

Q5RDC8 189 1.00E-53 C2 domain-
containing protein 5 . . . . pfam00168 C2 C2 domain.

GO:0032869|cellular
response to insulin
stimulus;GO:003802
8|insulin receptor
signaling pathway
via
phosphatidylinositol
3-
kinase;GO:0065002|
intracellular protein
transmembrane
transport;GO:00610
24|membrane
organization;GO:20
01275|positive
regulation of
glucose import in
response to insulin
stimulus;GO:001082
8|positive regulation
of glucose
transport;GO:00903
14|positive
regulation of
protein targeting to
membrane;GO:0031
340|positive
regulation of vesicle
fusion;GO:0072659|
protein localization
to plasma
membrane;GO:0006
906|vesicle fusion;

GO:0005938|cell
cortex;GO:0005737|
cytoplasm;GO:0030
659|cytoplasmic
vesicle
membrane;GO:0005
815|microtubule
organizing
center;GO:0005886|
plasma
membrane;GO:0032
587|ruffle
membrane;

GO:0005509|calciu
m ion
binding;GO:000554
4|calcium-
dependent
phospholipid
binding;

. .

ENSG00000111785 0 2 0 3 2.75456603 4 7 4 7 -1.694475215 0.079783908 0.15865391 down no RIC8B protein_coding chr12:106774595-
106889316:+

gi|410047183|ref|XP
_003952332.1| 2751 0

PREDICTED:
synembryn-B
isoform X1 [Pan
troglodytes]

gi|34535309|dbj|AK
128102.1| 3921 0

Homo sapiens
cDNA FLJ46223 fis,
clone
TESTI4013962

Q9NVN3 59.3 3.00E-09 Synembryn-B . . . . pfam10165 Ric8

Guanine nucleotide
exchange factor
synembryn. Ric8 is
involved in the
EGL-30
neurotransmitter
signalling pathway.
It is a guanine
nucleotide exchange
factor that regulates
neurotransmitter
secretion.

GO:0008277|regulati
on of G-protein
coupled receptor
protein signaling
pathway;

GO:0005938|cell
cortex;GO:0005813|
centrosome;GO:000
5737|cytoplasm;GO:
0005829|cytosol;GO
:0005886|plasma
membrane;

GO:0001965|G-
protein alpha-
subunit
binding;GO:000509
6|GTPase activator
activity;GO:0005085
|guanyl-nucleotide
exchange factor
activity;

. .

ENSG00000111875 1 1 1 1 0.912952275 1 1 1 0 0.972708664 0.495655046 NA up no ASF1A protein_coding chr6:118894220-
118909167:+

gi|7661592|ref|NP_0
54753.1| 1085 4.00E-140

histone chaperone
ASF1A [Homo
sapiens]

gi|115430246|ref|N
M_014034.2| 2362 0

Homo sapiens anti-
silencing function
1A histone
chaperone
(ASF1A), mRNA

Q3C1E9 422 2.00E-141 Histone chaperone
ASF1 YJL115w 196 7.00E-56 COG5137 pfam04729 ASF1_hist_chap

ASF1 like histone
chaperone. This
family includes the
yeast and human
ASF1 protein.
These proteins have
histone chaperone
activity. ASF1
participates in both
the replication-
dependent and
replication-
independent
pathways. The
structure three-
dimensional has
been determined as
a a compact
immunoglobulin-
like beta sandwich
fold topped by three
helical linkers.

GO:0016569|covale
nt chromatin
modification;GO:00
06281|DNA
repair;GO:0006335|
DNA replication-
dependent
nucleosome
assembly;GO:00063
36|DNA replication-
independent
nucleosome
assembly;GO:00426
92|muscle cell
differentiation;GO:0
006334|nucleosome
assembly;GO:00016
49|osteoblast
differentiation;GO:0
006355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0000790|nuclear
chromatin;GO:0005
634|nucleus;GO:004
3234|protein
complex;

GO:0003682|chrom
atin
binding;GO:004239
3|histone binding;

K10753 ASF1; histone
chaperone ASF1

ENSG00000111961 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SASH1 protein_coding chr6:148272304-
148552050:+

gi|3882301|dbj|BAA
34510.1| 5283 0 KIAA0790 protein

[Homo sapiens]
gi|45935384|ref|NM
_015278.3| 7709 0

Homo sapiens SAM
and SH3 domain
containing 1
(SASH1), mRNA

O94885 173 4.00E-48
SAM and SH3
domain-containing
protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0045766|positiv
e regulation of
angiogenesis;GO:00
10595|positive
regulation of
endothelial cell
migration;GO:00435
07|positive
regulation of JUN
kinase
activity;GO:0031666
|positive regulation
of
lipopolysaccharide-
mediated signaling
pathway;GO:190122
4|positive regulation
of NIK/NF-kappaB
signaling;GO:19007
45|positive
regulation of
p38MAPK
cascade;GO:000020
9|protein
polyubiquitination;
GO:1902498|regulati
on of protein
autoubiquitination;
GO:1900044|regulati
on of protein K63-
linked
ubiquitination;

GO:0043234|protein
complex;

GO:0031435|mitoge
n-activated protein
kinase kinase kinase
binding;GO:000802
2|protein C-
terminus
binding;GO:003294
7|protein complex
scaffold;GO:001990
1|protein kinase
binding;

. .



ENSG00000112079 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no STK38 protein_coding chr6:36493892-
36547470:-

gi|685536329|ref|XP
_009203289.1| 2829 0

PREDICTED:
serine/threonine-
protein kinase 38
isoform X1 [Papio
anubis]

gi|15082349|gb|BC0
12085.1| 3576 0

Homo sapiens
serine/threonine
kinase 38, mRNA
(cDNA clone
MGC:20014
IMAGE:4554884),
complete cds

Q5R8M1 972 0 Serine/threonine-
protein kinase 38 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0035556|intracel
lular signal
transduction;GO:00
43407|negative
regulation of MAP
kinase activity;

GO:0005737|cytopla
sm;GO:0070688|ML
L5-L complex;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08790

STK38, NDR;
serine/threonine
kinase 38
[EC:2.7.11.1]

ENSG00000112081 44 93 31 137 106.8853756 175 142 180 165 -0.68534767 0.034204171 0.087065162 down no SRSF3 protein_coding chr6:36594353-
36605600:+

gi|297290700|ref|XP
_001112817.2| 468 7.00E-53

PREDICTED:
splicing factor,
arginine/serine-rich
3-like [Macaca
mulatta]

gi|4034056|emb|Z85
986.1| 3642 0

Human DNA
sequence from
clone RP1-108K11
on chromosome
6p21, complete
sequence

P84104 148 1.00E-43 Serine/arginine-rich
splicing factor 3 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0008286|insulin
receptor signaling
pathway;GO:000639
7|mRNA
processing;GO:0051
028|mRNA
transport;GO:00480
24|regulation of
mRNA splicing, via
spliceosome;GO:00
08380|RNA splicing;

GO:0005737|cytopla
sm;GO:0016607|nuc
lear speck;

GO:0000166|nucleot
ide
binding;GO:004327
4|phospholipase
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:199082
5|sequence-specific
mRNA binding;

K12892

SFRS3; splicing
factor,
arginine/serine-rich
3

ENSG00000112237 2 0 1 4 2.606150798 4 3 5 4 -0.678990126 0.459746414 0.583847678 down no CCNC protein_coding chr6:99542380-
99568973:-

gi|593709144|ref|XP
_007101181.1| 1627 0

PREDICTED:
cyclin-C isoform X4
[Physeter catodon]

gi|61676090|ref|NM
_005190.3| 2307 0

Homo sapiens
cyclin C (CCNC),
transcript variant 1,
mRNA

P24863 301 2.00E-101 Cyclin-C YNL025c 123 1.00E-29 COG5333 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0090209|negativ
e regulation of
triglyceride
metabolic
process;GO:004573
7|positive regulation
of cyclin-dependent
protein
serine/threonine
kinase
activity;GO:1901409
|positive regulation
of phosphorylation
of RNA polymerase
II C-terminal
domain;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00165
67|protein
ubiquitination;GO:0
006351|transcription
, DNA-templated;

GO:0000307|cyclin-
dependent protein
kinase holoenzyme
complex;GO:000563
4|nucleus;GO:00001
51|ubiquitin ligase
complex;

GO:0016538|cyclin-
dependent protein
serine/threonine
kinase regulator
activity;

K15161 CCNC, SSN8;
cyclin C

ENSG00000112242 1 2 0 4 2.971885375 4 7 5 5 -1.122904348 0.193794291 0.310344871 down no E2F3 protein_coding chr6:20401906-
20493715:+

gi|4503433|ref|NP_0
01940.1| 1805 0

transcription factor
E2F3 isoform 1
[Homo sapiens]

gi|340523139|ref|N
M_001949.4| 4748 0

Homo sapiens E2F
transcription factor
3 (E2F3), transcript
variant 1, mRNA

O00716 54.3 6.00E-06 Transcription factor
E2F3 . . . . pfam02319 E2F_TDP

E2F/DP family
winged-helix DNA-
binding domain.
This family contains
the transcription
factor E2F and its
dimerization
partners TDP1 and
TDP2, which
stimulate E2F-
dependent
transcription. E2F
binds to DNA as a
homodimer or as a
heterodimer in
association with
TDP1/2, the
heterodimer having
increased binding
efficiency. The
crystal structure of
an E2F4-DP2-DNA
complex shows that
the DNA-binding
domains of the E2F
and DP proteins
both have a fold
related to the
winged-helix DNA-
binding motif.
Recognition of the
central c/gGCGCg/c
sequence of the
consensus DNA-
binding site is

GO:0007049|cell
cycle;GO:0070345|n
egative regulation of
fat cell
proliferation;GO:00
08284|positive
regulation of cell
proliferation;GO:00
45893|positive
regulation of
transcription, DNA-
templated;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
67|transcription
factor complex;

GO:0001047|core
promoter
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K06620 E2F3; transcription
factor E2F3

ENSG00000112245 2 5 4 15 11.31356769 24 18 15 23 -1.169277308 0.024869885 0.068639302 down no PTP4A1 protein_coding chr6:63521748-
63583587:+

gi|148682476|gb|ED
L14423.1| 944 2.00E-114

protein tyrosine
phosphatase 4a1,
isoform CRA_b,
partial [Mus
musculus]

gi|520260147|ref|N
M_003463.4| 5088 0

Homo sapiens
protein tyrosine
phosphatase type
IVA, member 1
(PTP4A1), mRNA

Q78EG7 364 1.00E-114
Protein tyrosine
phosphatase type
IVA 1

DR2161 56.2 9.00E-08 COG2453 pfam00102 Y_phosphatase Protein-tyrosine
phosphatase.

GO:0007049|cell
cycle;GO:0007275|
multicellular
organismal
development;GO:00
30335|positive
regulation of cell
migration;

GO:0005737|cytopla
sm;GO:0005769|earl
y
endosome;GO:0005
783|endoplasmic
reticulum;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;GO:0005
819|spindle;

GO:0004725|protein
tyrosine
phosphatase
activity;GO:0008138
|protein
tyrosine/serine/threo
nine phosphatase
activity;

K18041

PTP4A; protein
tyrosine
phosphatase type
IVA [EC:3.1.3.48]

ENSG00000112282 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no MED23 protein_coding chr6:131573966-
131628229:-

gi|6330569|dbj|BAA
86530.1| 7594 0 KIAA1216 protein

[Homo sapiens]
gi|395455061|ref|N
M_004830.3| 5228 0

Homo sapiens
mediator complex
subunit 23
(MED23), transcript
variant 1, mRNA

Q9ULK4 2800 0

Mediator of RNA
polymerase II
transcription
subunit 23

. . . . pfam11573 Med23

Mediator complex
subunit 23. Med23
is one of the
subunits of the Tail
portion of the
Mediator complex
that regulates RNA
polymerase II
activity. Med23 is
required for heat-
shock-specific gene
expression, and has
been shown to
mediate
transcriptional
activation of E1A in
mice.

GO:0006357|regulati
on of transcription
from RNA
polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;

GO:0005654|nucleo
plasm;GO:0005667|t
ranscription factor
complex;

GO:0003713|transcri
ption coactivator
activity;

K15166

MED23; mediator of
RNA polymerase II
transcription
subunit 23

ENSG00000112290 0 0 0 0 0.694993961 3 3 0 1 -2.675763491 0.178506113 NA down no WASF1 protein_coding chr6:110099819-
110180004:-

gi|40788932|dbj|BA
A13399.2| 1659 0 KIAA0269 [Homo

sapiens]
gi|68161486|ref|NM
_003931.2| 3220 0

Homo sapiens WAS
protein family,
member 1
(WASF1), transcript
variant 1, mRNA

Q0IIJ3 626 0
Wiskott-Aldrich
syndrome protein
family member 1

. . . . pfam02205 WH2

WH2 motif. The
WH2 motif (for
Wiskott Aldrich
syndrome
homology region 2)
has been shown in
WASP and Scar1
(mammalian
homologue) to be
the region that
interacts with actin.

GO:0030036|actin
cytoskeleton
organization;GO:00
72673|lamellipodiu
m
morphogenesis;GO:
2000601|positive
regulation of Arp2/3
complex-mediated
actin
nucleation;GO:0016
601|Rac protein
signal transduction;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00059
25|focal
adhesion;GO:00300
27|lamellipodium;G
O:0005741|mitocho
ndrial outer
membrane;GO:0005
739|mitochondrion;
GO:0031209|SCAR
complex;GO:004520
2|synapse;

GO:0032403|protein
complex binding; K05753

WASF1; WAS
protein family,
member 1

ENSG00000112305 7 10 6 8 14.03293979 34 22 13 26 -1.066862185 0.023604316 0.066198858 down no SMAP1 protein_coding chr6:70667776-
70862015:+

gi|527122088|ref|NP
_001268368.1| 1913 0

stromal membrane-
associated protein 1
isoform C [Homo
sapiens]

gi|527122085|ref|N
M_001044305.2| 3333 0

Homo sapiens small
ArfGAP 1
(SMAP1), transcript
variant 1, mRNA

Q8IYB5 640 0 Stromal membrane-
associated protein 1 SPAC824.09c 127 8.00E-31 COG5347 pfam01412 ArfGap

Putative GTPase
activating protein
for Arf. Putative
zinc fingers with
GTPase activating
proteins (GAPs)
towards the small
GTPase, Arf. The
GAP of ARD1
stimulates GTPase
hydrolysis for
ARD1 but not
ARFs.

GO:0045648|positiv
e regulation of
erythrocyte
differentiation;GO:2
000369|regulation of
clathrin-mediated
endocytosis;

GO:0005737|cytopla
sm;GO:0005886|plas
ma membrane;

GO:0005096|GTPas
e activator
activity;GO:0046872
|metal ion binding;

K12486
SMAP; stromal
membrane-
associated protein

ENSG00000112306 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RPS12 protein_coding chr6:132814441-
132817564:+

gi|823458574|ref|XP
_002191710.2| 697 7.00E-90

PREDICTED: 40S
ribosomal protein
S12 [Taeniopygia
guttata]

gi|426354608|ref|X
M_004044699.1| 598 0

PREDICTED:
Gorilla gorilla
gorilla ribosomal
protein S12,
transcript variant 1
(RPS12), mRNA

P46405 265 3.00E-89 40S ribosomal
protein S12 SPCC962.04 157 4.00E-47 COG1358 pfam01248 Ribosomal_L7Ae

Ribosomal protein
L7Ae/L30e/S12e/Ga
dd45 family. This
family includes:
Ribosomal L7A
from metazoa,
Ribosomal L8-A
and L8-B from
fungi, 30S
ribosomal protein
HS6 from
archaebacteria, 40S
ribosomal protein
S12 from
eukaryotes,
Ribosomal protein
L30 from
eukaryotes and
archaebacteria.
Gadd45 and
MyD118.

GO:0006412|translat
ion;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0016020
|membrane;

GO:0044822|poly(A
) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02951

RP-S12e, RPS12;
small subunit
ribosomal protein
S12e

ENSG00000112308 25 80 32 123 81.54640437 119 128 114 116 -0.464931111 0.175340514 0.289345183 down no C6orf62 protein_coding chr6:24704861-
24720836:-

gi|291395715|ref|XP
_002714269.1| 1162 1.00E-145

PREDICTED:
uncharacterized
protein C6orf62
homolog isoform
X1 [Oryctolagus
cuniculus]

gi|302565063|ref|N
M_001194185.1| 3677 0

Macaca mulatta
chromosome 6 open
reading frame 62
(C4H6orf62),
mRNA

Q99LU8 449 8.00E-146
Uncharacterized
protein C6orf62
homolog

. . . . pfam15130 DUF4566

Domain of
unknown function
(DUF4566). This
family of proteins is
functionally
uncharacterized.
This family of
proteins is found in
eukaryotes. This
family includes
human protein
C6orf62.

. GO:0005622|intracel
lular; . . .

ENSG00000112319 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no EYA4 protein_coding chr6:133240598-
133532120:+

gi|666335566|ref|NP
_001287942.1| 3184 0

eyes absent
homolog 4 isoform
f [Homo sapiens]

gi|189217900|ref|N
M_004100.4| 5693 0

Homo sapiens EYA
transcriptional
coactivator and
phosphatase 4
(EYA4), transcript
variant 1, mRNA

O95677 64.3 2.00E-10 Eyes absent
homolog 4 . . . . pfam07223 DUF1421

Protein of unknown
function
(DUF1421). This
family represents a
conserved region
approximately 350
residues long within
a number of plant
proteins of
unknown function.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0030154|cell
differentiation;GO:0
006281|DNA
repair;GO:0016576|
histone
dephosphorylation;
GO:0007275|multice
llular organismal
development;GO:20
01240|negative
regulation of
extrinsic apoptotic
signaling pathway
in absence of
ligand;GO:0045739|
positive regulation
of DNA
repair;GO:0006355|r
egulation of
transcription, DNA-
templated;GO:00076
05|sensory
perception of
sound;GO:0006351|t
ranscription, DNA-
templated;GO:00076
01|visual
perception;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0046872|metal
ion
binding;GO:000472
5|protein tyrosine
phosphatase
activity;

K17622
EYA4; eyes absent
homolog 4
[EC:3.1.3.48]



ENSG00000112320 5 3 5 2 3.962541648 7 4 0 4 0.665873796 0.449984617 0.577363854 up no SOBP protein_coding chr6:107489958-
107660167:+

gi|297678824|ref|XP
_002817261.1| 3436 0

PREDICTED: LOW
QUALITY
PROTEIN: sine
oculis-binding
protein homolog
[Pongo abelii]

gi|117938309|ref|N
M_018013.3| 5090 0

Homo sapiens sine
oculis binding
protein homolog
(SOBP), mRNA

A7XYQ1 258 1.00E-74 Sine oculis-binding
protein homolog . . . . pfam15279 SOBP

Sine oculis-binding
protein. SOBP is
associated with
syndromic and
nonsyndromic
intellectual
disability. It carries
a zinc-finger of the
zf-C2H2 type at the
N-terminus, and a
highly characteristic
C-terminal
PhPhPhPhPhPh
motif. The deduced
873-amino acid
protein contains an
N-terminal nuclear
localisation signal
(NLS), followed by
2 FCS-type zinc
finger motifs, a
proline-rich region
(PR1), a putative
RNA-binding motif
region, and a C-
terminal NLS
embedded in a
second proline-rich
motif. SOBP is
expressed in various
human tissues,
including
developing mouse
brain at embryonic
day 14 In postnatal

GO:0090102|cochle
a
development;GO:00
50890|cognition;GO
:0042472|inner ear
morphogenesis;GO:
0007626|locomotory
behavior;GO:00076
05|sensory
perception of
sound;

GO:0005634|nucleu
s;

GO:0046872|metal
ion binding; . .

ENSG00000112379 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ARFGEF3 protein_coding chr6:138161921-
138344663:+

gi|154350241|ref|NP
_065073.3| 10797 0

brefeldin A-
inhibited guanine
nucleotide-exchange
protein 3 [Homo
sapiens]

gi|260763924|ref|N
M_020340.4| 14877 0

Homo sapiens
ARFGEF family
member 3
(ARFGEF3), mRNA

Q5TH69 4150 0

Brefeldin A-
inhibited guanine
nucleotide-exchange
protein 3

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0010923|negativ
e regulation of
phosphatase
activity;GO:0032012
|regulation of ARF
protein signal
transduction;

GO:0016021|integral
component of
membrane;GO:0030
658|transport vesicle
membrane;

GO:0005086|ARF
guanyl-nucleotide
exchange factor
activity;

K17572

ARFGEF3, KEPI;
brefeldin A-
inhibited guanine
nucleotide-exchange
protein 3

ENSG00000112406 0 1 0 0 0.520338639 0 1 1 2 -1.139450434 0.556118524 NA down no HECA protein_coding chr6:139135112-
139180802:+

gi|7706435|ref|NP_0
57301.1| 2498 0

headcase protein
homolog [Homo
sapiens]

gi|66933006|ref|NM
_016217.2| 5614 0

Homo sapiens hdc
homolog, cell cycle
regulator (HECA),
mRNA

Q9UBI9 926 0 Headcase protein
homolog . . . . pfam15353 HECA

Headcase protein
family homologue.
HECA was
characterized first in
Drosophila where it
regulates the
proliferation and
differentiation of
cells during adult
morphogenesis. In
humans, HECA
affects cell cycle
progression and
proliferation in head
and neck cancer
cells. It by slows
down cell division
of oral squamous
cell carcinoma cells
and may thereby act
as a tumor-
suppressor in head
and neck cancers.

GO:0045930|negativ
e regulation of
mitotic cell
cycle;GO:0030323|r
espiratory tube
development;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;GO:000563
4|nucleus;

. . .

ENSG00000112425 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no EPM2A protein_coding chr6:145382535-
145736023:-

gi|11321613|ref|NP_
005661.1| 1526 0 laforin isoform a

[Homo sapiens]
gi|257467469|ref|NG
_012832.1| 6043 0

Homo sapiens
epilepsy,
progressive
myoclonus type 2A,
Lafora disease
(laforin) (EPM2A),
RefSeqGene on
chromosome 6

B3EWF7 291 2.00E-95 Laforin, isoform 9 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0032007|negativ
e regulation of TOR
signaling;GO:00162
39|positive
regulation of
macroautophagy;

GO:0005634|nucleu
s; . K14165

K14165; atypical
dual specificity
phosphatase
[EC:3.1.3.16
3.1.3.48]

ENSG00000112494 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no UNC93A protein_coding chr6:167271169-
167316019:+

gi|29336077|ref|NP_
061847.2| 2102 0

protein unc-93
homolog A isoform
1 [Homo sapiens]

gi|21750479|dbj|AK
091987.1| 2113 0

Homo sapiens
cDNA FLJ34668 fis,
clone
LIVER2000775,
highly similar to
UNC93 homolog A

Q86WB7 203 2.00E-61 Protein unc-93
homolog A . . . . pfam07690 MFS_1 Major Facilitator

Superfamily. .

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

. . .

ENSG00000112531 291 274 283 270 274.5757175 329 269 203 230 0.735246487 0.014038344 0.045809332 up no QKI protein_coding chr6:163414000-
163578596:+

gi|7542351|gb|AAF6
3414.1|AF142419_1 1652 0 QUAKING isoform

6 [Homo sapiens]
gi|291042695|ref|N
M_006775.2| 9463 0

Homo sapiens QKI,
KH domain
containing, RNA
binding (QKI),
transcript variant 1,
mRNA

Q5W9D5 250 1.00E-80 Protein quaking SPCC962.06c_1 107 1.00E-23 COG5176 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007420|brain
development;GO:00
06397|mRNA
processing;GO:0048
255|mRNA
stabilization;GO:005
1028|mRNA
transport;GO:00106
67|negative
regulation of
cardiac muscle cell
apoptotic
process;GO:001097
6|positive regulation
of neuron
projection
development;GO:00
48714|positive
regulation of
oligodendrocyte
differentiation;GO:0
006417|regulation of
translation;GO:0008
380|RNA splicing;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003723|RNA
binding; K14945 QKI; protein

quaking

ENSG00000112561 0 1 0 0 0.417058432 0 1 0 2 -0.706400005 0.762553257 NA down no TFEB protein_coding chr6:41683978-
41736259:-

gi|119624462|gb|EA
X04057.1| 1985 0

transcription factor
EB, isoform
CRA_c, partial
[Homo sapiens]

gi|21754251|dbj|AK
095061.1| 2583 0

Homo sapiens
cDNA FLJ37742 fis,
clone
BRHIP2022054,
highly similar to
Transcription factor
EB

P19484 303 1.00E-97 Transcription factor
EB . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0002250|adaptiv
e immune
response;GO:00069
14|autophagy;GO:00
01892|embryonic
placenta
development;GO:00
06959|humoral
immune
response;GO:00070
40|lysosome
organization;GO:00
10508|positive
regulation of
autophagy;GO:0045
944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003700|transcri
ption factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K15590 TFEB; transcription
factor EB

ENSG00000112592 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no TBP protein_coding chr6:170554302-
170572870:+

gi|80474966|gb|AAI
09055.1| 1332 9.00E-179 TBP protein [Homo

sapiens]
gi|285026518|ref|N
M_003194.4| 1903 0

Homo sapiens
TATA box binding
protein (TBP),
transcript variant 1,
mRNA

O13270 488 2.00E-168 TATA-box-binding
protein ECU04g1440 95.9 2.00E-22 COG2101 pfam00352 TBP

Transcription factor
TFIID (or TATA-
binding protein,
TBP).

GO:0006352|DNA-
templated
transcription,
initiation;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding; K03120

TBP, tbp;
transcription
initiation factor
TFIID TATA-box-
binding protein

ENSG00000112655 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PTK7 protein_coding chr6:43076268-
43161719:+

gi|393715082|ref|NP
_001257327.1| 5730 0

inactive tyrosine-
protein kinase 7
isoform e [Homo
sapiens]

gi|62088279|dbj|AB
209350.1| 5279 0

Homo sapiens
mRNA for PTK7
protein tyrosine
kinase 7 isoform a
precursor variant
protein

Q13308 2141 0 Inactive tyrosine-
protein kinase 7 BH2504_1 100 2.00E-21 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
003401|axis
elongation;GO:0060
070|canonical Wnt
signaling
pathway;GO:000715
5|cell
adhesion;GO:00164
77|cell
migration;GO:00713
00|cellular response
to retinoic
acid;GO:0090103|co
chlea
morphogenesis;GO:
0060026|convergent
extension;GO:00609
76|coronary
vasculature
development;GO:00
45198|establishment
of epithelial cell
apical/basal
polarity;GO:000173
6|establishment of
planar
polarity;GO:006048
4|lung-associated
mesenchyme
development;GO:00
90179|planar cell
polarity pathway
involved in neural

GO:0005911|cell-
cell
junction;GO:000592
5|focal
adhesion;GO:00058
87|integral
component of
plasma membrane;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;

K05127

PTK7, CCK4; PTK7
protein tyrosine
kinase 7
[EC:2.7.10.1]



ENSG00000112658 4 4 1 19 16.98269155 49 32 22 32 -1.863469885 0.001750359 0.010300417 down yes SRF protein_coding chr6:43171299-
43181507:+

gi|675802523|ref|XP
_008957117.1| 1745 0

PREDICTED:
serum response
factor, partial [Pan
paniscus]

gi|635172878|ref|N
M_003131.3| 4201 0

Homo sapiens
serum response
factor (c-fos serum
response element-
binding
transcription factor)
(SRF), transcript
variant 1, mRNA

P11831 675 0 Serum response
factor YMR043w 117 2.00E-27 COG5068 pfam00319 SRF-TF

SRF-type
transcription factor
(DNA-binding and
dimerization
domain).

GO:0060055|angiog
enesis involved in
wound
healing;GO:0008306
|associative
learning;GO:007083
0|bicellular tight
junction
assembly;GO:00605
32|bronchus
cartilage
development;GO:00
55003|cardiac
myofibril
assembly;GO:00609
47|cardiac vascular
smooth muscle cell
differentiation;GO:0
002042|cell
migration involved
in sprouting
angiogenesis;GO:00
07160|cell-matrix
adhesion;GO:00713
33|cellular response
to glucose
stimulus;GO:009039
8|cellular
senescence;GO:0048
589|developmental
growth;GO:0035912
|dorsal aorta
morphogenesis;GO:
0090136|epithelial
cell cell

GO:0005737|cytopla
sm;GO:0000790|nuc
lear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0031490|chrom
atin DNA
binding;GO:007087
8|primary miRNA
binding;GO:004280
3|protein
homodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:001073
6|serum response
element
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000107
6|transcription
factor activity, RNA
polymerase II
transcription factor
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000813
4|transcription
factor

K04378 SRF; serum
response factor

ENSG00000112697 2 5 4 7 4.381217801 5 4 4 6 0.426088936 0.515022006 0.634058039 up no TMEM30A protein_coding chr6:75252924-
75284968:-

gi|114608154|ref|XP
_001143816.1| 1923 0

PREDICTED: cell
cycle control
protein 50A [Pan
troglodytes]

gi|221219060|ref|N
M_018247.3| 4542 0

Homo sapiens
transmembrane
protein 30A
(TMEM30A),
transcript variant 1,
mRNA

Q9NV96 585 0 Cell cycle control
protein 50A SPBC1773.11c 181 1.00E-47 COG5035 pfam03381 CDC50

LEM3 (ligand-effect
modulator 3) family
/ CDC50 family.
Members of this
family have been
predicted to contain
transmembrane
helices. The family
member LEM3 is a
ligand-effect
modulator, mutation
of which increases
glucocorticoid
receptor activity in
response to
dexamethasone and
also confers
increased activity on
other intracellular
receptors including
the progesterone,
oestrogen and
mineralocorticoid
receptors. LEM3 is
thought to affect a
downstream step in
the glucocorticoid
receptor pathway.
Factors that
modulate ligand
responsiveness are
likely to contribute
to the context-
specific actions of
the glucocorticoid

GO:0006855|drug
transmembrane
transport;GO:00453
32|phospholipid
translocation;GO:00
10976|positive
regulation of
neuron projection
development;GO:00
70863|positive
regulation of
protein exit from
endoplasmic
reticulum;GO:00360
10|protein
localization to
endosome;

GO:0016324|apical
plasma
membrane;GO:0005
783|endoplasmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0016
020|membrane;GO:
0030658|transport
vesicle membrane;

. . .

ENSG00000112699 2 6 2 3 2.920512671 2 2 2 5 0.763650734 0.358766966 0.492150737 up no GMDS protein_coding chr6:1623806-
2245692:-

gi|4504031|ref|NP_0
01491.1| 1985 0

GDP-mannose 4,6
dehydratase isoform
1 [Homo sapiens]

gi|16553211|dbj|AK
057484.1| 1740 0

Homo sapiens
cDNA FLJ32922 fis,
clone
TESTI2006955,
moderately similar
to GDP-mannose
4,6-dehydratase

O60547 694 0 GDP-mannose 4,6
dehydratase mlr5849 48.5 3.00E-06 COG1089 pfam01370 Epimerase

NAD dependent
epimerase/dehydrata
se family. This
family of proteins
utilize NAD as a
cofactor. The
proteins in this
family use
nucleotide-sugar
substrates for a
variety of chemical
reactions.

GO:0042351|'de
novo' GDP-L-
fucose biosynthetic
process;GO:001967
3|GDP-mannose
metabolic
process;GO:000721
9|Notch signaling
pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular exosome;

GO:0008446|GDP-
mannose 4,6-
dehydratase
activity;GO:0070401
|NADP+ binding;

K01711

gmd, GMDS;
GDPmannose 4,6-
dehydratase
[EC:4.2.1.47]

ENSG00000112701 0 1 0 4 0.654351445 0 1 0 0 2.303651169 0.272952586 NA up no SENP6 protein_coding chr6:75601509-
75718278:+

gi|156105701|ref|NP
_056386.2| 5319 0

sentrin-specific
protease 6 isoform 1
[Homo sapiens]

gi|635075092|ref|X
M_008006385.1| 5356 0

PREDICTED:
Chlorocebus
sabaeus
SUMO1/sentrin
specific peptidase 6
(SENP6), transcript
variant X3, mRNA

Q9GZR1 203 1.00E-57 Sentrin-specific
protease 6 SPAC17A5.07c 93.2 2.00E-18 COG5160 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016926|protein
desumoylation;GO:
0070646|protein
modification by
small protein
removal;GO:001692
5|protein
sumoylation;GO:00
90234|regulation of
kinetochore
assembly;GO:00901
69|regulation of
spindle assembly;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0016929|SUMO
-specific protease
activity;

K08595
SENP6; sentrin-
specific protease 6
[EC:3.4.22.68]

ENSG00000112715 31 61 79 37 56.03776856 42 53 82 65 0.389357522 0.358907162 0.492150737 up no VEGFA protein_coding chr6:43770184-
43786487:+

gi|194271211|gb|AC
F37105.1| 1317 3.00E-167

vascular endothelial
growth factor [Sus
scrofa]

gi|62088549|dbj|AB
209485.1| 12115 0

Homo sapiens
mRNA for vascular
endothelial growth
factor variant
protein

P15692 281 2.00E-89 Vascular endothelial
growth factor A . . . . pfam00341 PDGF PDGF/VEGF

domain.

GO:0001525|angiog
enesis;GO:0030154|
cell
differentiation;GO:0
002042|cell
migration involved
in sprouting
angiogenesis;GO:00
50930|induction of
positive
chemotaxis;GO:005
0918|positive
chemotaxis;GO:004
5766|positive
regulation of
angiogenesis;GO:00
51781|positive
regulation of cell
division;GO:003803
3|positive regulation
of endothelial cell
chemotaxis by
VEGF-activated
vascular endothelial
growth factor
receptor signaling
pathway;GO:001059
5|positive regulation
of endothelial cell
migration;GO:00019
38|positive
regulation of
endothelial cell
proliferation;GO:00
51894|positive

GO:0005615|extrace
llular
space;GO:0016020|
membrane;

GO:0008083|growth
factor
activity;GO:0008201
|heparin
binding;GO:004318
3|vascular
endothelial growth
factor receptor 1
binding;GO:004318
4|vascular
endothelial growth
factor receptor 2
binding;

K05448
VEGFA; vascular
endothelial growth
factor A

ENSG00000112739 29 25 32 17 22.25067186 20 9 17 12 1.474001326 0.002439504 0.012839988 up yes PRPF4B protein_coding chr6:4021267-
4064983:+

gi|725566831|ref|XP
_003927435.2| 3405 0

PREDICTED:
serine/threonine-
protein kinase PRP4
homolog [Saimiri
boliviensis
boliviensis]

gi|530382745|ref|XR
_241936.1| 6713 0

PREDICTED:
Homo sapiens pre-
mRNA processing
factor 4B
(PRPF4B),
transcript variant
X4, misc_RNA

Q08DZ2 272 4.00E-80
Serine/threonine-
protein kinase PRP4
homolog

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
06468|protein
phosphorylation;GO
:0008380|RNA
splicing;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05694|chromosome;
GO:0005654|nucleo
plasm;

GO:0005524|ATP
binding;GO:004482
2|poly(A) RNA
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K08827

PRPF4B;
serine/threonine-
protein kinase PRP4
[EC:2.7.11.1]

ENSG00000112787 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no FBRSL1 protein_coding chr12:132489551-
132585188:+

gi|217416343|ref|NP
_001136113.1| 3342 0

fibrosin-1-like
protein [Homo
sapiens]

gi|217416342|ref|N
M_001142641.1| 4548 0

Homo sapiens
fibrosin-like 1
(FBRSL1), mRNA

Q9HCM7 1291 0 Fibrosin-1-like
protein . . . . pfam15336 Auts2

Autism
susceptibility gene 2
protein. Auts2, or
FBRSL2, Fibrosin-
1-like protein 2, is a
family of eukaryotic
proteins associated
both with a
susceptibility to
autism and with
influencing the
number of corpora
lutea produced by
breeding sows.

. . GO:0044822|poly(A
) RNA binding; . .

ENSG00000112796 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no ENPP5 protein_coding chr6:46159187-
46170971:-

gi|11034849|ref|NP_
067547.1| 2344 0

ectonucleotide
pyrophosphatase/ph
osphodiesterase
family member 5
isoform 1 precursor
[Homo sapiens]

gi|586946399|ref|N
M_001290072.1| 3834 0

Homo sapiens
ectonucleotide
pyrophosphatase/ph
osphodiesterase 5
(putative) (ENPP5),
transcript variant 1,
mRNA

Q9UJA9 907 0

Ectonucleotide
pyrophosphatase/ph
osphodiesterase
family member 5

SPBC725.05c 240 9.00E-68 COG1524 pfam01663 Phosphodiest

Type I
phosphodiesterase /
nucleotide
pyrophosphatase.
This family consists
of
phosphodiesterases,
including human
plasma-cell
membrane
glycoprotein PC-1 /
alkaline
phosphodiesterase i
/ nucleotide
pyrophosphatase
(nppase). These
enzymes catalyse
the cleavage of
phosphodiester and
phosphosulfate
bonds in NAD,
deoxynucleotides
and nucleotide
sugars. Also in this
family is ATX an
autotaxin, tumor
cell motility-
stimulating protein
which exhibits type
I
phosphodiesterases
activity. The
alignment
encompasses the
active site Also

GO:0007154|cell
communication;GO:
0008152|metabolic
process;

GO:0005576|extrace
llular
region;GO:0016021|
integral component
of
membrane;GO:0005
886|plasma
membrane;

GO:0016787|hydrol
ase
activity;GO:0046872
|metal ion binding;

K18398

ENPP5;
ectonucleotide
pyrophosphatase/ph
osphodiesterase
family member 5
[EC:3.1.-.-]



ENSG00000112851 2 2 4 11 7.914463152 15 15 10 14 -1.027812449 0.078252054 0.156468617 down no ERBIN protein_coding chr5:65926475-
66082549:+

gi|358679311|ref|NP
_001240626.1| 7124 0

protein LAP2
isoform 1 [Homo
sapiens]

gi|358679310|ref|N
M_001253697.1| 7042 0

Homo sapiens erbb2
interacting protein
(ERBB2IP),
transcript variant 1,
mRNA

Q96RT1 2349 0 Erbin alr0124_1 178 7.00E-46 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0045175|basal
protein
localization;GO:000
7155|cell
adhesion;GO:00070
49|cell
cycle;GO:0016049|c
ell
growth;GO:0071356
|cellular response to
tumor necrosis
factor;GO:0007173|e
pidermal growth
factor receptor
signaling
pathway;GO:003812
8|ERBB2 signaling
pathway;GO:004519
7|establishment or
maintenance of
epithelial cell
apical/basal
polarity;GO:000722
9|integrin-mediated
signaling
pathway;GO:004510
4|intermediate
filament
cytoskeleton
organization;GO:00
71638|negative
regulation of
monocyte
chemotactic protein-
1

GO:0009925|basal
plasma
membrane;GO:0005
604|basement
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0030
054|cell
junction;GO:000573
7|cytoplasm;GO:003
0056|hemidesmoso
me;GO:0031965|nuc
lear
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0005886|plasma
membrane;

GO:0005176|ErbB-2
class receptor
binding;GO:000517
8|integrin
binding;GO:000510
2|receptor
binding;GO:000520
0|structural
constituent of
cytoskeleton;

K12796
ERBB2IP, ERBIN;
erbb2-interacting
protein

ENSG00000112941 0 0 0 0 0.293844671 1 0 0 2 -1.436688986 0.635233166 NA down no PAPD7 protein_coding chr5:6713007-
6757048:+

gi|530378668|ref|XP
_005248291.1| 2970 0

PREDICTED: non-
canonical poly(A)
RNA polymerase
PAPD7 isoform X2
[Homo sapiens]

gi|284507291|ref|N
M_006999.4| 3861 0

Homo sapiens PAP
associated domain
containing 7
(PAPD7), transcript
variant 1, mRNA

Q5XG87 52.8 5.00E-07
Non-canonical
poly(A) RNA
polymerase PAPD7

SPAC12G12.13c 223 7.00E-60 COG5260 pfam03828 PAP_assoc

Cid1 family poly A
polymerase. This
domain is found in
poly(A)
polymerases and
has been shown to
have polynucleotide
adenylyltransferase
activity. Proteins in
this family have
been located to both
the nucleus and the
cytoplasm.

GO:0051301|cell
division;GO:000630
2|double-strand
break
repair;GO:0007076|
mitotic
chromosome
condensation;GO:00
42493|response to
drug;GO:0007062|si
ster chromatid
cohesion;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003677|DNA
binding;GO:000388
7|DNA-directed
DNA polymerase
activity;GO:0046872
|metal ion
binding;GO:000465
2|polynucleotide
adenylyltransferase
activity;GO:0043221
|SMC family protein
binding;

K03514

PAPD5_7, TRF4;
non-canonical
poly(A) RNA
polymerase
PAPD5/7
[EC:2.7.7.19]

ENSG00000112983 4 3 1 7 6.688212192 17 10 7 12 -1.109472536 0.079337657 0.158045203 down no BRD8 protein_coding chr5:138139766-
138178986:-

gi|313104080|sp|Q9
H0E9.2|BRD8_HUM
AN

5739 0

RecName:
Full=Bromodomain
-containing protein
8; AltName:
Full=Skeletal
muscle abundant
protein; AltName:
Full=Skeletal
muscle abundant
protein 2; AltName:
Full=Thyroid
hormone receptor
coactivating protein
of 120 kDa;
Short=TrCP120;
AltName: Full=p120

gi|34452706|ref|NM
_139199.1| 4064 0

Homo sapiens
bromodomain
containing 8
(BRD8), transcript
variant 2, mRNA

Q8R3B7 225 3.00E-67 Bromodomain-
containing protein 8 SPBC21D10.10 72.8 1.00E-12 COG5076 pfam00439 Bromodomain

Bromodomain.
Bromodomains are
110 amino acid long
domains, that are
found in many
chromatin
associated proteins.
Bromodomains can
interact specifically
with acetylated
lysine.

GO:0043968|histone
H2A
acetylation;GO:0043
967|histone H4
acetylation;GO:0045
944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00400
08|regulation of
growth;GO:0006351
|transcription, DNA-
templated;

GO:0005739|mitoch
ondrion;GO:003526
7|NuA4 histone
acetyltransferase
complex;GO:000565
4|nucleoplasm;GO:0
000812|Swr1
complex;

. K11321
BRD8;
bromodomain-
containing protein 8

ENSG00000113013 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no HSPA9 protein_coding chr5:138554882-
138575444:-

gi|397518165|ref|XP
_003829266.1| 3321 0

PREDICTED:
stress-70 protein,
mitochondrial [Pan
paniscus]

gi|296080701|ref|N
M_004134.6| 3321 0

Homo sapiens heat
shock 70kDa
protein 9 (mortalin)
(HSPA9), mRNA

P38646 220 3.00E-66 Stress-70 protein,
mitochondrial . . . . pfam00012 HSP70

Hsp70 protein.
Hsp70 chaperones
help to fold many
proteins. Hsp70
assisted folding
involves repeated
cycles of substrate
binding and release.
Hsp70 activity is
ATP dependent.
Hsp70 proteins are
made up of two
regions: the amino
terminus is the
ATPase domain and
the carboxyl
terminus is the
substrate binding
region.

GO:0030218|erythro
cyte
differentiation;GO:0
045647|negative
regulation of
erythrocyte
differentiation;GO:1
902037|negative
regulation of
hematopoietic stem
cell
differentiation;GO:1
903707|negative
regulation of
hemopoiesis;GO:00
06611|protein
export from
nucleus;GO:000645
7|protein folding;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00310
12|extracellular
matrix;GO:0005925|
focal
adhesion;GO:00426
45|mitochondrial
nucleoid;GO:000573
9|mitochondrion;G
O:0043209|myelin
sheath;GO:0005730|
nucleolus;

GO:0005524|ATP
binding;GO:001989
9|enzyme
binding;GO:004482
2|poly(A) RNA
binding;GO:003162
5|ubiquitin protein
ligase binding;

K04043 dnaK; molecular
chaperone DnaK

ENSG00000113068 2 0 0 1 0.505392252 0 0 0 0 2.733618622 0.296398476 NA up no PFDN1 protein_coding chr5:140245039-
140303121:-

gi|514475096|ref|XP
_003477193.2| 538 1.00E-63

PREDICTED:
prefoldin subunit 1
[Cavia porcellus]

gi|88999575|ref|NM
_002622.4| 1324 0

Homo sapiens
prefoldin subunit 1
(PFDN1), mRNA

O60925 201 3.00E-61 Prefoldin subunit 1 . . . . pfam01920 Prefoldin_2

Prefoldin subunit.
This family includes
prefoldin subunits
that are not detected
by pfam02996.

GO:0007049|cell
cycle;

GO:0016272|prefold
in complex;

GO:0044183|protein
binding involved in
protein
folding;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

K09548 PFDN1; prefoldin
subunit 1

ENSG00000113140 7 13 2 43 27.70064136 45 58 55 39 -1.25080993 0.027573989 0.073643761 down no SPARC protein_coding chr5:151661096-
151687165:-

gi|119582071|gb|EA
W61667.1| 1439 0

secreted protein,
acidic, cysteine-rich
(osteonectin),
isoform CRA_a
[Homo sapiens]

gi|365777426|ref|N
M_003118.3| 3590 0

Homo sapiens
secreted protein,
acidic, cysteine-rich
(osteonectin)
(SPARC), transcript
variant 1, mRNA

P13213 130 1.00E-36 SPARC . . . . pfam10591 SPARC_Ca_bdg

Secreted protein
acidic and rich in
cysteine Ca binding
region. The
SPARC_Ca_bdg
domain of Secreted
Protein Acidic and
Rich in Cysteine is
responsible for the
anti-spreading
activity of human
urothelial cells. It is
rich in alpha-
helices. This
extracellular
calcium-binding
domain contains
two EF-hands that
each coordinates
one Ca2+ ion,
forming a helix-
loop-helix structure
that not only drives
the conformation of
the protein but is
also necessary for
biological activity.
The anti-spreading
activity was
dependent on the
coordination of
Ca2+ by a Glu
residue at the Z
position of EF-hand
2

GO:0007165|signal
transduction;

GO:0005604|baseme
nt
membrane;GO:0005
615|extracellular
space;

GO:0005509|calciu
m ion binding; . .

ENSG00000113161 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no HMGCR protein_coding chr5:75336329-
75362104:+

gi|767935800|ref|XP
_011541659.1| 4485 0

PREDICTED: 3-
hydroxy-3-
methylglutaryl-
Coenzyme A
reductase isoform
X2 [Homo sapiens]

gi|196049378|ref|N
M_000859.2| 4582 0

Homo sapiens 3-
hydroxy-3-
methylglutaryl-CoA
reductase
(HMGCR),
transcript variant 1,
mRNA

A7Z064 272 5.00E-84

3-hydroxy-3-
methylglutaryl-
coenzyme A
reductase

YLR450w 498 5.00E-156 COG1257 pfam00368 HMG-CoA_red

Hydroxymethylgluta
ryl-coenzyme A
reductase. The
HMG-CoA
reductases catalyse
the conversion of
HMG-CoA to
mevalonate, which
is the rate-limiting
step in the synthesis
of isoprenoids like
cholesterol.
Probably because of
the critical role of
this enzyme in
cholesterol
homeostasis,
mammalian HMG-
CoA reductase is
heavily regulated at
the transcriptional,
translational, and
post-translational
levels.

GO:0007568|aging
GO:0006695|cholest
erol biosynthetic
process;GO:001593
6|coenzyme A
metabolic
process;GO:000829
9|isoprenoid
biosynthetic
process;GO:004544
5|myoblast
differentiation;GO:0
061179|negative
regulation of insulin
secretion involved
in cellular response
to glucose
stimulus;GO:004340
7|negative
regulation of MAP
kinase
activity;GO:0010664
|negative regulation
of striated muscle
cell apoptotic
process;GO:004590
8|negative
regulation of
vasodilation;GO:006
1045|negative
regulation of wound
healing;GO:0010666
|positive regulation
of cardiac muscle
cell apoptotic

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0005
778|peroxisomal
membrane;

GO:0050662|coenzy
me
binding;GO:000442
0|hydroxymethylglu
taryl-CoA reductase
(NADPH)
activity;GO:0042282
|hydroxymethylgluta
ryl-CoA reductase
activity;GO:0070402
|NADPH binding;

K00021

HMGCR;
hydroxymethylgluta
ryl-CoA reductase
(NADPH)
[EC:1.1.1.34]

ENSG00000113194 1 2 1 8 7.91455316 18 15 7 25 -1.992525493 0.004898698 0.021529467 down yes FAF2 protein_coding chr5:176447628-
176510074:+

gi|674076364|ref|XP
_008845544.1| 2224 0

PREDICTED: FAS-
associated factor 2
[Nannospalax galili]

gi|132626732|ref|N
M_014613.2| 4515 0

Homo sapiens Fas
associated factor
family member 2
(FAF2), mRNA

Q2HJD0 103 2.00E-24 FAS-associated
factor 2 . . . . pfam14555 UBA_4 UBA-like domain.

GO:0030433|ER-
associated
ubiquitin-dependent
protein catabolic
process;GO:000698
6|response to
unfolded protein;

GO:0005783|endopl
asmic
reticulum;GO:00058
11|lipid particle;

. K18726
FAF2, UBXD8;
FAS-associated
factor 2

ENSG00000113231 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no PDE8B protein_coding chr5:77210449-
77429807:+

gi|26006851|ref|NP_
003710.1| 4664 0

high affinity cAMP-
specific and IBMX-
insensitive 3',5'-
cyclic
phosphodiesterase
8B isoform 1
[Homo sapiens]

gi|635028913|ref|X
M_007975943.1| 4432 0

PREDICTED:
Chlorocebus
sabaeus
phosphodiesterase
8B (PDE8B),
transcript variant
X1, mRNA

E9Q4S1 298 7.00E-94

High affinity cAMP-
specific and IBMX-
insensitive 3',5'-
cyclic
phosphodiesterase
8B

. . . . pfam00233 PDEase_I
3'5'-cyclic
nucleotide
phosphodiesterase.

GO:0001662|behavi
oral fear
response;GO:00061
98|cAMP catabolic
process;GO:009003
2|negative
regulation of steroid
hormone
biosynthetic
process;GO:005088
5|neuromuscular
process controlling
balance;GO:003510
6|operant
conditioning;GO:00
07165|signal
transduction;GO:00
08542|visual
learning;

.

GO:0004115|3',5'-
cyclic-AMP
phosphodiesterase
activity;GO:0046872
|metal ion binding;

K18437

PDE8; high affinity
cAMP-specific and
IBMX-insensitive
3',5'-cyclic
phosphodiesterase 8
[EC:3.1.4.53]

ENSG00000113240 4 22 4 39 22.76206306 38 34 37 34 -0.697301549 0.185395278 0.300790844 down no CLK4 protein_coding chr5:178602664-
178630615:-

gi|884852593|ref|XP
_004999836.2| 2191 0

PREDICTED: dual
specificity protein
kinase CLK4
isoform X1 [Cavia
porcellus]

gi|153217468|gb|BC
151233.1| 3703 0

Homo sapiens
cDNA clone
IMAGE:8860324

Q9HAZ1 152 3.00E-39
Dual specificity
protein kinase
CLK4

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0046777|protein
autophosphorylatio
n;GO:0043484|regul
ation of RNA
splicing;

GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0004712
|protein
serine/threonine/tyr
osine kinase
activity;GO:0004713
|protein tyrosine
kinase activity;

K08823 CLK; CDC-like
kinase [EC:2.7.12.1]



ENSG00000113269 111 169 107 230 166.5839843 169 192 215 221 0.136663071 0.493531713 0.615938932 up no RNF130 protein_coding chr5:179911651-
180072118:-

gi|685549236|ref|XP
_009207974.1| 2199 0

PREDICTED: E3
ubiquitin-protein
ligase RNF130
isoform X2 [Papio
anubis]

gi|7651784|gb|AC01
0285.4|AC010285 8776 0

Homo sapiens
chromosome 5
clone CTC-563A5,
complete sequence

Q86XS8 259 0 E3 ubiquitin-protein
ligase RNF130 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006915|apopto
tic
process;GO:001250
1|programmed cell
death;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0005
634|nucleus;

GO:0016874|ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K15701

RNF130,
GOLIATH; E3
ubiquitin-protein
ligase RNF130
[EC:2.3.2.27]

ENSG00000113361 0 0 0 0 0.202961082 2 0 0 0 -0.899764408 0.798840138 NA down no CDH6 protein_coding chr5:31193750-
31329146:+

gi|4826673|ref|NP_0
04923.1| 4090 0

cadherin-6
preproprotein
[Homo sapiens]

gi|333440431|ref|N
M_004932.3| 8476 0

Homo sapiens
cadherin 6, type 2,
K-cadherin (fetal
kidney) (CDH6),
mRNA

P0CJ90 60.1 2.00E-20
Double homeobox
protein 4-like
protein 7

. . . . pfam01049 Cadherin_C

Cadherin
cytoplasmic region.
Cadherins are vital
in cell-cell adhesion
during tissue
differentiation.
Cadherins are
linked to the
cytoskeleton by
catenins. Catenins
bind to the
cytoplasmic tail of
the cadherin.
Cadherins cluster to
form foci of
homophilic binding
units. A key
determinant to the
strength of the
binding that it is
mediated by
cadherins is the
juxtamembrane
region of the
cadherin. This
region induces
clustering and also
binds to the protein
p120ctn.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding; K06798 CDH6; cadherin 6,

type 2, K-cadherin

ENSG00000113369 2 3 1 15 19.49924978 47 49 20 55 -2.618183638 2.49E-05 0.000367831 down yes ARRDC3 protein_coding chr5:91368724-
91383359:-

gi|7243133|dbj|BAA
92614.1| 2354 0 KIAA1376 protein

[Homo sapiens]
gi|195539387|ref|N
M_020801.2| 4161 0

Homo sapiens
arrestin domain
containing 3
(ARRDC3), mRNA

Q5R5L7 231 1.00E-72 Arrestin domain-
containing protein 3 . . . . pfam00339 Arrestin_N

Arrestin (or S-
antigen), N-terminal
domain. Ig-like
beta-sandwich fold.
Scop reports
duplication with C-
terminal domain.

GO:0007165|signal
transduction;

GO:0005769|early
endosome;GO:0005
764|lysosome;GO:0
005886|plasma
membrane;

. . .

ENSG00000113384 1 1 0 2 1.13531761 3 1 0 2 -0.099320576 0.941292014 0.962924535 down no GOLPH3 protein_coding chr5:32124704-
32174350:-

gi|11545859|ref|NP_
071413.1| 1318 4.00E-172

Golgi
phosphoprotein 3
[Homo sapiens]

gi|29550859|ref|NM
_022130.3| 2676 0

Homo sapiens golgi
phosphoprotein 3
(coat-protein)
(GOLPH3), mRNA

Q9H4A6 55.1 3.00E-07 Golgi
phosphoprotein 3 . . . . pfam05719 GPP34

Golgi
phosphoprotein 3
(GPP34). This
family consists of
several eukaryotic
GPP34 like
proteins. GPP34
localizes to the
Golgi complex and
is conserved from
yeast to humans.
The cytosolic-ally
exposed location of
GPP34 predict a
role for a novel coat
protein in Golgi
trafficking.

GO:0090164|asymm
etric Golgi ribbon
formation;GO:0060
352|cell adhesion
molecule
production;GO:0016
477|cell
migration;GO:00082
83|cell
proliferation;GO:00
10467|gene
expression;GO:0009
101|glycoprotein
biosynthetic
process;GO:000703
0|Golgi
organization;GO:00
90161|Golgi ribbon
formation;GO:0043
001|Golgi to plasma
membrane protein
transport;GO:00481
94|Golgi vesicle
budding;GO:003003
2|lamellipodium
assembly;GO:00509
01|leukocyte
tethering or
rolling;GO:0043066|
negative regulation
of apoptotic
process;GO:005071
4|positive regulation
of protein
secretion;GO:00320

GO:0005829|cytosol
;GO:0005768|endos
ome;GO:0005794|G
olgi
apparatus;GO:00319
85|Golgi
cisterna;GO:003258
0|Golgi cisterna
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00057
58|mitochondrial
intermembrane
space;GO:0005739|
mitochondrion;GO:
0005654|nucleoplas
m;GO:0005886|plas
ma
membrane;GO:0005
802|trans-Golgi
network;

GO:0019899|enzym
e
binding;GO:007027
3|phosphatidylinosit
ol-4-phosphate
binding;

K15620
GOLPH3, GPP34;
golgi
phosphoprotein 3

ENSG00000113391 0 0 0 0 0.302884172 1 1 1 0 -1.472069201 0.551973632 NA down no FAM172A protein_coding chr5:93618069-
94111699:-

gi|635029327|ref|XP
_007976666.1| 2296 0

PREDICTED:
protein FAM172A
isoform X1
[Chlorocebus
sabaeus]

gi|254540106|ref|N
M_032042.5| 4312 0

Homo sapiens
family with
sequence similarity
172, member A
(FAM172A),
transcript variant 1,
mRNA

Q6DIP8 504 1.00E-174 Protein FAM172A . . . . pfam09757 Arb2

Arb2 domain. A
second fission yeast
Argonaute complex
(Argonaute siRNA
chaperone, ARC)
that contains two
previously
uncharacterized
proteins, Arb1 and
Arb2, both of which
are required for
histone H3 Lys9
(H3-K9)
methylation,
heterochromatin
assembly and
siRNA generation.
This family includes
a region found in
Arb2 and the Hda1
protein.

. GO:0005576|extrace
llular region; . . .

ENSG00000113448 0 0 0 0 1.305919088 5 4 3 1 -3.582038884 0.016409632 0.051328146 down no PDE4D protein_coding chr5:58969038-
60522120:-

gi|259906420|ref|NP
_001159371.1| 3904 0

cAMP-specific 3',5'-
cyclic
phosphodiesterase
4D isoform
PDE4D7 [Homo
sapiens]

gi|157277987|ref|N
M_001104631.1| 8228 0

Homo sapiens
phosphodiesterase
4D, cAMP-specific
(PDE4D), transcript
variant 1, mRNA

P14270 326 2.00E-105

cAMP-specific 3',5'-
cyclic
phosphodiesterase
4D

. . . . pfam00233 PDEase_I
3'5'-cyclic
nucleotide
phosphodiesterase.

GO:0071875|adrene
rgic receptor
signaling
pathway;GO:008602
4|adrenergic
receptor signaling
pathway involved in
positive regulation
of heart
rate;GO:0006198|cA
MP catabolic
process;GO:004362
3|cellular protein
complex
assembly;GO:00610
28|establishment of
endothelial
barrier;GO:0030324|
lung
development;GO:00
07613|memory;GO:
0014911|positive
regulation of
smooth muscle cell
migration;GO:00486
61|positive
regulation of
smooth muscle cell
proliferation;GO:00
86004|regulation of
cardiac muscle cell
contraction;GO:000
8277|regulation of
G-protein coupled
receptor protein

GO:0016324|apical
plasma
membrane;GO:0005
813|centrosome;GO:
0005794|Golgi
apparatus;GO:00300
16|myofibril;

GO:0004115|3',5'-
cyclic-AMP
phosphodiesterase
activity;GO:0031698
|beta-2 adrenergic
receptor
binding;GO:003055
2|cAMP
binding;GO:000411
2|cyclic-nucleotide
phosphodiesterase
activity;GO:0019899
|enzyme
binding;GO:004687
2|metal ion
binding;GO:001990
4|protein domain
specific
binding;GO:001712
4|SH3 domain
binding;

K13293

PDE4; cAMP-
specific
phosphodiesterase 4
[EC:3.1.4.53]

ENSG00000113558 13 15 21 24 17.71805623 11 27 13 19 0.620220878 0.146047732 0.24930075 up no SKP1 protein_coding chr5:134148935-
134177038:-

gi|426349968|ref|XP
_004042556.1| 736 8.00E-95

PREDICTED: S-
phase kinase-
associated protein 1
[Gorilla gorilla
gorilla]

gi|18854952|gb|AC0
11336.5| 8836 0

Homo sapiens
chromosome 5
clone CTC-250I13,
complete sequence

Q71U00 142 6.00E-41 S-phase kinase-
associated protein 1 SPBC409.05 164 5.00E-44 COG5201 pfam01466 Skp1

Skp1 family,
dimerization
domain.

GO:0016567|protein
ubiquitination;GO:0
006511|ubiquitin-
dependent protein
catabolic process;

GO:0031467|Cul7-
RING ubiquitin
ligase
complex;GO:001900
5|SCF ubiquitin
ligase complex;

. K03094
SKP1, CBF3D; S-
phase kinase-
associated protein 1

ENSG00000113575 3 12 8 20 17.16465063 24 28 34 29 -0.954740013 0.023221252 0.065441709 down no PPP2CA protein_coding chr5:134194334-
134226142:-

gi|491668487|pdb|4I
5L|C 1677 0

Chain C, Structural
Mechanism Of
Trimeric Pp2a
Holoenzyme
Involving Pr70:
Insight For Cdc6
Dephosphorylation

gi|426349973|ref|X
M_004042511.1| 4020 0

PREDICTED:
Gorilla gorilla
gorilla protein
phosphatase 2,
catalytic subunit,
alpha isozyme
(PPP2CA), mRNA

P63331 186 2.00E-55

Serine/threonine-
protein phosphatase
2A catalytic subunit
alpha isoform

SPBC16H5.07c 530 3.00E-174 COG0639 pfam00149 Metallophos

Calcineurin-like
phosphoesterase.
This family includes
a diverse range of
phosphoesterases,
including protein
phosphoserine
phosphatases,
nucleotidases,
sphingomyelin
phosphodiesterases
and 2'-3' cAMP
phosphodiesterases
as well as nucleases
such as bacterial
SbcD or yeast
MRE11. The most
conserved regions
in this superfamily
centre around the
metal chelating
residues.

GO:0051321|meiotic
cell cycle;

GO:0000775|chrom
osome, centromeric
region;GO:0005737|
cytoplasm;GO:0005
634|nucleus;GO:000
0922|spindle pole;

GO:0046872|metal
ion
binding;GO:000472
1|phosphoprotein
phosphatase
activity;GO:0046982
|protein
heterodimerization
activity;

K04382

PPP2C;
serine/threonine-
protein phosphatase
2A catalytic subunit
[EC:3.1.3.16]

ENSG00000113580 1 0 0 2 0.515298096 1 0 0 0 1.782431966 0.421287015 NA up no NR3C1 protein_coding chr5:143277931-
143435512:-

gi|66528677|ref|NP_
001019265.1| 3878 0

glucocorticoid
receptor isoform
gamma [Homo
sapiens]

gi|66528610|ref|NM
_001018077.1| 7286 0

Homo sapiens
nuclear receptor
subfamily 3, group
C, member 1
(glucocorticoid
receptor) (NR3C1),
transcript variant 5,
mRNA

P04150 296 7.00E-94 Glucocorticoid
receptor . . . . pfam02155 GCR Glucocorticoid

receptor.

GO:0006915|apopto
tic
process;GO:005130
1|cell
division;GO:007138
3|cellular response
to steroid hormone
stimulus;GO:001656
9|covalent
chromatin
modification;GO:00
07059|chromosome
segregation;GO:000
7067|mitotic nuclear
division;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00071
65|signal
transduction;GO:00
06366|transcription
from RNA
polymerase II
promoter;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;GO:00063
51|transcription,
DNA templated;

GO:0005737|cytopla
sm;GO:0005815|mic
rotubule organizing
center;GO:0005759|
mitochondrial
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
043234|protein
complex;GO:000581
9|spindle;

GO:0004883|glucoc
orticoid receptor
activity;GO:0038051
|glucocorticoid-
activated RNA
polymerase II
transcription factor
binding
transcription factor
activity;GO:0032403
|protein complex
binding;GO:000372
3|RNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000549
6|steroid
binding;GO:199023
9|steroid hormone
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence specific

K05771
NR3C1, GR;
glucocorticoid
receptor



ENSG00000113597 0 1 1 2 0.822935029 3 0 0 0 0.835073236 0.642613801 NA up no TRAPPC13 protein_coding chr5:65624716-
65666233:+

gi|148277002|ref|NP
_001087224.1| 2171 0

trafficking protein
particle complex
subunit 13 isoform
1 [Homo sapiens]

gi|34365493|emb|BX
641157.1| 4658 0

Homo sapiens
mRNA; cDNA
DKFZp686I20227
(from clone
DKFZp686I20227)

A5PLN9 244 6.00E-78
Trafficking protein
particle complex
subunit 13

. . . . pfam06159 DUF974

Protein of unknown
function (DUF974).
Family of
uncharacterized
eukaryotic proteins.

GO:0016567|protein
ubiquitination;GO:0
007264|small
GTPase mediated
signal
transduction;GO:00
16032|viral process;

GO:0070062|extrace
llular
exosome;GO:00001
39|Golgi
membrane;GO:0005
765|lysosomal
membrane;GO:0005
634|nucleus;

GO:0008047|enzym
e activator
activity;GO:0019003
|GDP
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0042802
|identical protein
binding;GO:001687
4|ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000113615 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SEC24A protein_coding chr5:134648789-
134727823:+

gi|397518273|ref|XP
_003829318.1| 5497 0

PREDICTED:
protein transport
protein Sec24A
isoform X1 [Pan
paniscus]

gi|356582353|ref|N
M_021982.2| 6299 0

Homo sapiens
SEC24 family
member A
(SEC24A),
transcript variant 1,
mRNA

O95486 2053 0 Protein transport
protein Sec24A SPAC22F8.08 451 4.00E-135 COG5028 pfam04811 Sec23_trunk

Sec23/Sec24 trunk
domain. COPII-
coated vesicles
carry proteins from
the endoplasmic
reticulum to the
Golgi complex. This
vesicular transport
can be reconstituted
by using three
cytosolic
components
containing five
proteins: the small
GTPase Sar1p, the
Sec23p/24p
complex, and the
Sec13p/Sec31p
complex. This
domain is known as
the trunk domain
and has an
alpha/beta vWA
fold and forms the
dimer interface.

GO:0019886|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class
II;GO:0002474|antig
en processing and
presentation of
peptide antigen via
MHC class
I;GO:0048208|COPI
I vesicle
coating;GO:0006888
|ER to Golgi
vesicle-mediated
transport;GO:00068
86|intracellular
protein
transport;GO:20001
89|positive
regulation of
cholesterol
homeostasis;GO:005
0714|positive
regulation of
protein
secretion;GO:00457
14|regulation of
low-density
lipoprotein particle
receptor
biosynthetic

GO:0030127|COPII
vesicle
coat;GO:0005829|cy
tosol;GO:0005789|e
ndoplasmic
reticulum
membrane;GO:0012
507|ER to Golgi
transport vesicle
membrane;GO:0000
139|Golgi
membrane;GO:0048
471|perinuclear
region of cytoplasm;

GO:0008270|zinc
ion binding; K14007

SEC24; protein
transport protein
SEC24

ENSG00000113645 0 0 0 0 0.29578603 1 1 0 1 -1.446026814 0.560607138 NA down no WWC1 protein_coding chr5:168291651-
168472303:+

gi|29789058|ref|NP_
056053.1| 4787 0

protein KIBRA
isoform 3 [Homo
sapiens]

gi|242247262|ref|N
M_015238.2| 6721 0

Homo sapiens WW
and C2 domain
containing 1
(WWC1), transcript
variant 3, mRNA

Q8IX03 177 3.00E-49 Protein KIBRA SPBC16E9.11c 68.9 1.00E-10 COG5021 pfam00397 WW

WW domain. The
WW domain is a
protein module with
two highly
conserved
tryptophans that
binds proline-rich
peptide motifs in
vitro.

GO:0016477|cell
migration;GO:00300
10|establishment of
cell
polarity;GO:003532
9|hippo
signaling;GO:00353
31|negative
regulation of hippo
signaling;GO:00466
21|negative
regulation of organ
growth;GO:0000122
|negative regulation
of transcription
from RNA
polymerase II
promoter;GO:00434
10|positive
regulation of MAPK
cascade;GO:003533
0|regulation of
hippo
signaling;GO:00323
86|regulation of
intracellular
transport;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;GO:0048471|p
erinuclear region of
cytoplasm;GO:0043
234|protein
complex;GO:003258
7|ruffle membrane;

GO:0019900|kinase
binding;GO:003294
7|protein complex
scaffold;GO:000371
3|transcription
coactivator activity;

K16685 WWC1; protein
KIBRA

ENSG00000113648 1 3 4 8 3.546693216 6 4 2 2 0.661962838 0.40383819 0.534235944 up no H2AFY protein_coding chr5:135333900-
135399914:-

gi|640816355|ref|XP
_008064982.1| 1644 0

PREDICTED: core
histone macro-
H2A.1 isoform X2
[Tarsius syrichta]

gi|62088559|dbj|AB
209490.1| 10982 0

Homo sapiens
mRNA for H2A
histone family,
member Y isoform
2 variant protein

O75367 293 2.00E-91 Core histone macro-
H2A.1 SPCC622.08c 140 3.00E-37 COG5262 pfam01661 Macro

Macro domain. This
domain is an ADP-
ribose binding
module. It is found
in a number of
otherwise unrelated
proteins. It is found
at the C-terminus of
the macro-H2A
histone protein.
This domain is
found in the non-
structural proteins
of several types of
ssRNA viruses such
as NSP3 from
alphaviruses. This
domain is also
found on its own in
a family of proteins
from bacteria,
archaebacteria, and
eukaryotes.

GO:0016569|covale
nt chromatin
modification;GO:00
06342|chromatin
silencing;GO:00075
49|dosage
compensation;GO:0
071169|establishme
nt of protein
localization to
chromatin;GO:1902
750|negative
regulation of cell
cycle G2/M phase
transition;GO:00610
86|negative
regulation of
histone H3-K27
methylation;GO:005
1572|negative
regulation of
histone H3-K4
methylation;GO:003
3128|negative
regulation of
histone
phosphorylation;GO
:0000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:19018
37|negative
regulation of
transcription of

GO:0000793|conden
sed
chromosome;GO:00
35098|ESC/E(Z)
complex;GO:007006
2|extracellular
exosome;GO:00007
90|nuclear
chromatin;GO:0000
784|nuclear
chromosome,
telomeric
region;GO:0005730|
nucleolus;GO:00007
86|nucleosome;GO:
0005721|pericentric
heterochromatin;

GO:0031490|chrom
atin DNA
binding;GO:000367
7|DNA
binding;GO:001038
5|double-stranded
methylated DNA
binding;GO:003029
1|protein
serine/threonine
kinase inhibitor
activity;GO:0000182
|rDNA
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA binding;

K11251 H2A; histone H2A

ENSG00000113649 0 0 0 5 2.735605912 4 6 7 5 -1.776603246 0.104658269 0.191450743 down no TCERG1 protein_coding chr5:146447311-
146511961:+

gi|795365183|ref|XP
_011786869.1| 3113 0

PREDICTED:
transcription
elongation regulator
1 isoform X2
[Colobus angolensis
palliatus]

gi|426350494|ref|X
M_004042759.1| 4565 0

PREDICTED:
Gorilla gorilla
gorilla transcription
elongation regulator
1, transcript variant
2 (TCERG1),
mRNA

O14776 240 2.00E-66
Transcription
elongation regulator
1

SPAC4D7.13 63.5 4.00E-09 COG5104 pfam01846 FF

FF domain. This
domain has been
predicted to be
involved in protein-
protein interaction.
This domain was
recently shown to
bind the
hyperphosphorylate
d C-terminal repeat
domain of RNA
polymerase II,
confirming its role
in protein-protein
interactions.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;

GO:0015629|actin
cytoskeleton;GO:00
05730|nucleolus;GO
:0005634|nucleus;

GO:0044822|poly(A
) RNA
binding;GO:000110
3|RNA polymerase
II repressing
transcription factor
binding;GO:000110
6|RNA polymerase
II transcription
corepressor
activity;GO:0003713
|transcription
coactivator activity;

K12824

TCERG1, CA150;
transcription
elongation regulator
1

ENSG00000113712 34 103 42 139 106.7593882 145 166 138 201 -0.599149817 0.059901929 0.129340483 down no CSNK1A1 protein_coding chr5:149492197-
149551552:-

gi|68303575|ref|NP_
001020276.1| 1755 0

casein kinase I
isoform alpha
isoform 1 [Homo
sapiens]

gi|15187237|gb|AC0
21078.5| 4667 0

Homo sapiens
chromosome 5
clone CTB-89H12,
complete sequence

P67829 597 0 Casein kinase I
isoform alpha . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0051301|cell
division;GO:004510
4|intermediate
filament
cytoskeleton
organization;GO:00
07067|mitotic
nuclear
division;GO:000646
8|protein
phosphorylation;GO
:0016055|Wnt
signaling pathway;

GO:0000777|conden
sed chromosome
kinetochore;GO:000
5737|cytoplasm;GO:
0005815|microtubul
e organizing
center;GO:0016607|
nuclear speck;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

. .

ENSG00000113716 0 0 0 0 0.292428914 0 2 0 1 -1.430927701 0.636956731 NA down no HMGXB3 protein_coding chr5:150000046-
150053142:+

gi|160112910|sp|Q1
2766.2|HMGX3_HU
MAN

7062 0

RecName:
Full=HMG domain-
containing protein
3; AltName:
Full=HMG box-
containing protein
3; AltName:
Full=Protein SMF

gi|241982801|ref|N
M_014983.2| 5402 0

Homo sapiens HMG
box domain
containing 3
(HMGXB3), mRNA

Q12766 211 3.00E-59 HMG domain-
containing protein 3 . . . . pfam00505 HMG_box HMG (high mobility

group) box. . GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:001630
1|kinase activity;

. .

ENSG00000113719 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no ERGIC1 protein_coding chr5:172834275-
172952685:+

gi|6330243|dbj|BAA
86495.1| 1706 0 KIAA1181 protein

[Homo sapiens]
gi|51476627|emb|CR
749461.1| 5636 0

Homo sapiens
mRNA; cDNA
DKFZp779I0829
(from clone
DKFZp779I0829)

Q8N2A0 49.7 8.00E-12

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam07970 COPIIcoated_ERV

Endoplasmic
reticulum vesicle
transporter. This
family is conserved
from plants and
fungi to humans.
Erv46 works in
close conjunction
with Erv41 and
together they form a
complex which
cycles between the
endoplasmic
reticulum and Golgi
complex. Erv46-41
interacts strongly
with the
endoplasmic
reticulum
glucosidase II.
Mammalian
glucosidase II
comprises a
catalytic alpha-
subunit and a 58
kDa beta subunit,
which is required
for ER localisation.
All proteins
identified
biochemically as
Erv41p-Erv46p
interactors are
localized to the early
secretory pathway

. GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:001630
1|kinase activity;

. .



ENSG00000113742 295 355 295 340 292.7942395 197 234 342 230 0.936073519 0.00058828 0.004364334 up no CPEB4 protein_coding chr5:173888280-
173961976:+

gi|189027090|ref|NP
_085130.2| 3254 0

cytoplasmic
polyadenylation
element-binding
protein 4 isoform a
[Homo sapiens]

gi|426351049|ref|X
M_004043023.1| 8129 0

PREDICTED:
Gorilla gorilla
gorilla cytoplasmic
polyadenylation
element binding
protein 4, transcript
variant 1 (CPEB4),
mRNA

Q17RY0 1258 0

Cytoplasmic
polyadenylation
element-binding
protein 4

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0071230|cellular
response to amino
acid
stimulus;GO:003629
4|cellular response
to decreased oxygen
levels;GO:0042149|c
ellular response to
glucose
starvation;GO:00352
35|ionotropic
glutamate receptor
signaling
pathway;GO:200076
6|negative
regulation of
cytoplasmic
translation;GO:0043
524|negative
regulation of
neuron apoptotic
process;GO:000293
1|response to
ischemia;

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0005783|en
doplasmic
reticulum;GO:19901
24|messenger
ribonucleoprotein
complex;GO:000563
4|nucleus;GO:00140
69|postsynaptic
density;GO:0045202
|synapse;

GO:0003730|mRNA
3'-UTR
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:004302
2|ribosome
binding;GO:000372
3|RNA
binding;GO:000813
5|translation factor
activity, RNA
binding;GO:000090
0|translation
repressor activity,
nucleic acid
binding;

K02602

CPEB, ORB;
cytoplasmic
polyadenylation
element-binding
protein

ENSG00000113758 0 7 2 6 5.463120826 7 15 7 7 -0.822063757 0.248416399 0.375327127 down no DBN1 protein_coding chr5:177456608-
177474401:-

gi|530380877|ref|XP
_005265884.1| 2569 0

PREDICTED:
drebrin isoform X2
[Homo sapiens]

gi|166362725|ref|N
M_004395.3| 2939 0

Homo sapiens
drebrin 1 (DBN1),
transcript variant 1,
mRNA

Q07266 270 3.00E-85 Drebrin . . . . pfam00241 Cofilin_ADF

Cofilin/tropomyosin
-type actin-binding
protein. Severs actin
filaments and binds
to actin monomers.

GO:0007015|actin
filament
organization;GO:00
10643|cell
communication by
chemical
coupling;GO:00106
44|cell
communication by
electrical
coupling;GO:00486
99|generation of
neurons;GO:003250
7|maintenance of
protein location in
cell;GO:0061351|ne
ural precursor cell
proliferation;

GO:0015629|actin
cytoskeleton;GO:00
05938|cell
cortex;GO:0005913|
cell-cell adherens
junction;GO:000592
1|gap
junction;GO:003042
6|growth
cone;GO:0016020|m
embrane;GO:000588
6|plasma membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00055
22|profilin binding;

. .

ENSG00000113916 3 3 4 3 2.110578473 0 0 1 0 4.01453065 0.00231415 0.012360524 up yes BCL6 protein_coding chr3:187721377-
187745727:-

gi|795311563|ref|XP
_011816989.1| 3970 0

PREDICTED: B-cell
lymphoma 6 protein
isoform X1
[Colobus angolensis
palliatus]

gi|34366430|emb|BX
649185.1| 4152 0

Homo sapiens
mRNA; cDNA
DKFZp686M22130
(from clone
DKFZp686M22130)

P41182 218 1.00E-64 B-cell lymphoma 6
protein . . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0030036|actin
cytoskeleton
organization;GO:00
30183|B cell
differentiation;GO:0
000902|cell
morphogenesis;GO:
0006974|cellular
response to DNA
damage
stimulus;GO:004882
1|erythrocyte
development;GO:00
02467|germinal
center
formation;GO:0006
954|inflammatory
response;GO:00300
99|myeloid cell
differentiation;GO:0
043066|negative
regulation of
apoptotic
process;GO:003030
8|negative
regulation of cell
growth;GO:0008285
|negative regulation
of cell
proliferation;GO:00
01953|negative
regulation of cell-
matrix
adhesion;GO:00482
94|negative

GO:0005634|nucleu
s;

GO:0003682|chrom
atin
binding;GO:004687
2|metal ion
binding;GO:004356
5|sequence-specific
DNA binding;

K15618 BCL6; B-cell
lymphoma 6 protein

ENSG00000114013 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CD86 protein_coding chr3:122055366-
122121139:+

gi|635121444|ref|XP
_007983807.1| 1793 0

PREDICTED: T-
lymphocyte
activation antigen
CD86 isoform X1
[Chlorocebus
sabaeus]

gi|332634933|ref|N
M_175862.4| 2698 0

Homo sapiens CD86
molecule (CD86),
transcript variant 1,
mRNA

P42081 36.2 1.00E-26
T-lymphocyte
activation antigen
CD86

. . . . pfam14610 DUF4448

Protein of unknown
function
(DUF4448). This is
a family of
predicted membrane
glycoproteins from
fungi. However
there appears,
visually, to be some
similarity with the
family of GPI-
anchored fungal
proteins,
pfam10342.

GO:0002250|adaptiv
e immune
response;GO:00075
68|aging;GO:004211
3|B cell
activation;GO:00072
67|cell-cell
signaling;GO:00713
45|cellular response
to cytokine
stimulus;GO:007122
2|cellular response
to
lipopolysaccharide;
GO:0071248|cellular
response to metal
ion;GO:0051607|def
ense response to
virus;GO:0006955|i
mmune
response;GO:00430
11|myeloid dendritic
cell
differentiation;GO:0
002668|negative
regulation of T cell
anergy;GO:0048015|
phosphatidylinositol
-mediated
signaling;GO:00421
04|positive
regulation of
activated T cell
proliferation;GO:00
08284|positive

GO:0009986|cell
surface;GO:0009897
|external side of
plasma
membrane;GO:0070
062|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00058
86|plasma
membrane;

GO:0015026|corece
ptor
activity;GO:0046934
|phosphatidylinosito
l-4,5-bisphosphate
3-kinase
activity;GO:0004872
|receptor
activity;GO:0001618
|virus receptor
activity;

K05413 CD86; CD86 antigen

ENSG00000114019 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AMOTL2 protein_coding chr3:134355874-
134375479:-

gi|522838240|ref|NP
_001265612.1| 3200 0

angiomotin-like
protein 2 isoform 1
[Homo sapiens]

gi|522838238|ref|N
M_016201.3| 4479 0

Homo sapiens
angiomotin like 2
(AMOTL2),
transcript variant 2,
mRNA

F1MRK3 69.3 2.00E-12 Angiomotin-like
protein 2 . . . . pfam12240 Angiomotin_C

Angiomotin C
terminal. This
domain family is
found in
eukaryotes, and is
typically between
197 and 211 amino
acids in length. This
family is the C
terminal region of
angiomotin.
Angiomotin
regulates the action
of angiogenesis
inhibitor
angiostatin. The C
terminal region of
angiomotin appears
to be involved in
directing the protein
chemotactically.

GO:0035329|hippo
signaling;GO:00160
55|Wnt signaling
pathway;

GO:0016324|apical
plasma
membrane;GO:0005
923|bicellular tight
junction;GO:003141
0|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0055037
|recycling
endosome;

. . .

ENSG00000114062 15 16 19 12 13.15374047 12 9 6 8 1.434608874 0.003419759 0.016442546 up yes UBE3A protein_coding chr15:25333728-
25439056:-

gi|19718766|ref|NP_
000453.2| 4383 0

ubiquitin-protein
ligase E3A isoform
2 [Homo sapiens]

gi|426378363|ref|X
M_004055851.1| 7608 0

PREDICTED:
Gorilla gorilla
gorilla ubiquitin
protein ligase E3A,
transcript variant 1
(UBE3A), mRNA

O08759 97.4 2.00E-22 Ubiquitin-protein
ligase E3A ECU04g0490 92.4 6.00E-18 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0030521|androg
en receptor
signaling
pathway;GO:000742
0|brain
development;GO:00
01541|ovarian
follicle
development;GO:00
14068|positive
regulation of
phosphatidylinositol
3-kinase
signaling;GO:00313
98|positive
regulation of
protein
ubiquitination;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00607
36|prostate gland
growth;GO:0051865
|protein
autoubiquitination;
GO:0070936|protein
K48-linked
ubiquitination;GO:0
006508|proteolysis;
GO:0042752|regulati
on of circadian
rhythm;GO:2000058
|regulation of

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;GO:0000502|p
roteasome complex;

GO:0046872|metal
ion
binding;GO:000371
3|transcription
coactivator
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K10587

UBE3A, E6AP;
ubiquitin-protein
ligase E3 A
[EC:2.3.2.26]



ENSG00000114098 6 13 11 9 10.46636664 14 13 13 7 0.276390434 0.568309351 0.682757809 up no ARMC8 protein_coding chr3:138187248-
138298389:+

gi|578807221|ref|XP
_006713627.1| 3581 0

PREDICTED:
armadillo repeat-
containing protein 8
isoform X2 [Homo
sapiens]

gi|537361064|ref|N
M_001267041.2| 4728 0

Homo sapiens
armadillo repeat
containing 8
(ARMC8),
transcript variant 4,
mRNA

Q2KI54 250 1.00E-69 Armadillo repeat-
containing protein 8 SPAC26H5.04 89 6.00E-17 COG5369 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030521|androg
en receptor
signaling
pathway;GO:000154
1|ovarian follicle
development;GO:00
14068|positive
regulation of
phosphatidylinositol
3-kinase
signaling;GO:00313
98|positive
regulation of
protein
ubiquitination;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00607
36|prostate gland
growth;GO:0051865
|protein
autoubiquitination;
GO:0070936|protein
K48-linked
ubiquitination;GO:0
016567|protein
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:004275

GO:0005829|cytosol
;GO:0005634|nucleu
s;GO:0000502|prote
asome complex;

GO:0046872|metal
ion
binding;GO:000371
3|transcription
coactivator
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase activity;

. .

ENSG00000114120 0 0 0 2 1.618871084 5 5 3 1 -2.325765154 0.094532086 0.177574679 down no SLC25A36 protein_coding chr3:140941830-
140979933:+

gi|431916930|gb|EL
K16686.1| 1740 0

Solute carrier family
25 member 36
[Pteropus alecto]

gi|157388990|ref|N
M_018155.2| 4632 0

Homo sapiens
solute carrier family
25 (pyrimidine
nucleotide carrier),
member 36
(SLC25A36),
transcript variant 2,
mRNA

Q96CQ1 236 9.00E-76 Solute carrier family
25 member 36 . . . . pfam00153 Mito_carr Mitochondrial

carrier protein.

GO:0000002|mitoch
ondrial genome
maintenance;GO:00
07005|mitochondrio
n
organization;GO:00
06864|pyrimidine
nucleotide
transport;GO:00518
81|regulation of
mitochondrial
membrane
potential;GO:000641
2|translation;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
739|mitochondrion;

GO:0015218|pyrimi
dine nucleotide
transmembrane
transporter
activity;GO:0003735
|structural
constituent of
ribosome;

K15116

SLC25A33_36,
RIM2; solute carrier
family 25, member
33/36

ENSG00000114125 36 31 24 26 26.20136178 15 23 22 21 1.140591211 0.003561555 0.016985878 up yes RNF7 protein_coding chr3:141738204-
141747560:+

gi|403304060|ref|XP
_003942631.1| 512 1.00E-57

PREDICTED:
RING-box protein 2
isoform X1 [Saimiri
boliviensis
boliviensis]

gi|22003982|gb|AC1
12771.6| 2403 0

Homo sapiens 3
BAC RP11-144C9
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q6NY19 73.2 4.00E-14

KN motif and
ankyrin repeat
domain-containing
protein 3

SPAC23H4.18c 95.9 6.00E-22 COG5194 pfam12678 zf-rbx1

RING-H2 zinc
finger. There are 8
cysteine/ histidine
residues which are
proposed to be the
conserved residues
involved in zinc
binding. The
protein, of which
this domain is the
conserved region,
participates in
diverse functions
relevant to
chromosome
metabolizm and cell
cycle control.

GO:0046777|protein
autophosphorylatio
n;GO:0022400|regul
ation of rhodopsin
mediated signaling
pathway;GO:000716
5|signal
transduction;GO:00
07601|visual
perception;

GO:0097381|photor
eceptor disc
membrane;

GO:0005524|ATP
binding;GO:000470
3|G-protein coupled
receptor kinase
activity;GO:0050254
|rhodopsin kinase
activity;

K10611
RBX2, ROC2,
RNF7; RING-box
protein 2

ENSG00000114127 0 0 0 1 0.203596351 0 0 0 1 0.569016626 0.866491527 NA up no XRN1 protein_coding chr3:142306607-
142448062:-

gi|110624792|ref|NP
_061874.3| 8616 0

5'-3'
exoribonuclease 1
isoform a [Homo
sapiens]

gi|544583594|ref|N
M_019001.4| 10143 0

Homo sapiens 5'-3'
exoribonuclease 1
(XRN1), transcript
variant 1, mRNA

P97789 262 2.00E-78 5'-3'
exoribonuclease 1 SPAC17A5.14 423 9.00E-121 COG5049 pfam03159 XRN_N

XRN 5 -3
exonuclease N-
terminus. This
family aligns
residues towards the
N-terminus of
several proteins
with multiple
functions. The
members of this
family all appear to
possess 5'-3'
exonuclease activity
EC:3.1.11.-. Thus,
the aligned region
may be necessary
for 5' to 3'
exonuclease
function. The
family also contains
several Xrn1 and
Xrn2 proteins. The
5'-3'
exoribonucleases
Xrn1p and
Xrn2p/Rat1p
function in the
degradation and
processing of
several classes of
RNA in
Saccharomyces
cerevisiae. Xrn1p is
the main enzyme
catalyzing

GO:0006977|DNA
damage response,
signal transduction
by p53 class
mediator resulting
in cell cycle
arrest;GO:0007507|h
eart
development;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:000566
7|transcription
factor complex;

GO:0003677|DNA
binding;GO:001990
4|protein domain
specific
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000371
2|transcription
cofactor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000813
4|transcription
factor binding;

K12618

XRN1, SEP1,
KEM1; 5'-3'
exoribonuclease 1
[EC:3.1.13.-]

ENSG00000114209 74 48 74 33 46.06640404 18 15 31 22 2.10833885 2.32E-05 0.000352788 up yes PDCD10 protein_coding chr3:167683298-
167734939:-

gi|20127517|ref|NP_
009148.2| 1108 1.00E-144

programmed cell
death protein 10
[Homo sapiens]

gi|426342787|ref|X
M_004037967.1| 2033 0

PREDICTED:
Gorilla gorilla
gorilla programmed
cell death 10,
transcript variant 2
(PDCD10), mRNA

Q5ZIV5 103 4.00E-25 Programmed cell
death protein 10 . . . . pfam06840 DUF1241

Protein of unknown
function
(DUF1241). This
family consists of
several programmed
cell death 10 protein
(PDCD10 or
TFAR15)
sequences. The
function of this
family is unknown.

GO:0001525|angiog
enesis;GO:0051683|
establishment of
Golgi
localization;GO:009
0168|Golgi
reassembly;GO:003
6481|intrinsic
apoptotic signaling
pathway in response
to hydrogen
peroxide;GO:00430
66|negative
regulation of
apoptotic
process;GO:190358
8|negative
regulation of blood
vessel endothelial
cell proliferation
involved in
sprouting
angiogenesis;GO:00
90051|negative
regulation of cell
migration involved
in sprouting
angiogenesis;GO:00
10629|negative
regulation of gene
expression;GO:0030
335|positive
regulation of cell
migration;GO:00082
84|positive

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0005
886|plasma
membrane;

GO:0042803|protein
homodimerization
activity;GO:0019901
|protein kinase
binding;GO:004748
5|protein N-
terminus binding;

K18269
PDCD10;
programmed cell
death protein 10

ENSG00000114270 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no COL7A1 protein_coding chr3:48564073-
48595267:-

gi|4502961|ref|NP_0
00085.1| 6518 0

collagen alpha-
1(VII) chain
precursor [Homo
sapiens]

gi|987124|gb|L02870
.1|HUMCOL7A1 9230 0

Human alpha-1 type
VII collagen
(COL7A1) mRNA,
complete cds

Q02388 177 5.00E-48 Collagen alpha-
1(VII) chain . . . . pfam00092 VWA

von Willebrand
factor type A
domain.

GO:0007155|cell
adhesion;GO:00305
74|collagen
catabolic
process;GO:004820
8|COPII vesicle
coating;GO:0035987
|endodermal cell
differentiation;GO:0
008544|epidermis
development;GO:00
06888|ER to Golgi
vesicle-mediated
transport;GO:00301
98|extracellular
matrix organization;

GO:0005604|baseme
nt
membrane;GO:0005
590|collagen type
VII
trimer;GO:0005788|
endoplasmic
reticulum
lumen;GO:0033116|
endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:0030
134|ER to Golgi
transport
vesicle;GO:0005576|
extracellular
region;GO:0005615|
extracellular
space;GO:0000139|
Golgi membrane;

GO:0004867|serine-
type endopeptidase
inhibitor activity;

K16628 COL7A; collagen,
type VII, alpha

ENSG00000114279 6 14 7 11 18.58965749 36 29 23 45 -1.283631437 0.001777944 0.010322781 down yes FGF12 protein_coding chr3:192139395-
192767764:-

gi|11136630|ref|NP_
066360.1| 1259 7.00E-163

fibroblast growth
factor 12 isoform 1
[Homo sapiens]

gi|315113876|ref|N
M_004113.5| 5406 0

Homo sapiens
fibroblast growth
factor 12 (FGF12),
transcript variant 2,
mRNA

P61150 217 1.00E-68 Fibroblast growth
factor 12 . . . . pfam00167 FGF

Fibroblast growth
factor. Fibroblast
growth factors are a
family of proteins
involved in growth
and differentiation
in a wide range of
contexts. They are
found in a wide
range of organisms,
from nematodes to
humans. Most share
an internal core
region of high
similarity,
conserved residues
in which are
involved in binding
with their receptors.
On binding, they
cause dimerization
of their tyrosine
kinase receptors
leading to
intracellular
signalling. There are
currently four
known tyrosine
kinase receptors for
fibroblast growth
factors. These
receptors can each
bind several
different members
of this family

GO:0008344|adult
locomotory
behavior;GO:00072
68|synaptic
transmission;GO:00
08543|fibroblast
growth factor
receptor signaling
pathway;GO:200125
8|negative
regulation of cation
channel
activity;GO:0050905
|neuromuscular
process;GO:001076
5|positive regulation
of sodium ion
transport;GO:00032
54|regulation of
membrane
depolarization;GO:0
098908|regulation of
neuronal action
potential;GO:190230
5|regulation of
sodium ion
transmembrane
transport;GO:20006
49|regulation of
sodium ion
transmembrane
transporter activity;

GO:0005634|nucleu
s;

GO:0044325|ion
channel
binding;GO:001708
0|sodium channel
regulator activity;

K04358 FGF; fibroblast
growth factor



ENSG00000114315 0 2 0 0 0.746590391 2 1 0 2 -0.762985586 0.672531816 NA down no HES1 protein_coding chr3:194136145-
194138732:+

gi|5031763|ref|NP_0
05515.1| 1142 4.00E-151

transcription factor
HES-1 [Homo
sapiens]

gi|426343359|ref|X
M_004038230.1| 1548 0

PREDICTED:
Gorilla gorilla
gorilla hairy and
enhancer of split 1,
(Drosophila)
(HES1), mRNA

Q04666 63.2 5.00E-10 Transcription factor
HES-1 . . . . pfam07527 Hairy_orange

Hairy Orange. The
Orange domain is
found in the
Drosophila proteins
Hesr-1, Hairy, and
Enhancer of Split.
The Orange domain
is proposed to
mediate specific
protein-protein
interaction between
Hairy and Scute.

GO:0071398|cellular
response to fatty
acid;GO:0071347|cel
lular response to
interleukin-
1;GO:1990090|cellul
ar response to nerve
growth factor
stimulus;GO:007135
6|cellular response
to tumor necrosis
factor;GO:0021861|f
orebrain radial glial
cell
differentiation;GO:0
035315|hair cell
differentiation;GO:0
090281|negative
regulation of
calcium ion
import;GO:2000978|
negative regulation
of forebrain neuron
differentiation;GO:0
010629|negative
regulation of gene
expression;GO:0060
253|negative
regulation of glial
cell
proliferation;GO:00
50768|negative
regulation of
neurogenesis;GO:00
10977|negative

GO:0000785|chrom
atin;GO:0016363|nu
clear
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:007088
8|E-box
binding;GO:000843
2|JUN kinase
binding;GO:007182
0|N-box
binding;GO:003240
3|protein complex
binding;GO:004280
3|protein
homodimerization
activity;GO:0043565
|sequence-specific
DNA
binding;GO:000813
4|transcription
factor
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K06054 HES1; hairy and
enhancer of split 1

ENSG00000114353 0 0 1 4 1.702368749 6 3 0 2 -0.747868029 0.583882566 0.696167675 down no GNAI2 protein_coding chr3:50226292-
50259355:+

gi|4504041|ref|NP_0
02061.1| 1901 0

guanine nucleotide-
binding protein G(i)
subunit alpha-2
isoform 1 [Homo
sapiens]

gi|34533292|dbj|AK
126708.1| 3880 0

Homo sapiens
cDNA FLJ44754 fis,
clone
BRACE3030748,
highly similar to
Guanine nucleotide-
binding protein
G(i), alpha-2
subunit

P04899 634 0
Guanine nucleotide-
binding protein G(i)
subunit alpha-2

. . . . pfam00503 G-alpha

G-protein alpha
subunit. G proteins
couple receptors of
extracellular signals
to intracellular
signaling pathways.
The G protein alpha
subunit binds
guanyl nucleotide
and is a weak
GTPase. A set of
residues that are
unique to G-alpha
as compared to its
ancestor the Arf-
like family form a
ring of residues
centered on the
nucleotide binding
site. A Ggamma is
found fused to an
inactive Galpha in
the Dictyostelium
protein gbqA.

GO:0000186|activati
on of MAPKK
activity;GO:0001973
|adenosine receptor
signaling
pathway;GO:000719
3|adenylate cyclase-
inhibiting G-protein
coupled receptor
signaling
pathway;GO:000704
9|cell
cycle;GO:0051301|c
ell
division;GO:000828
3|cell
proliferation;GO:00
07213|G-protein
coupled
acetylcholine
receptor signaling
pathway;GO:000718
6|G-protein coupled
receptor signaling
pathway;GO:000721
4|gamma-
aminobutyric acid
signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
07194|negative
regulation of
adenylate cyclase
activity;GO:0050805

GO:0044297|cell
body;GO:0005813|c
entrosome;GO:0005
737|cytoplasm;GO:0
005829|cytosol;GO:
0030425|dendrite;G
O:0070062|extracell
ular
exosome;GO:19035
61|extracellular
vesicle;GO:0005834|
heterotrimeric G-
protein
complex;GO:001602
0|membrane;GO:00
45121|membrane
raft;GO:0030496|mi
dbody;GO:0005654|
nucleoplasm;GO:00
05886|plasma
membrane;

GO:0031683|G-
protein
beta/gamma-subunit
complex
binding;GO:000166
4|G-protein coupled
receptor
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0046872
|metal ion
binding;GO:000487
1|signal transducer
activity;

K04630

GNAI; guanine
nucleotide-binding
protein G(i) subunit
alpha

ENSG00000114354 0 0 0 1 0.602662588 1 1 1 2 -1.467823853 0.386956418 NA down no TFG protein_coding chr3:100709331-
100748966:+

gi|21361320|ref|NP_
006061.2| 1439 0

protein TFG
isoform 1 [Homo
sapiens]

gi|34529172|dbj|AK
123588.1| 3256 0

Homo sapiens
cDNA FLJ41594 fis,
clone
CTONG2023021,
highly  similar to
H.sapiens mRNA
for TFG protein

Q92734 122 6.00E-29 Protein TFG . . . . pfam00564 PB1 PB1 domain.

GO:0048208|COPII
vesicle
coating;GO:0043123
|positive regulation
of I-kappaB
kinase/NF-kappaB
signaling;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00001
39|Golgi membrane;

GO:0042802|identic
al protein
binding;GO:000487
1|signal transducer
activity;

K09292 TFG; protein TFG

ENSG00000114405 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no C3orf14 protein_coding chr3:62318973-
62336213:+

gi|10190736|ref|NP_
065736.1| 666 3.00E-86

uncharacterized
protein C3orf14
isoform a [Homo
sapiens]

gi|633257758|ref|N
M_020685.4| 3525 0

Homo sapiens
chromosome 3 open
reading frame 14
(C3orf14),
transcript variant 1,
mRNA

Q9HBI5 261 7.00E-87 Uncharacterized
protein C3orf14 . . . . pfam15134 DUF4570

Domain of
unknown function
(DUF4570). This
family of proteins is
functionally
uncharacterized.
This family of
proteins is found in
eukaryotes.

GO:0055114|oxidati
on-reduction
process;

GO:0016021|integral
component of
membrane;

GO:0046872|metal
ion binding; . .

ENSG00000114416 125 162 117 199 167.3008664 199 197 190 215 0.12785038 0.466417521 0.591022494 up no FXR1 protein_coding chr3:180868141-
180982753:+

gi|332818461|ref|XP
_001169084.2| 3401 0

PREDICTED:
fragile X mental
retardation
syndrome-related
protein 1 isoform
X4 [Pan
troglodytes]

gi|298231191|ref|N
M_005087.3| 8567 0

Homo sapiens
fragile X mental
retardation,
autosomal homolog
1 (FXR1), transcript
variant 1, mRNA

O70523 305 9.00E-97

Fragile X mental
retardation
syndrome-related
protein 1

. . . . pfam12235 FXR1P_C

Fragile X-related 1
protein C terminal.
This domain family
is found in
eukaryotes, and is
typically between
126 and 160 amino
acids in length. The
family is found in
association with
pfam05641,
pfam00013. This
family is the C
terminal region of
the fragile X related
1 protein FXR1P.
FXR1P contains
two KH domains
and a RGG box that
are characteristic
motifs in RNA-
binding proteins as
well as nuclear
localization and
export signals.
FXR1P is thought to
regulate mRNA
transport and
translation.

GO:0030154|cell
differentiation;GO:0
007517|muscle
organ
development;GO:00
17148|negative
regulation of
translation;GO:2000
637|positive
regulation of gene
silencing by
miRNA;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005844|po
lysome;

GO:0003729|mRNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0033592
|RNA strand
annealing activity;

K15516
FMR; fragile X
mental retardation
protein

ENSG00000114439 8 1 8 5 4.577317838 0 2 5 2 1.978342542 0.040178209 0.097415323 up no BBX protein_coding chr3:107522936-
107811324:+

gi|767927196|ref|XP
_011511300.1| 4209 0

PREDICTED: HMG
box transcription
factor BBX isoform
X3 [Homo sapiens]

gi|443497953|ref|N
M_020235.6| 8930 0

Homo sapiens
bobby sox homolog
(Drosophila)
(BBX), transcript
variant 2, mRNA

Q8WY36 211 4.00E-62
HMG box
transcription factor
BBX

. . . . pfam09667 DUF2028

Domain of
unknown function
(DUF2028). This
region of similarity
is found in the
vertebrate
homologues of the
drosophila Bobby
Sox.

GO:0060348|bone
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0003677|DNA
binding; . .

ENSG00000114757 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PEX5L protein_coding chr3:179794958-
180037053:-

gi|7706671|ref|NP_0
57643.1| 3256 0

PEX5-related
protein isoform 1
[Homo sapiens]

gi|377520112|ref|N
M_016559.2| 9082 0

Homo sapiens
peroxisomal
biogenesis factor 5-
like (PEX5L),
transcript variant 1,
mRNA

Q8IYB4 287 4.00E-92 PEX5-related
protein . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016560|protein
import into
peroxisome matrix,
docking;GO:004394
9|regulation of
cAMP-mediated
signaling;

GO:0005829|cytosol
;GO:0005778|peroxi
somal
membrane;GO:0043
235|receptor
complex;

GO:0005052|peroxis
ome matrix
targeting signal-1
binding;GO:000026
8|peroxisome
targeting sequence
binding;GO:003126
7|small GTPase
binding;

K13342 PEX5, PXR1;
peroxin-5

ENSG00000114770 1 3 1 0 3.354853222 11 6 4 5 -1.825043622 0.053145503 0.11843465 down no ABCC5 protein_coding chr3:183919934-
184018015:-

gi|544413002|ref|XP
_005546569.1| 7373 0

PREDICTED:
multidrug
resistance-
associated protein 5
isoform X1 [Macaca
fascicularis]

gi|66529004|ref|NM
_005688.2| 5845 0

Homo sapiens ATP-
binding cassette,
sub-family C
(CFTR/MRP),
member 5
(ABCC5), transcript
variant 1, mRNA

O15440 286 9.00E-88
Multidrug
resistance-
associated protein 5

YDR135c 616 0 COG1132 pfam00005 ABC_tran

ABC transporter.
ABC transporters
for a large family of
proteins responsible
for translocation of
a variety of
compounds across
biological
membranes. ABC
transporters are the
largest family of
proteins in many
completely
sequenced bacteria.
ABC transporters
are composed of
two copies of this
domain and two
copies of a
transmembrane
domain pfam00664.
These four domains
may belong to a
single polypeptide
or belong in
different
polypeptide chains.

GO:0030213|hyalur
onan biosynthetic
process;GO:005508
5|transmembrane
transport;GO:00068
10|transport;

GO:0005887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0005524|ATP
binding;GO:004322
5|anion
transmembrane-
transporting ATPase
activity;GO:0008514
|organic anion
transmembrane
transporter activity;

K05668

ABCC5; ATP-
binding cassette,
subfamily C
(CFTR/MRP),
member 5

ENSG00000114784 44 41 44 57 45.70302468 42 51 43 43 0.62451193 0.027087722 0.072793011 up no EIF1B protein_coding chr3:40309684-
40312424:+

gi|440909886|gb|EL
R59745.1| 526 2.00E-63

Eukaryotic
translation initiation
factor 1b, partial
[Bos mutus]

gi|49574539|ref|NM
_005875.2| 1010 0

Homo sapiens
eukaryotic
translation initiation
factor 1B (EIF1B),
mRNA

P61220 202 6.00E-63
Eukaryotic
translation initiation
factor 1b

YNL244c 121 1.00E-32 COG0023 pfam01253 SUI1
Translation
initiation factor
SUI1.

. .

GO:0044822|poly(A
) RNA
binding;GO:000374
3|translation
initiation factor
activity;

K03113
EIF1, SUI1;
translation initiation
factor 1

ENSG00000114796 0 0 0 0 0.696409719 4 1 0 2 -2.678105241 0.182220643 NA down no KLHL24 protein_coding chr3:183635568-
183684477:+

gi|26381170|dbj|BA
B29759.2| 3238 0

unnamed protein
product [Mus
musculus]

gi|530374819|ref|X
M_005247552.1| 7380 0

PREDICTED:
Homo sapiens
kelch-like family
member 24
(KLHL24),
transcript variant
X1, mRNA

Q56A24 242 4.00E-75 Kelch-like protein
24 . . . . pfam07707 BACK

BTB And C-
terminal Kelch. This
domain is found
associated with
pfam00651 and
pfam01344. The
BACK domain is
found juxtaposed to
the BTB domain;
they are separated
by as little as two
residues. This
family appears to be
closely related to the
BTB domain (Finn
RD, personal
observation).

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K10461 KLHL24_35; kelch-
like protein 24/35



ENSG00000114857 0 0 1 1 0.888335228 2 1 2 1 -1.049867302 0.478991258 NA down no NKTR protein_coding chr3:42600614-
42648741:+

gi|530372543|ref|XP
_005265230.1| 4462 0

PREDICTED: NK-
tumor recognition
protein isoform X1
[Homo sapiens]

gi|61676206|ref|NM
_005385.3| 7302 0

Homo sapiens
natural killer cell
triggering receptor
(NKTR), mRNA

P30414 1485 0 NK-tumor
recognition protein YLR216c_1 177 2.00E-48 COG0652 pfam00160 Pro_isomerase

Cyclophilin type
peptidyl-prolyl cis-
trans
isomerase/CLD. The
peptidyl-prolyl cis-
trans isomerases,
also known as
cyclophilins, share
this domain of
about 109 amino
acids. Cyclophilins
have been found in
all organisms
studied so far and
catalyse peptidyl-
prolyl isomerization
during which the
peptide bond
preceding proline
(the peptidyl-prolyl
bond) is stabilized
in the cis
conformation.
Mammalian
cyclophilin A
(CypA) is a major
cellular target for
the
immunosuppressive
drug cyclosporin A
(CsA). Other roles
for cyclophilins
may include
chaperone and cell
signalling function

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K12740 NKTR; NK-tumor
recognition protein

ENSG00000114859 0 0 0 0 0.300942813 1 0 1 1 -1.464893049 0.554339694 NA down no CLCN2 protein_coding chr3:184346185-
184361651:-

gi|156104869|ref|NP
_004357.3| 4271 0

chloride channel
protein 2 isoform 1
[Homo sapiens]

gi|379642986|ref|N
M_004366.5| 3290 0

Homo sapiens
chloride channel,
voltage-sensitive 2
(CLCN2), transcript
variant 1, mRNA

P35525 145 4.00E-40 Chloride channel
protein 2 SPBC887.02 125 8.00E-29 COG0038 pfam00654 Voltage_CLC

Voltage gated
chloride channel.
This family of ion
channels contains
10 or 12
transmembrane
helices. Each
protein forms a
single pore. It has
been shown that
some members of
this family form
homodimers. In
terms of primary
structure, they are
unrelated to known
cation channels or
other types of anion
channels. Three ClC
subfamilies are
found in animals.
ClC-1 is involved in
setting and restoring
the resting
membrane potential
of skeletal muscle,
while other
channels play
important parts in
solute concentration
mechanisms in the
kidney. These
proteins contain two
pfam00571
domains

GO:0006821|chlorid
e
transport;GO:00303
24|lung
development;

GO:0015629|actin
cytoskeleton;GO:00
34707|chloride
channel
complex;GO:003042
5|dendrite;GO:0043
204|perikaryon;GO:
0005886|plasma
membrane;

GO:0005247|voltage
-gated chloride
channel activity;

K05011 CLCN2; chloride
channel 2

ENSG00000114861 2 1 1 3 4.489390883 12 11 2 10 -1.784052384 0.034139276 0.087027582 down no FOXP1 protein_coding chr3:70954693-
71583989:-

gi|348605233|ref|NP
_001231744.1| 2707 0

forkhead box
protein P1 isoform
8 [Homo sapiens]

gi|348605222|ref|N
M_001244810.1| 7140 0

Homo sapiens
forkhead box P1
(FOXP1), transcript
variant 4, mRNA

A4IFD2 366 1.00E-120 Forkhead box
protein P1 SPBC32H8.11 84 2.00E-15 COG5025 pfam00250 Fork_head Fork head domain.

GO:0060689|cell
differentiation
involved in salivary
gland
development;GO:19
02476|chloride
transmembrane
transport;GO:00342
20|ion
transmembrane
transport;GO:00600
41|retina
development in
camera-type
eye;GO:0006810|tra

GO:0034707|chlorid
e channel
complex;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0031404|chlorid
e ion
binding;GO:000524
7|voltage-gated
chloride channel
activity;

K09409 FOXP; forkhead
box protein P

ENSG00000114867 0 0 1 1 4.549096624 16 19 1 7 -3.876135207 0.002440781 0.012839988 down yes EIF4G1 protein_coding chr3:184314495-
184335358:+

gi|68533081|dbj|BA
E06095.1| 6244 0

EIF4G1 variant
protein [Homo
sapiens]

gi|302699236|ref|N
M_182917.4| 5664 0

Homo sapiens
eukaryotic
translation initiation
factor 4 gamma, 1
(EIF4G1), transcript
variant 1, mRNA

Q04637 158 8.00E-43
Eukaryotic
translation initiation
factor 4 gamma 1

. . . . pfam02854 MIF4G

MIF4G domain.
MIF4G is named
after Middle domain
of eukaryotic
initiation factor 4G
(eIF4G). Also
occurs in NMD2p
and CBP80. The
domain is rich in
alpha-helices and
may contain
multiple alpha-
helical repeats. In
eIF4G, this domain
binds eIF4A, eIF3,
RNA and DNA.

GO:0001662|behavi
oral fear
response;GO:00001
84|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0000289|
nuclear-transcribed
mRNA poly(A) tail
shortening;GO:0045
666|positive
regulation of
neuron
differentiation;GO:0
043488|regulation of
mRNA
stability;GO:000644
6|regulation of
translational
initiation;GO:00064
13|translational
initiation;GO:00160
32|viral process;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
16281|eukaryotic
translation initiation
factor 4F
complex;GO:001602
0|membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00081
90|eukaryotic
initiation factor 4E
binding;GO:004482
2|poly(A) RNA
binding;GO:000813
5|translation factor
activity, RNA
binding;GO:000374
3|translation
initiation factor
activity;

K03260 EIF4G; translation
initiation factor 4G

ENSG00000114902 1 0 2 1 0.86535193 1 0 1 0 1.63473914 0.334293073 NA up no SPCS1 protein_coding chr3:52704955-
52711146:+

gi|193290128|ref|NP
_054760.3| 773 2.00E-91

signal peptidase
complex subunit 1
[Homo sapiens]

gi|20163086|gb|AC1
04446.2| 3461 0

Homo sapiens
chromosome 3
clone RP11-
447A21, complete
sequence

Q5RF96 218 4.00E-70 Signal peptidase
complex subunit 1 . . . . pfam06645 SPC12

Microsomal signal
peptidase 12 kDa
subunit (SPC12).
This family consists
of several
microsomal signal
peptidase 12 kDa
subunit proteins.
Translocation of
polypeptide chains
across the
endoplasmic
reticulum (ER)
membrane is
triggered by signal
sequences.
Subsequently,
signal recognition
particle interacts
with its membrane
receptor and the
ribosome-bound
nascent chain is
targeted to the ER
where it is
transferred into a
protein-conducting
channel. At some
point, a second
signal sequence
recognition event
takes place in the
membrane and
translocation of the
nascent chain

GO:0006465|signal
peptide processing;

GO:0016021|integral
component of
membrane;GO:0031
090|organelle
membrane;GO:0005
787|signal peptidase
complex;

GO:0008233|peptida
se activity; K12946

SPCS1; signal
peptidase complex
subunit 1 [EC:3.4.-.-
]

ENSG00000114923 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SLC4A3 protein_coding chr2:219627327-
219641980:+

gi|530370828|ref|XP
_005246846.1| 5191 0

PREDICTED: anion
exchange protein 3
isoform X1 [Homo
sapiens]

gi|157671952|ref|N
M_201574.2| 4235 0

Homo sapiens
solute carrier family
4 (anion
exchanger), member
3 (SLC4A3),
transcript variant 2,
mRNA

B1MTL0 162 4.00E-43 Anion exchange
protein 3 . . . . pfam00955 HCO3_cotransp

HCO3- transporter
family. This family
contains Band 3
anion exchange
proteins that
exchange CL-
/HCO3-. This family
also includes
cotransporters of
Na+/HCO3-.

GO:0015701|bicarb
onate
transport;GO:19024
76|chloride
transmembrane
transport;GO:00514
53|regulation of
intracellular
pH;GO:0006810|tran
sport;

GO:0005887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0015301|anion:a
nion antiporter
activity;GO:0005452
|inorganic anion
exchanger activity;

K13856

SLC4A3, AE3;
solute carrier family
4 (anion
exchanger), member
3

ENSG00000114933 8 11 9 1 6.195847861 4 2 6 3 1.601410098 0.042769628 0.101849211 up no INO80D protein_coding chr2:205993721-
206086303:-

gi|148539591|ref|NP
_060229.3| 4395 0

INO80 complex
subunit D [Homo
sapiens]

gi|148539590|ref|N
M_017759.4| 14136 0

Homo sapiens
INO80 complex
subunit D
(INO80D), mRNA

Q53TQ3 919 0 INO80 complex
subunit D . . . . pfam13891 zf-C3Hc3H

Potential DNA-
binding domain.
This domain is
likely to be the
DNA-binding
domain of
chromatin re-
modelling proteins
and helicases.

GO:0006310|DNA
recombination;GO:0
006281|DNA
repair;GO:0006355|r
egulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s; . K11668 INO80D; INO80

complex subunit D

ENSG00000114978 0 0 0 2 1.016318163 3 1 2 2 -1.525075945 0.310798849 0.438299595 down no MOB1A protein_coding chr2:74152528-
74178898:-

gi|148666661|gb|ED
K99077.1| 1178 7.00E-146

MOB1, Mps One
Binder kinase
activator-like 1B
(yeast), isoform
CRA_b, partial
[Mus musculus]

gi|197099255|ref|N
M_001132280.1| 4459 0

Pongo abelii MOB
kinase activator 1A
(MOB1A), mRNA

Q3T1J9 296 1.00E-94 MOB kinase
activator 1A . . . . pfam03637 Mob1_phocein

Mob1/phocein
family. Mob1 is an
essential
Saccharomyces
cerevisiae protein,
identified from a
two-hybrid screen,
that binds Mps1p, a
protein kinase
essential for spindle
pole body
duplication and
mitotic checkpoint
regulation. Mob1
contains no known
structural motifs;
however MOB1 is a
member of a
conserved gene
family and shares
sequence similarity
with a nonessential
yeast gene, MOB2.
Mob1 is a
phosphoprotein in
vivo and a substrate
for the Mps1p
kinase in vitro.
Conditional alleles
of MOB1 cause a
late nuclear division
arrest at restrictive
temperature. This
family also includes
phocein a rat

GO:0035329|hippo
signaling;

GO:0070062|extrace
llular
exosome;GO:00056
22|intracellular;

GO:0046872|metal
ion binding; K06685 MOB1, Mats; MOB

kinase activator 1



ENSG00000114988 0 1 0 0 0.331331625 1 0 1 0 -0.171286606 0.94516951 NA down no LMAN2L protein_coding chr2:96705929-
96740064:-

gi|817330369|ref|XP
_012292216.1| 1792 0

PREDICTED:
VIP36-like protein
isoform X1 [Aotus
nancymaae]

gi|214010241|ref|N
M_030805.3| 2397 0

Homo sapiens
lectin, mannose-
binding 2-like
(LMAN2L),
transcript variant 2,
mRNA

Q9H0V9 293 2.00E-97 VIP36-like protein . . . . pfam03388 Lectin_leg-like

Legume-like lectin
family. Lectins are
structurally diverse
proteins that bind to
specific
carbohydrates. This
family includes the
VIP36 and ERGIC-
53 lectins. These
two proteins were
the first recognized
members of a
family of animal
lectins similar (19-
24%) to the
leguminous plant
lectins. The
alignment for this
family aligns
residues lying
towards the N-
terminus, where the
similarity of VIP36
and ERGIC-53 is
greatest. However,
while Fiedler and
Simons identified
these proteins as a
new family of
animal lectins, our
alignment also
includes yeast
sequences. ERGIC-
53 is a 53kD
protein localized to

GO:0007029|endopl
asmic reticulum
organization;GO:00
06888|ER to Golgi
vesicle-mediated
transport;GO:00070
30|Golgi
organization;GO:00
06457|protein
folding;GO:0015031
|protein transport;

GO:0005789|endopl
asmic reticulum
membrane;GO:0005
793|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
30134|ER to Golgi
transport
vesicle;GO:0005794|
Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0005537|manno
se
binding;GO:004687
2|metal ion binding;

K10083
LMAN2L, VIPL;
lectin, mannose-
binding 2-like

ENSG00000115020 0 0 0 0 2.581787637 12 9 0 5 -4.568537111 0.003671309 0.017272068 down yes PIKFYVE protein_coding chr2:208266267-
208358751:+

gi|121583483|ref|NP
_055855.2| 10907 0

1-
phosphatidylinositol
3-phosphate 5-
kinase isoform 2
[Homo sapiens]

gi|121583482|ref|N
M_015040.3| 9883 0

Homo sapiens
phosphoinositide
kinase, FYVE finger
containing
(PIKFYVE),
transcript variant 2,
mRNA

Q9Y2I7 222 3.00E-59

1-
phosphatidylinositol
3-phosphate 5-
kinase

YFR019w_2 142 1.00E-33 COG0459 pfam01504 PIP5K

Phosphatidylinositol
-4-phosphate 5-
Kinase. This family
contains a region
from the common
kinase core found
in the type I
phosphatidylinositol
-4-phosphate 5-
kinase (PIP5K)
family as described
in. The family
consists of various
type I, II and III
PIP5K enzymes.
PIP5K catalyses the
formation of
phosphoinositol-
4,5-bisphosphate
via the
phosphorylation of
phosphatidylinositol
-4-phosphate a
precursor in the
phosphinositide
signaling pathway.

GO:0035556|intracel
lular signal
transduction;GO:00
32288|myelin
assembly;GO:19045
62|phosphatidylinos
itol 5-phosphate
metabolic
process;GO:000666
1|phosphatidylinosit
ol biosynthetic
process;GO:003450
4|protein
localization to
nucleus;GO:200078
5|regulation of
autophagosome
assembly;GO:00421
47|retrograde
transport, endosome
to Golgi;

GO:0005911|cell-
cell
junction;GO:003141
0|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0031901
|early endosome
membrane;GO:0010
008|endosome
membrane;GO:0000
139|Golgi
membrane;GO:0031
902|late endosome
membrane;GO:0045
121|membrane
raft;GO:0048471|per
inuclear region of
cytoplasm;GO:0012
506|vesicle
membrane;

GO:0000285|1-
phosphatidylinositol
-3-phosphate 5-
kinase
activity;GO:0016308
|1-
phosphatidylinositol
-4-phosphate 5-
kinase
activity;GO:0005524
|ATP
binding;GO:004381
3|phosphatidylinosit
ol-3,5-bisphosphate
5-phosphatase
activity;GO:0008270
|zinc ion binding;

K00921

PIKFYVE, FAB1;
1-
phosphatidylinositol
-3-phosphate 5-
kinase
[EC:2.7.1.150]

ENSG00000115053 4 1 1 1 1.406497324 0 0 1 1 2.503057496 0.095752305 0.178545651 up no NCL protein_coding chr2:231453531-
231483641:-

gi|795242280|ref|XP
_011853466.1| 1819 0

PREDICTED:
nucleolin isoform
X2 [Mandrillus
leucophaeus]

gi|34536028|dbj|AK
128584.1| 3961 0

Homo sapiens
cDNA FLJ46743 fis,
clone
TRACH3021778,
moderately  similar
to Nucleolin

P19338 48.1 6.00E-06 Nucleolin . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

.

GO:0005737|cytopla
sm;GO:0030529|rib
onucleoprotein
complex;GO:000573
0|nucleolus;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA
binding;GO:004216
2|telomeric DNA
binding;

K11294 NCL, NSR1;
nucleolin

ENSG00000115091 1 11 8 21 14.40679421 28 24 14 26 -0.736519108 0.160163163 0.269421755 down no ACTR3 protein_coding chr2:113889960-
113962596:+

gi|795143575|ref|XP
_011793093.1| 2244 0

PREDICTED: actin-
related protein 3
isoform X1
[Colobus angolensis
palliatus]

gi|21733355|emb|AL
832773.1| 5943 0

Homo sapiens
mRNA; cDNA
DKFZp686C117
(from clone
DKFZp686C117)

Q4V7C7 371 9.00E-126 Actin-related
protein 3 SPAC630.03 488 3.00E-154 COG5277 pfam00022 Actin Actin.

GO:0034314|Arp2/3
complex-mediated
actin
nucleation;GO:0008
356|asymmetric cell
division;GO:006027
1|cilium
morphogenesis;GO:
0007163|establishme
nt or maintenance
of cell
polarity;GO:001634
4|meiotic
chromosome
movement towards
spindle
pole;GO:0033206|m
eiotic
cytokinesis;GO:005
1653|spindle
localization;

GO:0005885|Arp2/3
protein
complex;GO:000590
3|brush
border;GO:0005911|
cell-cell
junction;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00300
27|lamellipodium;G
O:0016020|membra
ne;

GO:0005524|ATP
binding;GO:000520
0|structural
constituent of
cytoskeleton;

K18584
ACTR3, ARP3;
actin-related protein
3

ENSG00000115129 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no TP53I3 protein_coding chr2:24077433-
24085861:-

gi|119390448|pdb|2J
8Z|A 1744 0

Chain A, Crystal
Structure Of Human
P53 Inducible
Oxidoreductase (
Tp53i3,Pig3)

gi|332205878|ref|N
M_004881.4| 1998 0

Homo sapiens
tumor protein p53
inducible protein 3
(TP53I3), transcript
variant 1, mRNA

Q53FA7 237 3.00E-115
Quinone
oxidoreductase
PIG3

mll3767 256 5.00E-79 COG0604 pfam00107 ADH_zinc_N Zinc-binding
dehydrogenase.

GO:0006739|NADP
metabolic
process;GO:004298
1|regulation of
apoptotic process;

GO:0005829|cytosol
;GO:0070062|extrac
ellular exosome;

GO:0070402|NADP
H
binding;GO:000396
0|NADPH:quinone
reductase
activity;GO:0042803
|protein
homodimerization
activity;GO:0048038
|quinone
binding;GO:000827
0|zinc ion binding;

K10133

TP53I3; tumor
protein p53-
inducible protein 3
[EC:1.-.-.-]

ENSG00000115145 0 1 0 1 0.330167228 0 0 0 1 1.211179746 0.623679415 NA up no STAM2 protein_coding chr2:152116801-
152175992:-

gi|188219625|ref|NP
_005834.4| 2826 0

signal transducing
adapter molecule 2
[Homo sapiens]

gi|16418266|gb|AC0
79790.6| 4004 0

Homo sapiens BAC
clone RP11-484E6
from 2, complete
sequence

O75886 274 7.00E-91 Signal transducing
adapter molecule 2 . . . . pfam00790 VHS

VHS domain.
Domain present in
VPS-27, Hrs and
STAM.

GO:0006914|autoph
agy;GO:0016197|en
dosomal
transport;GO:00068
86|intracellular
protein
transport;GO:00362
58|multivesicular
body
assembly;GO:00420
59|negative
regulation of
epidermal growth
factor receptor
signaling pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0031901|ea
rly endosome
membrane;GO:0033
565|ESCRT-0
complex;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;

. K04705
STAM; signal
transducing adaptor
molecule

ENSG00000115183 0 0 0 0 0.500546778 2 1 1 1 -2.199390819 0.240749772 NA down no TANC1 protein_coding chr2:158968671-
159232659:+

gi|530371093|ref|XP
_005246975.1| 8904 0

PREDICTED:
protein TANC1
isoform X8 [Homo
sapiens]

gi|34367397|emb|BX
648238.1| 7511 0

Homo sapiens
mRNA; cDNA
DKFZp686H11108
(from clone
DKFZp686H11108)

Q9C0D5 162 7.00E-40 Protein TANC1 all2748 137 8.00E-33 COG0666 pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0097062|dendrit
ic spine
maintenance;GO:00
07520|myoblast
fusion;GO:0008542|
visual learning;

GO:0043679|axon
terminus;GO:00300
54|cell
junction;GO:003042
5|dendrite;GO:0043
025|neuronal cell
body;GO:0014069|p
ostsynaptic
density;GO:0045211
|postsynaptic
membrane;

. . .

ENSG00000115216 4 12 9 22 18.93567371 34 36 28 29 -0.960744041 0.015563045 0.049122628 down no NRBP1 protein_coding chr2:27427790-
27442259:+

gi|297265664|ref|XP
_001097198.2| 2478 0

PREDICTED:
nuclear receptor-
binding protein
isoform 7 [Macaca
mulatta]

gi|34527852|dbj|AK
122664.1| 2880 0

Homo sapiens
cDNA FLJ16100 fis,
clone
TESTI2013163,
highly similar to
Nuclear receptor-
binding protein

Q4R8X0 512 1.00E-170 Nuclear receptor-
binding protein . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00355
56|intracellular
signal
transduction;GO:00
06468|protein
phosphorylation;

GO:0005938|cell
cortex;GO:0005829|
cytosol;GO:0012505
|endomembrane
system;GO:0030027|
lamellipodium;GO:0
016020|membrane;G
O:0048471|perinucl
ear region of
cytoplasm;

GO:0042803|protein
homodimerization
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K08875
NRBP; nuclear
receptor-binding
protein

ENSG00000115226 0 1 0 0 0.228051418 1 0 0 0 0.569016491 0.861660548 NA up no FNDC4 protein_coding chr2:27491883-
27495245:-

gi|12383064|ref|NP_
073734.1| 1213 4.00E-162

fibronectin type III
domain-containing
protein 4 precursor
[Homo sapiens]

gi|218777822|ref|N
M_022823.2| 1657 0

Homo sapiens
fibronectin type III
domain containing 4
(FNDC4), mRNA

Q3TR08 138 5.00E-36
Fibronectin type III
domain-containing
protein 4

. . . . pfam00041 fn3 Fibronectin type III
domain. .

GO:0005783|endopl
asmic
reticulum;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

. . .

ENSG00000115233 17 32 26 44 32.78399636 22 40 48 51 0.072685734 0.834992354 0.890932223 up no PSMD14 protein_coding chr2:161308038-
161411717:+

gi|431894851|gb|EL
K04644.1| 1676 0

26S proteasome
non-ATPase
regulatory subunit
14 [Pteropus alecto]

gi|62088019|dbj|AB
209220.1| 4878 0

Homo sapiens
mRNA for 26S
proteasome-
associated pad1
homolog variant
protein

O35593 605 0

26S proteasome
non-ATPase
regulatory subunit
14

SPAC31G5.13 435 2.00E-147 COG1310 pfam01398 JAB

JAB1/Mov34/MPN
PAD-1 ubiquitin
protease. Members
of this family are
found in
proteasome
regulatory subunits,
eukaryotic initiation
factor 3 (eIF3)
subunits and
regulators of
transcription
factors. This family
is also known as the
MPN domain and
PAD-1-like domain,
JABP1 domain or
JAMM domain.
These are
metalloenzymes that
function as the
ubiquitin
isopeptidase/
deubiquitinase in
the ubiquitin-based
signaling and
protein turnover
pathways in
eukaryotes.
Versions of the
domain in
prokaryotic
cognates of the
ubiquitin-
modification

GO:0000724|double
-strand break repair
via homologous
recombination;GO:0
006303|double-
strand break repair
via nonhomologous
end
joining;GO:0070536
|protein K63-linked
deubiquitination;GO
:0061136|regulation
of proteasomal
protein catabolic
process;GO:004547
1|response to
ethanol;

GO:0031597|cytosol
ic proteasome
complex;GO:007006
2|extracellular
exosome;GO:00056
34|nucleus;GO:0022
624|proteasome
accessory
complex;GO:000050
2|proteasome
complex;GO:000854
1|proteasome
regulatory particle,
lid subcomplex;

GO:0061133|endope
ptidase activator
activity;GO:0004175
|endopeptidase
activity;GO:0046872
|metal ion
binding;GO:000823
7|metallopeptidase
activity;GO:0070628
|proteasome
binding;

K03030

PSMD14, RPN11,
POH1; 26S
proteasome
regulatory subunit
N11



ENSG00000115234 14 19 14 31 23.48289919 24 29 39 33 -0.172318747 0.615527976 0.725930616 down no SNX17 protein_coding chr2:27370496-
27377533:+

gi|40789071|dbj|BA
A06542.2| 2294 0 KIAA0064 [Homo

sapiens]
gi|388596706|ref|N
M_001267060.1| 2400 0

Homo sapiens
sorting nexin 17
(SNX17), transcript
variant 3, mRNA

Q15036 224 1.00E-69 Sorting nexin-17 . . . . pfam00787 PX
PX domain. PX
domains bind to
phosphoinositides.

GO:0035904|aorta
development;GO:00
03279|cardiac
septum
development;GO:00
06707|cholesterol
catabolic
process;GO:006097
6|coronary
vasculature
development;GO:00
16197|endosomal
transport;GO:00068
86|intracellular
protein
transport;GO:00068
98|receptor-
mediated
endocytosis;GO:003
0100|regulation of
endocytosis;GO:199
0126|retrograde
transport, endosome
to plasma
membrane;GO:0007
165|signal
transduction;

GO:0005737|cytopla
sm;GO:0030659|cyt
oplasmic vesicle
membrane;GO:0016
023|cytoplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0005769
|early
endosome;GO:0005
768|endosome;GO:0
010008|endosome
membrane;GO:0005
794|Golgi
apparatus;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
043234|protein
complex;

GO:0050750|low-
density lipoprotein
particle receptor
binding;GO:003509
1|phosphatidylinosit
ol
binding;GO:000802
2|protein C-
terminus
binding;GO:000510
2|receptor binding;

K17929 SNX17; sorting
nexin-17

ENSG00000115241 1 4 3 3 2.746956431 3 2 2 5 0.400063723 0.63227057 0.739139198 up no PPM1G protein_coding chr2:27381194-
27409687:-

gi|635081793|ref|XP
_007969316.1| 2393 0

PREDICTED:
protein phosphatase
1G [Chlorocebus
sabaeus]

gi|62087973|dbj|AB
209197.1| 3752 0

Homo sapiens
mRNA for protein
phosphatase 1G
variant protein

O15355 915 0 Protein phosphatase
1G SPCC1223.11 172 3.00E-46 COG0631 pfam00481 PP2C

Protein phosphatase
2C. Protein
phosphatase 2C is a
Mn++ or Mg++
dependent protein
serine/threonine
phosphatase.

GO:0007050|cell
cycle
arrest;GO:0035970|p
eptidyl-threonine
dephosphorylation;
GO:0006470|protein
dephosphorylation;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0046872|metal
ion
binding;GO:000472
2|protein
serine/threonine
phosphatase
activity;

K17499
PPM1G, PP2CG;
protein phosphatase
1G [EC:3.1.3.16]

ENSG00000115289 0 0 0 1 0.306876558 0 0 1 1 -0.14757455 0.953528055 NA down no PCGF1 protein_coding chr2:74505043-
74508580:-

gi|612033039|ref|XP
_001365616.2| 1325 1.00E-176

PREDICTED:
polycomb group
RING finger protein
1 isoform X1
[Monodelphis
domestica]

gi|34531943|dbj|AK
125742.1| 1791 0

Homo sapiens
cDNA FLJ43754 fis,
clone
TESTI2044796,
weakly  similar to
Homo sapiens ring
finger protein 3
(RNF3)

Q6DLV9 67 1.00E-13
Polycomb group
RING finger protein
1 (Fragment)

SPBC1734.06 47.4 9.00E-06 COG5432 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0035518|histone
H2A
monoubiquitination;
GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;GO:0031519|PcG
protein complex;

GO:0008022|protein
C-terminus
binding;GO:000827
0|zinc ion binding;

K11487

PCGF1, NSPC1;
polycomb group
RING finger protein
1

ENSG00000115306 0 1 0 2 2.704047189 5 7 2 10 -2.537568135 0.026881909 0.072576973 down no SPTBN1 protein_coding chr2:54456285-
54671445:+

gi|62089082|dbj|BA
D92985.1|

11906 0

spectrin, beta, non-
erythrocytic 1
isoform 1 variant
[Homo sapiens]

gi|112382249|ref|N
M_003128.2| 10199 0

Homo sapiens
spectrin, beta, non-
erythrocytic 1
(SPTBN1),
transcript variant 1,
mRNA

Q01082 4568 0 Spectrin beta chain,
non-erythrocytic 1 SPAC15A10.08 260 4.00E-72 COG5069 pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

GO:0051693|actin
filament
capping;GO:000718
2|common-partner
SMAD protein
phosphorylation;GO
:0043001|Golgi to
plasma membrane
protein
transport;GO:00717
09|membrane
assembly;GO:00002
81|mitotic
cytokinesis;GO:000
7009|plasma
membrane
organization;GO:19
00042|positive
regulation of
interleukin-2
secretion;GO:19030
78|positive
regulation of
protein localization
to plasma
membrane;GO:0072
661|protein targeting
to plasma
membrane;GO:1903
076|regulation of
protein localization
to plasma
membrane;GO:0007
184|SMAD protein
import into nucleus;

GO:0030673|axolem
ma;GO:0005913|cell
-cell adherens
junction;GO:003086
3|cortical
cytoskeleton;GO:00
32437|cuticular
plate;GO:0005737|c
ytoplasm;GO:00125
05|endomembrane
system;GO:0070062|
extracellular
exosome;GO:00314
30|M
band;GO:0016020|m
embrane;GO:000573
0|nucleolus;GO:000
5634|nucleus;GO:00
05886|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0043234
|protein
complex;GO:000809
1|spectrin;

GO:0030506|ankyri
n
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00510
20|GTPase
binding;GO:000554
3|phospholipid
binding;GO:004482
2|poly(A) RNA
binding;GO:000520
0|structural
constituent of
cytoskeleton;

K06115 SPTB; spectrin beta

ENSG00000115307 1 1 0 2 1.706221369 0 6 0 6 -1.082699322 0.45529862 0.580748276 down no AUP1 protein_coding chr2:74526645-
74529939:-

gi|112180645|gb|AA
H33646.2| 1975 0

AUP1 protein,
partial [Homo
sapiens]

gi|426336067|ref|X
M_004029477.1| 1668 0

PREDICTED:
Gorilla gorilla
gorilla ancient
ubiquitous protein 1
(AUP1), mRNA

A1L134 65.5 9.00E-57 Ancient ubiquitous
protein 1 . . . . pfam02845 CUE

CUE domain. CUE
domains have been
shown to bind
ubiquitin. It has
been suggested that
CUE domains are
related to
pfam00627 and this
has been confirmed
by the structure of
the domain. CUE
domains also occur
in two protein of
the IL-1 signal
transduction
pathway, tollip and
TAB2.

GO:0030433|ER-
associated
ubiquitin-dependent
protein catabolic
process;GO:003097
0|retrograde protein
transport, ER to
cytosol;

GO:0070062|extrace
llular
exosome;GO:00008
39|Hrd1p ubiquitin
ligase ERAD-L
complex;GO:003017
6|integral
component of
endoplasmic
reticulum
membrane;GO:0016
020|membrane;

GO:0043130|ubiquit
in
binding;GO:009702
7|ubiquitin-protein
transferase activator
activity;

. .

ENSG00000115355 0 0 0 1 2.791814834 12 5 2 8 -3.903622018 0.002771306 0.014079868 down yes CCDC88A protein_coding chr2:55287842-
55419921:-

gi|767914852|ref|XP
_011531267.1| 8523 0

PREDICTED: girdin
isoform X4 [Homo
sapiens]

gi|208022631|ref|N
M_001135597.1| 9800 0

Homo sapiens
coiled-coil domain
containing 88A
(CCDC88A),
transcript variant 1,
mRNA

Q3V6T2 191 5.00E-54 Girdin . . . . pfam05622 HOOK

HOOK protein. This
family consists of
several HOOK1, 2
and 3 proteins from
different eukaryotic
organisms. The
different members
of the human gene
family are HOOK1,
HOOK2 and
HOOK3. Different
domains have been
identified in the
three human HOOK
proteins, and it was
demonstrated that
the highly
conserved NH2-
domain mediates
attachment to
microtubules,
whereas the central
coiled-coil motif
mediates
homodimerization
and the more
divergent C-
terminal domains
are involved in
binding to specific
organelles
(organelle-binding
domains). It has
been demonstrated
that endogenous

GO:0032148|activati
on of protein kinase
B
activity;GO:0016477
|cell
migration;GO:00062
60|DNA
replication;GO:0030
032|lamellipodium
assembly;GO:00610
24|membrane
organization;GO:00
32956|regulation of
actin cytoskeleton
organization;GO:00
42127|regulation of
cell
proliferation;GO:00
06275|regulation of
DNA
replication;GO:0010
975|regulation of
neuron projection
development;GO:00
01932|regulation of
protein
phosphorylation;GO
:0031929|TOR
signaling;

GO:0031252|cell
leading
edge;GO:0031410|cy
toplasmic
vesicle;GO:0016023|
cytoplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0005783
|endoplasmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00300
27|lamellipodium;G
O:0016020|membra
ne;GO:0005886|plas
ma membrane;

GO:0003779|actin
binding;GO:000801
7|microtubule
binding;GO:003509
1|phosphatidylinosit
ol
binding;GO:004280
3|protein
homodimerization
activity;GO:0043422
|protein kinase B
binding;

. .

ENSG00000115414 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no FN1 protein_coding chr2:215360440-
215436172:-

gi|47132557|ref|NP_
997647.1| 12236 0

fibronectin isoform
1 preproprotein
[Homo sapiens]

gi|47132556|ref|NM
_212482.1| 8795 0

Homo sapiens
fibronectin 1 (FN1),
transcript variant 1,
mRNA

P02751 186 3.00E-52 Fibronectin . . . . pfam00041 fn3 Fibronectin type III
domain.

GO:0006953|acute-
phase
response;GO:00015
25|angiogenesis;GO:
0007155|cell
adhesion;GO:00083
60|regulation of cell
shape;

GO:0005576|extrace
llular
region;GO:0005578|
proteinaceous
extracellular matrix;

GO:0008201|hepari
n binding; K05717 FN1; fibronectin 1

ENSG00000115419 0 1 0 2 2.217312786 5 4 2 8 -2.20698701 0.058815007 0.127877038 down no GLS protein_coding chr2:190880827-
190965552:+

gi|297669054|ref|XP
_002812725.1| 3137 0

PREDICTED:
glutaminase kidney
isoform,
mitochondrial
isoform X1 [Pongo
abelii]

gi|373251162|ref|N
M_014905.4| 4834 0

Homo sapiens
glutaminase (GLS),
transcript variant 1,
mRNA

D3Z7P3 372 6.00E-123
Glutaminase kidney
isoform,
mitochondrial

all2934 261 4.00E-76 COG2066 pfam04960 Glutaminase

Glutaminase. This
family of enzymes
deaminates
glutamine to
glutamate
EC:3.5.1.2.

GO:0006537|glutam
ate biosynthetic
process;GO:000654
3|glutamine
catabolic
process;GO:005128
9|protein
homotetramerizatio
n;

GO:0005829|cytosol
;GO:0005759|mitoch
ondrial
matrix;GO:0005739|
mitochondrion;

GO:0004359|glutami
nase activity; K01425

glsA, GLS;
glutaminase
[EC:3.5.1.2]

ENSG00000115421 0 0 0 0 0.705307526 3 1 2 1 -2.691808446 0.11848109 NA down no PAPOLG protein_coding chr2:60756230-
60802085:+

gi|16306568|ref|NP_
075045.2| 3670 0

poly(A) polymerase
gamma [Homo
sapiens]

gi|62088187|dbj|AB
209304.1| 6013 0

Homo sapiens
mRNA for poly(A)
polymerase gamma
variant protein

Q9BWT3 236 3.00E-71 Poly(A) polymerase
gamma SPBC646.04 381 4.00E-116 COG5186 pfam04928 PAP_central

Poly(A) polymerase
central domain. The
central domain of
Poly(A) polymerase
shares structural
similarity with the
allosteric activity
domain of
ribonucleotide
reductase R1, which
comprises a four-
helix bundle and a
three-stranded
mixed beta- sheet.
Even though the
two enzymes bind
ATP, the ATP-
recognition motifs
are different.

GO:0006378|mRNA
polyadenylation;GO
:0043631|RNA
polyadenylation;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000465
2|polynucleotide
adenylyltransferase
activity;GO:0003723
|RNA binding;

K14376
PAP; poly(A)
polymerase
[EC:2.7.7.19]



ENSG00000115457 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no IGFBP2 protein_coding chr2:216632828-
216664436:+

gi|332815415|ref|XP
_516234.3| 1401 0

PREDICTED:
insulin-like growth
factor-binding
protein 2 [Pan
troglodytes]

gi|62088597|dbj|AB
209509.1| 4385 0

Homo sapiens
mRNA for insulin-
like growth factor
binding protein 2
variant protein

P18065 544 0
Insulin-like growth
factor-binding
protein 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007568|aging
GO:0044267|cellular
protein metabolic
process;GO:003287
0|cellular response
to hormone
stimulus;GO:000756
5|female
pregnancy;GO:0090
090|negative
regulation of
canonical Wnt
signaling
pathway;GO:004210
4|positive regulation
of activated T cell
proliferation;GO:00
01558|regulation of
cell
growth;GO:0043567
|regulation of
insulin-like growth
factor receptor
signaling
pathway;GO:004249
3|response to
drug;GO:0032355|re
sponse to
estradiol;GO:004362
7|response to
estrogen;GO:005138
4|response to
glucocorticoid;GO:0
010226|response to
lithium

GO:0016324|apical
plasma
membrane;GO:0031
410|cytoplasmic
vesicle;GO:0070062|
extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular space;

GO:0031994|insulin
-like growth factor I
binding;GO:003199
5|insulin-like
growth factor II
binding;GO:000510
2|receptor binding;

. .

ENSG00000115464 1 3 3 12 18.23132921 55 40 24 40 -2.618075071 2.75E-06 6.81E-05 down yes USP34 protein_coding chr2:61187463-
61470769:-

gi|119620404|gb|EA
W99998.1| 18129 0

ubiquitin specific
peptidase 34, partial
[Homo sapiens]

gi|110347426|ref|N
M_014709.3| 11302 0

Homo sapiens
ubiquitin specific
peptidase 34
(USP34), mRNA

Q6ZQ93 322 2.00E-98
Ubiquitin carboxyl-
terminal hydrolase
34

SPBC713.02c 136 9.00E-31 COG5077 pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0016578|histone
deubiquitination;GO
:0090263|positive
regulation of
canonical Wnt
signaling
pathway;GO:001657
9|protein
deubiquitination;GO
:0071108|protein
K48-linked
deubiquitination;GO
:0006355|regulation
of transcription,
DNA-
templated;GO:00065
11|ubiquitin-
dependent protein
catabolic
process;GO:001605
5|Wnt signaling
pathway;

GO:0000124|SAGA
complex;

GO:0004197|cystein
e-type
endopeptidase
activity;GO:0004843
|ubiquitin-specific
protease activity;

K11853

USP34; ubiquitin
carboxyl-terminal
hydrolase 34
[EC:3.4.19.12]

ENSG00000115504 0 0 0 1 0.307018251 1 1 0 0 -0.157277218 0.950501209 NA down no EHBP1 protein_coding chr2:62673851-
63046487:+

gi|217330568|ref|NP
_056067.2| 5756 0

EH domain-binding
protein 1 isoform 1
[Homo sapiens]

gi|217330567|ref|N
M_015252.3| 5165 0

Homo sapiens EH
domain binding
protein 1 (EHBP1),
transcript variant 1,
mRNA

Q69ZW3 212 7.00E-62 EH domain-binding
protein 1 SPAC15A10.08 92.8 3.00E-18 COG5069 pfam12130 DUF3585

Protein of unknown
function
(DUF3585). This
domain is found in
eukaryotes. This
domain is typically
between 135 and
149 amino acids in
length and is found
associated with
pfam00307.

.
GO:0005737|cytopla
sm;GO:0005886|plas
ma membrane;

. . .

ENSG00000115523 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no GNLY protein_coding chr2:85685175-
85698854:+

gi|119619891|gb|EA
W99485.1| 875 6.00E-117

granulysin, isoform
CRA_c, partial
[Homo sapiens]

gi|38969672|gb|BC0
63245.1| 2052 0

Homo sapiens
cDNA clone
IMAGE:5755333,
with apparent
retained intron

P22749 229 3.00E-75 Granulysin . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006968|cellular
defense
response;GO:00427
42|defense response
to
bacterium;GO:0050
832|defense
response to
fungus;GO:0031640|
killing of cells of
other organism;

GO:0005615|extrace
llular space; . . .

ENSG00000115524 7 15 6 19 26.00666577 68 54 28 47 -1.583001677 0.000156173 0.001506198 down yes SF3B1 protein_coding chr2:197389784-
197435091:-

gi|511905488|ref|XP
_004772218.1| 6993 0

PREDICTED:
splicing factor 3B
subunit 1 isoform
X1 [Mustela
putorius furo]

gi|426338129|ref|X
M_004032995.1| 5384 0

PREDICTED:
Gorilla gorilla
gorilla splicing
factor 3B subunit 1-
like
(LOC101147191),
mRNA

O57683 170 2.00E-47 Splicing factor 3B
subunit 1 SPAC27F1.09c 1260 0 COG5181 pfam08920 SF3b1

Splicing factor 3B
subunit 1. This
family consists of
several eukaryotic
splicing factor 3B
subunit 1 proteins,
which associate
with p14 through a
C-terminus beta-
strand that interacts
with beta-3 of the
p14 RNA
recognition motif
(RRM) beta-sheet,
which is in turn
connected to an
alpha-helix by a
loop that makes
extensive contacts
with both the
shorter C-terminal
helix and RRM of
p14. This subunit is
required for 'A'
splicing complex
assembly (formed
by the stable
binding of U2
snRNP to the
branchpoint
sequence in pre-
mRNA) and 'E'
splicing complex
assembly.

GO:0006397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0005681|spliceo
somal complex; . K12828

SF3B1, SAP155;
splicing factor 3B
subunit 1

ENSG00000115641 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no FHL2 protein_coding chr2:105357712-
105438513:-

gi|530368560|ref|XP
_005263959.1| 1963 0

PREDICTED: four
and a half LIM
domains protein 2
isoform X2 [Homo
sapiens]

gi|60219593|emb|CR
936682.1| 4816 0

Homo sapiens
mRNA; cDNA
DKFZp781J01103
(from clone
DKFZp781J01103)

Q14192 369 5.00E-128 Four and a half LIM
domains protein 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0042803|protein
homodimerization
activity;

K14380
FHL2; four and a
half LIM domains
protein 2

ENSG00000115738 0 1 0 0 0.431254715 0 1 2 0 -0.756325949 0.745399198 NA down no ID2 protein_coding chr2:8678845-
8684453:+

gi|817335317|ref|XP
_012294284.1| 809 3.00E-100

PREDICTED:
DNA-binding
protein inhibitor ID-
2 [Aotus
nancymaae]

gi|33946335|ref|NM
_002166.4| 1364 0

Homo sapiens
inhibitor of DNA
binding 2, dominant
negative helix-loop-
helix protein (ID2),
mRNA

Q5RCH7 272 5.00E-92
DNA-binding
protein inhibitor ID-
2

. . . . pfam00010 HLH
Helix-loop-helix
DNA-binding
domain.

GO:0060612|adipos
e tissue
development;GO:00
08344|adult
locomotory
behavior;GO:00031
66|bundle of His
development;GO:00
48469|cell
maturation;GO:0048
667|cell
morphogenesis
involved in neuron
differentiation;GO:0
071285|cellular
response to lithium
ion;GO:0090398|cell
ular
senescence;GO:0032
922|circadian
regulation of gene
expression;GO:0048
557|embryonic
digestive tract
morphogenesis;GO:
0061031|endoderma
l digestive tract
morphogenesis;GO:
0043153|entrainmen
t of circadian clock
by
photoperiod;GO:00
43353|enucleate
erythrocyte
differentiation;GO:0

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00056
54|nucleoplasm;GO:
0043234|protein
complex;

. K17693
ID2; DNA-binding
protein inhibitor
ID2

ENSG00000115756 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no HPCAL1 protein_coding chr2:10302889-
10427617:+

gi|670976167|ref|XP
_008691733.1| 1049 3.00E-136

PREDICTED:
hippocalcin-like
protein 1 isoform
X2 [Ursus
maritimus]

gi|51491258|emb|CR
749837.1| 4727 0

Homo sapiens
mRNA; cDNA
DKFZp781K1922
(from clone
DKFZp781K1922)

B3VSB7 341 3.00E-106 Hippocalcin-like
protein 1 SPAC18B11.04 244 6.00E-76 COG5126 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0016020|membr
ane;

GO:0005509|calciu
m ion binding; . .



ENSG00000115760 102 57 99 36 66.95815132 16 37 95 31 1.432722236 0.022493794 0.064120241 up no BIRC6 protein_coding chr2:32357028-
32618899:+

gi|153792694|ref|NP
_057336.3| 22854 0

baculoviral IAP
repeat-containing
protein 6 [Homo
sapiens]

gi|153792693|ref|N
M_016252.3| 15703 0

Homo sapiens
baculoviral IAP
repeat containing 6
(BIRC6), mRNA

Q9NR09 216 3.00E-62
Baculoviral IAP
repeat-containing
protein 6

. . . . pfam12356 DUF3643

Protein of unknown
function
(DUF3643). This
family of proteins is
found in
eukaryotes. Proteins
in this family are
typically between
217 and 4852 amino
acids in length.
There is a
conserved TLA
sequence motif.

GO:0006915|apopto
tic
process;GO:005130
1|cell
division;GO:006071
1|labyrinthine layer
development;GO:00
07067|mitotic
nuclear
division;GO:004306
6|negative
regulation of
apoptotic
process;GO:200123
7|negative
regulation of
extrinsic apoptotic
signaling
pathway;GO:000828
4|positive regulation
of cell
proliferation;GO:00
06468|protein
phosphorylation;GO
:0016567|protein
ubiquitination;GO:0
042127|regulation of
cell
proliferation;GO:00
32465|regulation of
cytokinesis;GO:006
0712|spongiotropho
blast layer
development;

GO:0005768|endoso
me;GO:0016020|me
mbrane;GO:000581
5|microtubule
organizing
center;GO:0030496|
midbody;GO:00009
22|spindle
pole;GO:0005802|tra
ns-Golgi network;

GO:0004869|cystein
e-type
endopeptidase
inhibitor
activity;GO:0016874
|ligase
activity;GO:0061631
|ubiquitin
conjugating enzyme
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K10586

BIRC6, BRUCE;
baculoviral IAP
repeat-containing
protein 6 (apollon)
[EC:2.3.2.23]

ENSG00000115840 1 1 0 5 6.534517602 17 11 11 18 -2.558572685 0.00076659 0.005366131 down yes SLC25A12 protein_coding chr2:171784370-
171999859:-

gi|410035880|ref|XP
_003949966.1| 3431 0

PREDICTED:
calcium-binding
mitochondrial
carrier protein
Aralar1 isoform X1
[Pan troglodytes]

gi|383792160|ref|N
M_003705.4| 2979 0

Homo sapiens
solute carrier family
25
(aspartate/glutamate
carrier), member 12
(SLC25A12),
transcript variant 1,
mRNA

O75746 219 1.00E-65

Calcium-binding
mitochondrial
carrier protein
Aralar1

. . . . pfam00153 Mito_carr Mitochondrial
carrier protein.

GO:0015810|asparta
te
transport;GO:00067
54|ATP biosynthetic
process;GO:004533
3|cellular
respiration;GO:0015
813|L-glutamate
transport;GO:00434
90|malate-aspartate
shuttle;GO:0051592|
response to calcium
ion;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
739|mitochondrion;

GO:0005509|calciu
m ion
binding;GO:001518
3|L-aspartate
transmembrane
transporter
activity;GO:0005313
|L-glutamate
transmembrane
transporter activity;

K15105

SLC25A12_13,
AGC; solute carrier
family 25
(mitochondrial
aspartate/glutamate
transporter),
member 12/13

ENSG00000115866 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no DARS protein_coding chr2:135906677-
135986100:-

gi|45439306|ref|NP_
001340.2| 2618 0

aspartate--tRNA
ligase, cytoplasmic
isoform 1 [Homo
sapiens]

gi|635057693|ref|X
M_007964857.1| 2123 0

PREDICTED:
Chlorocebus
sabaeus aspartyl-
tRNA synthetase
(DARS), mRNA

P14868 299 4.00E-98 Aspartate--tRNA
ligase, cytoplasmic YLL018c 545 0 COG0017 pfam00152 tRNA-synt_2

tRNA synthetases
class II (D, K and
N).

GO:0006422|asparty
l-tRNA
aminoacylation;

GO:0005737|cytopla
sm;

GO:0004815|asparta
te-tRNA ligase
activity;GO:0005524
|ATP
binding;GO:000367
6|nucleic acid
binding;

K01876

DARS, aspS;
aspartyl-tRNA
synthetase
[EC:6.1.1.12]

ENSG00000115875 22 67 9 110 83.78552664 165 141 123 148 -1.113097407 0.02309188 0.065182933 down no SRSF7 protein_coding chr2:38743599-
38751494:-

gi|544481798|ref|XP
_005576132.1| 788 4.00E-94

PREDICTED:
serine/arginine-rich
splicing factor 7
isoform X1 [Macaca
fascicularis]

gi|21749792|dbj|AK
091425.1| 2737 0

Homo sapiens
cDNA FLJ34106 fis,
clone
FCBBF3008073,
highly similar to
SPLICING
FACTOR,
ARGININE/SERIN
E-RICH 7

Q16629 197 4.00E-56 Serine/arginine-rich
splicing factor 7 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;GO:0051
028|mRNA
transport;GO:00480
25|negative
regulation of mRNA
splicing, via
spliceosome;GO:00
08380|RNA splicing;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
54|nucleoplasm;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:000827
0|zinc ion binding;

K12896

SFRS7; splicing
factor,
arginine/serine-rich
7

ENSG00000115904 0 0 0 0 3.302181602 17 5 4 7 -4.922029986 0.000158273 0.001513423 down yes SOS1 protein_coding chr2:38981396-
39124345:-

gi|296482618|tpg|D
AA24733.1| 6525 0

TPA: son of
sevenless homolog
1 [Bos taurus]

gi|169234770|ref|N
M_005633.3| 8318 0

Homo sapiens son
of sevenless
homolog 1
(Drosophila)
(SOS1), mRNA

Q07889 258 5.00E-79 Son of sevenless
homolog 1 . . . . pfam00617 RasGEF

RasGEF domain.
Guanine nucleotide
exchange factor for
Ras-like small
GTPases.

GO:0007411|axon
guidance;GO:00017
82|B cell
homeostasis;GO:004
8514|blood vessel
morphogenesis;GO:
0003209|cardiac
atrium
morphogenesis;GO:
0007173|epidermal
growth factor
receptor signaling
pathway;GO:003812
8|ERBB2 signaling
pathway;GO:006102
9|eyelid
development in
camera-type
eye;GO:0038095|Fc-
epsilon receptor
signaling
pathway;GO:000194
2|hair follicle
development;GO:00
61384|heart
trabecula
morphogenesis;GO:
0008286|insulin
receptor signaling
pathway;GO:005090
0|leukocyte
migration;GO:00001
65|MAPK
cascade;GO:190469
3|midbrain

GO:0005829|cytosol
;GO:0043025|neuro
nal cell
body;GO:0005886|p
lasma
membrane;GO:0014
069|postsynaptic
density;

GO:0003677|DNA
binding;GO:000509
6|GTPase activator
activity;GO:0005085
|guanyl-nucleotide
exchange factor
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0005089
|Rho guanyl-
nucleotide exchange
factor activity;

K03099 SOS; son of
sevenless

ENSG00000115963 1 1 0 2 0.746948846 0 0 2 0 1.455053722 0.430329134 NA up no RND3 protein_coding chr2:150468195-
150539011:-

gi|724851156|ref|XP
_010366888.1| 1242 3.00E-161

PREDICTED: rho-
related GTP-binding
protein RhoE
[Rhinopithecus
roxellana]

gi|362999084|ref|N
M_001254738.1| 2777 0

Homo sapiens Rho
family GTPase 3
(RND3), transcript
variant 1, mRNA

O77683 190 9.00E-60
Rho-related GTP-
binding protein
RhoE

. . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0007264|small
GTPase mediated
signal transduction;

GO:0005622|intracel
lular;GO:0005886|pl
asma membrane;

GO:0005525|GTP
binding; K07859 RND3; Rho family

GTPase 3

ENSG00000115966 1 2 0 8 6.293170776 16 16 8 10 -1.772003591 0.01803989 0.054694112 down no ATF2 protein_coding chr2:175072250-
175168382:-

gi|22538422|ref|NP_
001871.2| 2321 0

cyclic AMP-
dependent
transcription factor
ATF-2 isoform 1
[Homo sapiens]

gi|368711267|ref|N
M_001880.3| 4176 0

Homo sapiens
activating
transcription factor
2 (ATF2), transcript
variant 1, mRNA

P15336 174 0

Cyclic AMP-
dependent
transcription factor
ATF-2

. . . . pfam00170 bZIP_1

bZIP transcription
factor. The Pfam
entry includes the
basic region and the
leucine zipper
region.

GO:0060612|adipos
e tissue
development;GO:00
97186|amelogenesis;
GO:0006974|cellular
response to DNA
damage
stimulus;GO:004544
4|fat cell
differentiation;GO:0
031573|intra-S DNA
damage
checkpoint;GO:0050
680|negative
regulation of
epithelial cell
proliferation;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00031
51|outflow tract
morphogenesis;GO:
1902110|positive
regulation of
mitochondrial
membrane
permeability
involved in
apoptotic
process;GO:004352
5|positive regulation
of neuron apoptotic
process;GO:005109

GO:0005737|cytopla
sm;GO:0005741|mit
ochondrial outer
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0035861|site of
double-strand
break;

GO:0035497|cAMP
response element
binding;GO:000814
0|cAMP response
element binding
protein
binding;GO:000368
2|chromatin
binding;GO:000115
8|enhancer
sequence-specific
DNA
binding;GO:000440
2|histone
acetyltransferase
activity;GO:0046872
|metal ion
binding;GO:001990
1|protein kinase
binding;GO:000110
2|RNA polymerase
II activating
transcription factor
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000371
3|transcription

K04450

ATF2, CREBP1;
cyclic AMP-
dependent
transcription factor
ATF-2



ENSG00000115977 0 0 0 0 0.803188736 6 1 0 1 -2.881851318 0.159318286 NA down no AAK1 protein_coding chr2:69457997-
69674349:-

gi|686707096|ref|XP
_009235493.1| 2306 0

PREDICTED: AP2-
associated protein
kinase 1 isoform X7
[Pongo abelii]

gi|148277036|ref|N
M_014911.3| 11342 0

Homo sapiens AP2
associated kinase 1
(AAK1), mRNA

Q2M2I8 249 5.00E-75 AP2-associated
protein kinase 1 . . . . pfam15282 BMP2K_C

BMP-2-inducible
protein kinase C-
terminus. This
family represents
the C-terminus of
BMP2K and related
proteins.

GO:0060612|adipos
e tissue
development;GO:00
97186|amelogenesis;
GO:0006974|cellular
response to DNA
damage
stimulus;GO:004544
4|fat cell
differentiation;GO:0
031573|intra-S DNA
damage
checkpoint;GO:0050
680|negative
regulation of
epithelial cell
proliferation;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00031
51|outflow tract
morphogenesis;GO:
1902110|positive
regulation of
mitochondrial
membrane
permeability
involved in
apoptotic
process;GO:004352
5|positive regulation
of neuron apoptotic
process;GO:005109

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;GO:000574
1|mitochondrial
outer
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0035861|site of
double-strand
break;

GO:0035497|cAMP
response element
binding;GO:000814
0|cAMP response
element binding
protein
binding;GO:000368
2|chromatin
binding;GO:000367
7|DNA
binding;GO:000115
8|enhancer
sequence-specific
DNA
binding;GO:000440
2|histone
acetyltransferase
activity;GO:0046872
|metal ion
binding;GO:001990
1|protein kinase
binding;GO:000110
2|RNA polymerase
II activating
transcription factor
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA

K08853
AAK; AP2-
associated kinase
[EC:2.7.11.1]

ENSG00000116001 0 0 0 0 0.391968096 1 1 0 2 -1.853860153 0.419387044 NA down no TIA1 protein_coding chr2:70209444-
70248660:-

gi|188219593|ref|NP
_071320.2| 1996 0

nucleolysin TIA-1
isoform p40
isoform 1 [Homo
sapiens]

gi|188219590|ref|N
M_022173.2| 4647 0

Homo sapiens TIA1
cytotoxic granule-
associated RNA
binding protein
(TIA1), transcript
variant 2, mRNA

P31483 317 1.00E-106 Nucleolysin TIA-1
isoform p40 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006915|apopto
tic
process;GO:004203
6|negative
regulation of
cytokine
biosynthetic
process;GO:001714
8|negative
regulation of
translation;GO:1904
037|positive
regulation of
epithelial cell
apoptotic
process;GO:190360
8|protein
localization to
cytoplasmic stress
granule;GO:0048024
|regulation of
mRNA splicing, via
spliceosome;

GO:0005737|cytopla
sm;GO:0010494|cyt
oplasmic stress
granule;GO:0097165
|nuclear stress
granule;GO:0005654
|nucleoplasm;GO:00
05634|nucleus;

GO:0017091|AU-
rich element
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;

K13201
TIA1, TIAL1;
nucleolysin TIA-
1/TIAR

ENSG00000116030 9 14 5 19 14.35607516 18 27 17 17 -0.253909699 0.550061842 0.664052405 down no SUMO1 protein_coding chr2:202206180-
202238608:-

gi|355565101|gb|EH
H21590.1| 744 5.00E-95

hypothetical protein
EGK_04695, partial
[Macaca mulatta]

gi|54792063|ref|NM
_003352.4| 1527 0

Homo sapiens small
ubiquitin-like
modifier 1
(SUMO1), transcript
variant 1, mRNA

Q5I0H3 209 8.00E-64 Small ubiquitin-
related modifier 1 SPBC365.06 98.2 3.00E-23 COG5227 pfam11976 Rad60-SLD

Ubiquitin-2 like
Rad60 SUMO-like.
The small ubiquitin-
related modifier
SUMO-1 is a
Ub/Ubl family
member, and
although SUMO-1
shares structural
similarity to Ub,
SUMO's cellular
functions remain
distinct insomuch as
SUMO modification
alters protein
function through
changes in activity,
cellular localisation,
or by protecting
substrates from
ubiquitination.
Rad60 family
members contain
functionally
enigmatic, integral
SUMO-like
domains (SLDs).
Despite their
divergence from
SUMO, each Rad60
SLD interacts with a
subset of SUMO
pathway enzymes:
SLD2 specifically
binds the SUMO E2

GO:0045759|negativ
e regulation of
action
potential;GO:190226
0|negative
regulation of
delayed rectifier
potassium channel
activity;GO:0043392
|negative regulation
of DNA
binding;GO:004343
3|negative
regulation of
sequence-specific
DNA binding
transcription factor
activity;GO:0045892
|negative regulation
of transcription,
DNA-
templated;GO:00600
21|palate
development;GO:00
30578|PML body
organization;GO:19
01896|positive
regulation of
calcium-
transporting ATPase
activity;GO:0032436
|positive regulation
of proteasomal
ubiquitin-dependent
protein catabolic

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0001650|fi
brillar
center;GO:0031965|
nuclear
membrane;GO:0016
607|nuclear
speck;GO:0005634|
nucleus;GO:000588
6|plasma
membrane;GO:0016
605|PML
body;GO:0045202|s
ynapse;GO:0008076|
voltage-gated
potassium channel
complex;GO:000174
1|XY body;

GO:0044822|poly(A
) RNA
binding;GO:001545
9|potassium channel
regulator
activity;GO:0031386
|protein
tag;GO:0008134|tran
scription factor
binding;GO:003162
5|ubiquitin protein
ligase binding;

K12160
SUMO, SMT3;
small ubiquitin-
related modifier

ENSG00000116106 1 1 1 0 0.605934024 0 0 1 0 1.974364246 0.307092399 NA up no EPHA4 protein_coding chr2:221418027-
221574202:-

gi|189065459|dbj|B
AG35298.1| 5213 0

unnamed protein
product [Homo
sapiens]

gi|426338708|ref|X
M_004033269.1| 6131 0

PREDICTED:
Gorilla gorilla
gorilla EPH receptor
A4 (EPHA4),
mRNA

P54764 285 2.00E-91 Ephrin type-A
receptor 4 YAR019c 103 3.00E-21 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0007628|adult
walking
behavior;GO:00071
55|cell
adhesion;GO:00219
57|corticospinal
tract
morphogenesis;GO:
0048013|ephrin
receptor signaling
pathway;GO:009715
6|fasciculation of
motor neuron
axon;GO:0097155|fa
sciculation of
sensory neuron
axon;GO:0008347|gl
ial cell
migration;GO:00080
45|motor neuron
axon
guidance;GO:00486
81|negative
regulation of axon
regeneration;GO:00
72178|nephric duct
morphogenesis;GO:
0018108|peptidyl-
tyrosine
phosphorylation;GO
:0050775|positive
regulation of
dendrite
morphogenesis;GO:
0043507|positive

GO:0030424|axon;G
O:0043679|axon
terminus;GO:00442
95|axonal growth
cone;GO:0030054|ce
ll
junction;GO:000998
6|cell
surface;GO:0005737
|cytoplasm;GO:0030
425|dendrite;GO:00
43197|dendritic
spine;GO:0031901|e
arly endosome
membrane;GO:0005
783|endoplasmic
reticulum;GO:00301
75|filopodium;GO:0
005794|Golgi
apparatus;GO:00058
87|integral
component of
plasma
membrane;GO:0005
741|mitochondrial
outer
membrane;GO:0031
594|neuromuscular
junction;GO:004320
4|perikaryon;GO:00
05886|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic

GO:0005524|ATP
binding;GO:009716
1|DH domain
binding;GO:000500
4|GPI-linked ephrin
receptor
activity;GO:0042731
|PH domain
binding;GO:000467
2|protein kinase
activity;GO:0005005
|transmembrane-
ephrin receptor
activity;

K05105

EPHA4, SEK,
TYRO1; Eph
receptor A4
[EC:2.7.10.1]

ENSG00000116120 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no FARSB protein_coding chr2:222570536-
222656337:-

gi|124028525|ref|NP
_005678.3| 3059 0

phenylalanine--
tRNA ligase beta
subunit [Homo
sapiens]

gi|7768937|dbj|D844
30.1| 3109 0

Homo sapiens
mRNA for
phenylalanyl tRNA
synthetase,
complete cds

Q9NSD9 1182 0
Phenylalanine--
tRNA ligase beta
subunit

SPAC23A1.12c 522 3.00E-171 COG0072 pfam03483 B3_4

B3/4 domain. This
domain is found in
tRNA synthetase
beta subunits as
well as in some non
tRNA synthetase
proteins.

GO:0006432|phenyl
alanyl-tRNA
aminoacylation;GO:
0051290|protein
heterotetramerizatio
n;GO:0006412|transl
ation;GO:0006418|t
RNA
aminoacylation for
protein translation;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0016020|m
embrane;GO:000932
8|phenylalanine-
tRNA ligase
complex;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:000482
6|phenylalanine-
tRNA ligase
activity;GO:0003723
|RNA binding;

K01890

FARSB, pheT;
phenylalanyl-tRNA
synthetase beta
chain [EC:6.1.1.20]

ENSG00000116128 0 5 2 13 5.587222161 10 12 7 3 -0.328129595 0.681508747 0.773267441 down no BCL9 protein_coding chr1:147541412-
147626216:+

gi|72256200|ref|NP_
004317.2| 5726 0

B-cell
CLL/lymphoma 9
protein [Homo
sapiens]

gi|426331151|ref|X
M_004026506.1| 6215 0

PREDICTED:
Gorilla gorilla
gorilla B-cell
CLL/lymphoma 9
(BCL9), mRNA

O00512 2210 0
B-cell
CLL/lymphoma 9
protein

. . . . pfam11502 BCL9

B-cell lymphoma 9
protein. The Wnt
pathway plays a role
in embryonic
development, stem
cell growth and
tumorigenesis.
BCL9 associates
with beta-catenin
and Tcf in the
nucleus when the
Wnt pathway is
stimulated leading
to the
transactivation of
Wnt target genes.

GO:0060070|canoni
cal Wnt signaling
pathway;GO:001490
8|myotube
differentiation
involved in skeletal
muscle
regeneration;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00359
14|skeletal muscle
cell
differentiation;GO:0
035019|somatic
stem cell population
maintenance;

GO:0005801|cis-
Golgi
network;GO:000579
4|Golgi
apparatus;GO:00056
54|nucleoplasm;

. . .

ENSG00000116132 0 1 0 4 1.741171808 3 4 1 4 -0.880283177 0.451272885 0.577735788 down no PRRX1 protein_coding chr1:170662728-
170739419:+

gi|12707577|ref|NP_
073207.1| 1201 1.00E-157

paired mesoderm
homeobox protein 1
isoform pmx-1b
[Homo sapiens]

gi|426332695|ref|X
M_004027884.1| 4064 0

PREDICTED:
Gorilla gorilla
gorilla paired
related homeobox 1,
transcript variant 2
(PRRX1), mRNA

P54821 201 6.00E-63 Paired mesoderm
homeobox protein 1 ECU03g1170 52.4 1.00E-06 COG5576 pfam00046 Homeobox Homeobox domain.

GO:0048844|artery
morphogenesis;GO:
0051216|cartilage
development;GO:00
48701|embryonic
cranial skeleton
morphogenesis;GO:
0030326|embryonic
limb
morphogenesis;GO:
0042472|inner ear
morphogenesis;GO:
0042474|middle ear
morphogenesis;GO:
0000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00486
64|neuron fate
determination;GO:0
097150|neuronal
stem cell population
maintenance;GO:00
60021|palate
development;GO:00
02053|positive
regulation of
mesenchymal cell
proliferation;GO:00
45880|positive
regulation of
smoothened
signaling
pathway;GO:007057

GO:0005730|nucleol
us;

GO:0001105|RNA
polymerase II
transcription
coactivator
activity;GO:0043565
|sequence-specific
DNA binding;

K09329
PRRX, PMX; paired
mesoderm
homeobox protein



ENSG00000116133 0 0 0 3 0.527003605 1 0 1 0 0.839337662 0.713831054 NA up no DHCR24 protein_coding chr1:54849633-
54887218:-

gi|58257746|dbj|BA
A02806.3| 2844 0 KIAA0018 protein

[Homo sapiens]
gi|114155130|ref|N
M_014762.3| 4250 0

Homo sapiens 24-
dehydrocholesterol
reductase
(DHCR24), mRNA

Q15392 988 0 Delta(24)-sterol
reductase Cgl0556 129 3.00E-30 COG0277 pfam01565 FAD_binding_4

FAD binding
domain. This family
consists of various
enzymes that use
FAD as a co-factor,
most of the enzymes
are similar to
oxygen
oxidoreductase.
One of the enzymes
Vanillyl-alcohol
oxidase (VAO) has
a solved structure,
the alignment
includes the FAD
binding site, called
the PP-loop,
between residues
99-110. The FAD
molecule is
covalently bound in
the known
structure, however
the residue that
links to the FAD is
not in the
alignment. VAO
catalyses the
oxidation of a wide
variety of
substrates, ranging
form aromatic
amines to 4-
alkylphenols. Other
members of this

GO:0006695|cholest
erol biosynthetic
process;GO:004306
6|negative
regulation of
apoptotic
process;GO:004315
4|negative
regulation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:000697
9|response to
oxidative
stress;GO:0043588|s
kin
development;GO:00
09888|tissue
development;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0005
634|nucleus;

GO:0050614|delta24
-sterol reductase
activity;GO:0019899
|enzyme
binding;GO:005066
0|flavin adenine
dinucleotide
binding;GO:001661
4|oxidoreductase
activity, acting on
CH-OH group of
donors;GO:0042605
|peptide antigen
binding;

K09828
DHCR24; delta24-
sterol reductase
[EC:1.3.1.72]

ENSG00000116147 0 0 0 1 2.606832233 14 7 1 3 -3.799171574 0.007111037 0.028378757 down yes TNR protein_coding chr1:175315194-
175743770:-

gi|157384973|ref|NP
_003276.3| 7208 0

tenascin-R
precursor [Homo
sapiens]

gi|2204202|emb|Z94
057.1| 8286 0

Human DNA
sequence from
clone RP3-518E13
on chromosome
1q25, complete
sequence

Q92752 2781 0 Tenascin-R . . . . pfam00147 Fibrinogen_C

Fibrinogen beta and
gamma chains, C-
terminal globular
domain.

GO:0008306|associa
tive
learning;GO:000741
1|axon
guidance;GO:00071
55|cell
adhesion;GO:00301
98|extracellular
matrix
organization;GO:00
35641|locomotory
exploration
behavior;GO:00602
91|long-term
synaptic
potentiation;GO:004
8692|negative
regulation of axon
extension involved
in
regeneration;GO:00
22408|negative
regulation of cell-
cell
adhesion;GO:00508
05|negative
regulation of
synaptic
transmission;GO:00
50885|neuromuscul
ar process
controlling
balance;GO:000715
8|neuron cell-cell
adhesion;GO:00519

GO:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0005
576|extracellular
region;GO:0045121|
membrane
raft;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;GO:007
2534|perineuronal
net;GO:0005578|pro
teinaceous
extracellular matrix;

. K06252 TN; tenascin

ENSG00000116329 1 0 0 1 0.409683476 0 0 1 0 1.261248393 0.590859162 NA up no OPRD1 protein_coding chr1:28812142-
28871267:+

gi|635110129|ref|XP
_007977940.1| 1548 0

PREDICTED: delta-
type opioid receptor
[Chlorocebus
sabaeus]

gi|2853179|emb|AL0
09181.1| 8527 0

Human DNA
sequence from
clone RP1-212P9 on
chromosome
1p34.1-35, complete
sequence

P41143 555 6.00E-177 Delta-type opioid
receptor . . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0007193|adenyl
ate cyclase-
inhibiting G-protein
coupled receptor
signaling
pathway;GO:000834
4|adult locomotory
behavior;GO:00713
63|cellular response
to growth factor
stimulus;GO:007145
6|cellular response
to
hypoxia;GO:009723
7|cellular response
to toxic
substance;GO:00072
68|synaptic
transmission;GO:00
42755|eating
behavior;GO:00071
86|G-protein
coupled receptor
signaling
pathway;GO:000718
7|G-protein coupled
receptor signaling
pathway, coupled to
cyclic nucleotide
second
messenger;GO:0006
955|immune
response;GO:00106
29|negative
regulation of gene

GO:0043679|axon
terminus;GO:00057
37|cytoplasm;GO:00
32590|dendrite
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0031
226|intrinsic
component of
plasma
membrane;GO:0045
121|membrane
raft;GO:0043005|ne
uron
projection;GO:0005
886|plasma
membrane;GO:0045
211|postsynaptic
membrane;GO:0031
982|vesicle;

GO:0038046|enkeph
alin receptor
activity;GO:0042923
|neuropeptide
binding;GO:000498
5|opioid receptor
activity;

K04213 OPRD1; delta-type
opioid receptor

ENSG00000116350 0 5 0 6 5.143244978 4 8 11 16 -1.441776119 0.091167306 0.172591541 down no SRSF4 protein_coding chr1:29147743-
29181987:-

gi|767905565|ref|XP
_011540253.1| 832 2.00E-103

PREDICTED:
serine/arginine-rich
splicing factor 4
isoform X1 [Homo
sapiens]

gi|62089297|dbj|AB
209856.1| 8091 0

Homo sapiens
mRNA for splicing
factor,
arginine/serine-rich
4 variant protein

Q08170 181 2.00E-52 Serine/arginine-rich
splicing factor 4 SPAC16.02c 139 1.00E-34 COG0724 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0002244|hemato
poietic progenitor
cell
differentiation;GO:0
006397|mRNA
processing;GO:0048
025|negative
regulation of mRNA
splicing, via
spliceosome;GO:00
08380|RNA splicing;

GO:0016607|nuclear
speck;GO:0005654|
nucleoplasm;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;

K12893

SFRS4_5_6;
splicing factor,
arginine/serine-rich
4/5/6

ENSG00000116396 0 2 2 1 4.01910913 14 7 6 6 -2.197449502 0.014115145 0.045887437 down yes KCNC4 protein_coding chr1:110211343-
110283100:+

gi|24497462|ref|NP_
004969.2| 2527 0

potassium voltage-
gated channel
subfamily C
member 4 isoform a
[Homo sapiens]

gi|9716300|emb|AL1
37790.4| 16906 0

Human DNA
sequence from
clone RP5-1003J2
on chromosome
1p12-13.3, complete
sequence

Q03721 503 1.00E-155

Potassium voltage-
gated channel
subfamily C
member 4

DR0830 61.2 2.00E-09 COG1226 pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0030900|forebra
in
development;GO:19
04456|negative
regulation of
neuronal action
potential;GO:190405
7|negative
regulation of
sensory perception
of
pain;GO:0051260|pr
otein
homooligomerizatio
n;

GO:0030424|axon;G
O:0030425|dendrite;
GO:0016021|integral
component of
membrane;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0098
794|postsynapse;GO
:0008076|voltage-
gated potassium
channel complex;

GO:0005251|delaye
d rectifier potassium
channel activity;

K04890

KCNC4; potassium
voltage-gated
channel Shaw-
related subfamily C
member 4

ENSG00000116406 130 76 120 34 67.77451165 13 12 38 10 3.029078426 1.85E-06 5.11E-05 up yes EDEM3 protein_coding chr1:184690231-
184754913:-

gi|332811376|ref|XP
_003308683.1| 4741 0

PREDICTED: ER
degradation-
enhancing alpha-
mannosidase-like
protein 3 isoform
X2 [Pan
troglodytes]

gi|163310724|ref|N
M_025191.3| 6632 0

Homo sapiens ER
degradation
enhancer,
mannosidase alpha-
like 3 (EDEM3),
mRNA

Q6GQB9 237 8.00E-72

ER degradation-
enhancing alpha-
mannosidase-like
protein 3

. . . . pfam01532 Glyco_hydro_47

Glycosyl hydrolase
family 47. Members
of this family are
alpha-mannosidases
that catalyse the
hydrolysis of the
terminal 1,2-linked
alpha-D-mannose
residues in the
oligo-mannose
oligosaccharide
Man(9)(GlcNAc)(2)
.

GO:1904380|endopl
asmic reticulum
mannose
trimming;GO:00309
68|endoplasmic
reticulum unfolded
protein
response;GO:00304
33|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:190438
2|mannose trimming
involved in
glycoprotein ERAD
pathway;GO:000649
1|N-glycan
processing;

GO:0005783|endopl
asmic
reticulum;GO:00057
88|endoplasmic
reticulum
lumen;GO:0044322|
endoplasmic
reticulum quality
control
compartment;GO:00
16020|membrane;

GO:0004559|alpha-
mannosidase
activity;GO:0005509
|calcium ion
binding;GO:000456
9|glycoprotein
endo-alpha-1,2-
mannosidase
activity;GO:0004571
|mannosyl-
oligosaccharide 1,2-
alpha-mannosidase
activity;

K10086

EDEM3; ER
degradation
enhancer,
mannosidase alpha-
like 3

ENSG00000116473 20 63 27 77 38.09034927 39 37 29 26 0.956435884 0.006878571 0.027577825 up no RAP1A protein_coding chr1:111542218-
111716691:+

gi|554530569|ref|XP
_005860070.1| 839 7.00E-107

PREDICTED: ras-
related protein Rap-
1A isoform X1
[Myotis brandtii]

gi|631226404|ref|N
M_002884.3| 5024 0

Homo sapiens
RAP1A, member of
RAS oncogene
family (RAP1A),
transcript variant 2,
mRNA

P62836 234 6.00E-76 Ras-related protein
Rap-1A . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0000186|activati
on of MAPKK
activity;GO:0071320
|cellular response to
cAMP;GO:0035690|
cellular response to
drug;GO:0071333|ce
llular response to
glucose
stimulus;GO:199009
0|cellular response
to nerve growth
factor
stimulus;GO:007140
7|cellular response
to organic cyclic
compound;GO:0061
028|establishment of
endothelial
barrier;GO:0097421|
liver
regeneration;GO:00
32966|negative
regulation of
collagen
biosynthetic
process;GO:200030
1|negative
regulation of
synaptic vesicle
exocytosis;GO:0038
180|nerve growth
factor signaling
pathway;GO:007037
4|positive regulation

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05769|early
endosome;GO:0070
062|extracellular
exosome;GO:00320
45|guanyl-
nucleotide exchange
factor
complex;GO:000577
0|late
endosome;GO:0043
209|myelin
sheath;GO:0043005|
neuron
projection;GO:0048
471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0032403
|protein complex
binding;GO:000856
5|protein transporter
activity;GO:0017034
|Rap guanyl-
nucleotide exchange
factor activity;

K04353 RAP1A; Ras-related
protein Rap-1A



ENSG00000116478 2 4 0 5 2.938058672 3 5 4 3 0.015543581 0.985133589 0.990267464 up no HDAC1 protein_coding chr1:32292086-
32333635:+

gi|593739189|ref|XP
_007125155.1| 2168 0

PREDICTED:
histone deacetylase
1 isoform X2
[Physeter catodon]

gi|34367214|emb|BX
648055.1| 2389 0

Homo sapiens
mRNA; cDNA
DKFZp686H12203
(from clone
DKFZp686H12203)

O09106 364 6.00E-115 Histone deacetylase
1 YNL330c 533 0 COG0123 pfam00850 Hist_deacetyl

Histone deacetylase
domain. Histones
can be reversibly
acetylated on
several lysine
residues. Regulation
of transcription is
caused in part by
this mechanism.
Histone deacetylases
catalyse the removal
of the acetyl group.
Histone deacetylases
are related to other
proteins.

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:000
6325|chromatin
organization;GO:00
00183|chromatin
silencing at
rDNA;GO:0032922|
circadian regulation
of gene
expression;GO:0007
623|circadian
rhythm;GO:0042733
|embryonic digit
morphogenesis;GO:
0007492|endoderm
development;GO:00
09913|epidermal cell
differentiation;GO:0
061029|eyelid
development in
camera-type
eye;GO:0061198|fun
giform papilla
formation;GO:0060
789|hair follicle
placode
formation;GO:0021
766|hippocampus
development;GO:00
16575|histone
deacetylation;GO:00
70932|histone H3
deacetylation;GO:00

GO:0000785|chrom
atin;GO:0005737|cyt
oplasm;GO:0005829
|cytosol;GO:000079
2|heterochromatin;G
O:0000118|histone
deacetylase
complex;GO:004302
5|neuronal cell
body;GO:0000790|n
uclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0016581|NuRD
complex;GO:004323
4|protein
complex;GO:001658
0|Sin3
complex;GO:000566
7|transcription
factor
complex;GO:001705
3|transcriptional
repressor complex;

GO:0033613|activati
ng transcription
factor
binding;GO:000368
2|chromatin
binding;GO:000104
7|core promoter
binding;GO:001921
3|deacetylase
activity;GO:0003677
|DNA
binding;GO:001989
9|enzyme
binding;GO:000440
7|histone
deacetylase
activity;GO:0042826
|histone deacetylase
binding;GO:003585
1|Krueppel-
associated box
domain
binding;GO:003204
1|NAD-dependent
histone deacetylase
activity (H3-K14
specific);GO:005105
9|NF-kappaB
binding;GO:003355
8|protein
deacetylase
activity;GO:0047485
|protein N-terminus
binding;GO:007049
1|repressing

K06067
HDAC1_2; histone
deacetylase 1/2
[EC:3.5.1.98]

ENSG00000116514 0 1 1 0 0.303664834 0 0 0 0 2.066729667 0.489550156 NA up no RNF19B protein_coding chr1:32936445-
32964685:-

gi|188219577|ref|NP
_699172.2| 3129 0

E3 ubiquitin-protein
ligase RNF19B
isoform a [Homo
sapiens]

gi|47077393|dbj|AK
131439.1| 2198 0

Homo sapiens
cDNA FLJ16569 fis,
clone
TESOP2001796,
moderately  similar
to RING finger
protein 19

Q6ZMZ0 278 1.00E-79 E3 ubiquitin-protein
ligase RNF19B . . . . pfam01485 IBR

IBR domain. The
IBR (In Between
Ring fingers)
domain is often
found to occur
between pairs of
ring fingers
(pfam00097). This
domain has also
been called the
C6HC domain and
DRIL (for double
RING finger linked)
domain. Proteins
that contain two
Ring fingers and an
IBR domain (these
proteins are also
termed RBR family
proteins) are
thought to exist in
all eukaryotic
organisms. RBR
family members
play roles in protein
quality control and
can indirectly
regulate
transcription.
Evidence suggests
that RBR proteins
are often parts of
cullin-containing
ubiquitin ligase
complexes The

GO:0002250|adaptiv
e immune
response;GO:00324
36|positive
regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000020
9|protein
polyubiquitination;
GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0044194|cytolyti
c
granule;GO:0005737
|cytoplasm;GO:0005
829|cytosol;GO:001
6021|integral
component of
membrane;GO:0000
151|ubiquitin ligase
complex;

GO:0016874|ligase
activity;GO:0031624
|ubiquitin
conjugating enzyme
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K11973

RNF19B; E3
ubiquitin-protein
ligase RNF19B
[EC:2.3.2.27]

ENSG00000116521 0 0 2 4 1.184852653 1 2 1 0 1.019593111 0.488873375 0.612326247 up no SCAMP3 protein_coding chr1:155255979-
155262430:-

gi|686701928|ref|XP
_009241607.1| 1237 4.00E-165

PREDICTED:
secretory carrier-
associated
membrane protein 3
isoform X1 [Pongo
abelii]

gi|332078538|ref|N
M_052837.2| 1492 0

Homo sapiens
secretory carrier
membrane protein 3
(SCAMP3),
transcript variant 2,
mRNA

O14828 214 2.00E-65
Secretory carrier-
associated
membrane protein 3

. . . . pfam04144 SCAMP

SCAMP family. In
vertebrates,
secretory carrier
membrane proteins
(SCAMPs) 1-3
constitute a family
of putative
membrane-
trafficking proteins
composed of
cytoplasmic N-
terminal sequences
with NPF repeats,
four central
transmembrane
regions (TMRs),
and a cytoplasmic
tail. SCAMPs
probably function
in endocytosis by
recruiting EH-
domain proteins to
the N-terminal NPF
repeats but may
have additional
functions mediated
by their other
sequences.

GO:0006892|post-
Golgi vesicle-
mediated
transport;GO:00150
31|protein
transport;GO:00325
26|response to
retinoic acid;

GO:0070062|extrace
llular
exosome;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;

GO:0031625|ubiquit
in protein ligase
binding;

. .

ENSG00000116525 0 1 0 3 1.131269385 1 2 0 4 -0.435188429 0.768038623 0.838035858 down no TRIM62 protein_coding chr1:33145402-
33182059:-

gi|694884802|ref|XP
_009451488.1| 2801 0

PREDICTED: E3
ubiquitin-protein
ligase TRIM62 [Pan
troglodytes]

gi|217035094|ref|N
M_018207.2| 3437 0

Homo sapiens
tripartite motif
containing 62
(TRIM62), mRNA

Q80V85 129 4.00E-35 E3 ubiquitin-protein
ligase TRIM62 . . . . pfam13765 PRY

SPRY-associated
domain. SPRY and
PRY domains occur
on PYRIN proteins.
Their function is
not known.

GO:0045087|innate
immune
response;GO:00603
33|interferon-
gamma-mediated
signaling
pathway;GO:001071
9|negative
regulation of
epithelial to
mesenchymal
transition;GO:00328
97|negative
regulation of viral
transcription;GO:00
43123|positive
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00510
92|positive
regulation of NF-
kappaB
transcription factor
activity;GO:0051091
|positive regulation
of sequence-specific
DNA binding
transcription factor
activity;GO:0046596
|regulation of viral
entry into host
cell;GO:1902186|reg
ulation of viral
release from host

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;

GO:0016874|ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K12030

TRIM62; tripartite
motif-containing
protein 62
[EC:2.3.2.27]

ENSG00000116539 26 22 28 10 16.31902902 2 3 14 4 2.576630919 0.000238737 0.002052978 up yes ASH1L protein_coding chr1:155335268-
155562807:-

gi|117949323|sp|Q9
NR48.2|ASH1L_HU
MAN

13489 0

RecName:
Full=Histone-lysine
N-methyltransferase
ASH1L; AltName:
Full=ASH1-like
protein;
Short=huASH1;
AltName:
Full=Absent small
and homeotic disks
protein 1 homolog;
AltName:
Full=Lysine N-
methyltransferase
2H

gi|110349787|ref|N
M_018489.2| 11729 0

Homo sapiens ash1
(absent, small, or
homeotic)-like
(Drosophila)
(ASH1L), mRNA

Q9NR48 238 7.00E-69
Histone-lysine N-
methyltransferase
ASH1L

SPAC29B12.02c 152 4.00E-36 COG2940 pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0007267|cell-
cell
signaling;GO:00063
23|DNA
packaging;GO:0097
676|histone H3-K36
dimethylation;GO:0
032635|interleukin-6
production;GO:0002
674|negative
regulation of acute
inflammatory
response;GO:00431
24|negative
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00434
09|negative
regulation of MAPK
cascade;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;

GO:0005923|bicellul
ar tight
junction;GO:000569
4|chromosome;GO:
0005737|cytoplasm;
GO:0070062|extrace
llular
exosome;GO:00057
94|Golgi
apparatus;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:004697
5|histone
methyltransferase
activity (H3-K36
specific);GO:004280
0|histone
methyltransferase
activity (H3-K4
specific);GO:000827
0|zinc ion binding;

K06101

ASH1L; histone-
lysine N-
methyltransferase
ASH1L
[EC:2.1.1.43]

ENSG00000116544 1 5 1 12 18.16067633 46 40 35 38 -2.630191932 5.11E-07 2.11E-05 down yes DLGAP3 protein_coding chr1:34865436-
34929585:-

gi|122937233|ref|NP
_001073887.1| 3817 0

disks large-
associated protein 3
[Homo sapiens]

gi|635109590|ref|X
M_007979474.1| 3660 0

PREDICTED:
Chlorocebus
sabaeus discs, large
(Drosophila)
homolog-associated
protein 3
(DLGAP3),
transcript variant
X4, mRNA

O95886 149 2.00E-40 Disks large-
associated protein 3 . . . . pfam03359 GKAP

Guanylate-kinase-
associated protein
(GKAP) protein.

GO:0023052|signali
ng;

GO:0030054|cell
junction;GO:001406
9|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0001540|beta-
amyloid binding; . .

ENSG00000116560 73 52 61 50 61.26229009 71 60 57 52 0.619598144 0.089306813 0.170416145 up no SFPQ protein_coding chr1:35176378-
35193148:-

gi|507563218|ref|XP
_004665293.1| 1530 0

PREDICTED:
splicing factor,
proline- and
glutamine-rich
isoform X1 [Jaculus
jaculus]

gi|197209833|ref|N
M_005066.2| 3073 0

Homo sapiens
splicing factor
proline/glutamine-
rich (SFPQ),
mRNA

P23246 208 4.00E-60
Splicing factor,
proline- and
glutamine-rich

. . . . pfam08075 NOPS

NOPS (NUC059)
domain. This
domain is found at
the C-terminus of
NONA and PSP1
proteins adjacent to
1 or 2 pfam00076
domains.

GO:0000380|alternat
ive mRNA splicing,
via
spliceosome;GO:00
51276|chromosome
organization;GO:00
00724|double-strand
break repair via
homologous
recombination;GO:0
070932|histone H3
deacetylation;GO:00
06397|mRNA
processing;GO:0042
754|negative
regulation of
circadian
rhythm;GO:0000122
|negative regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:19021
77|positive
regulation of
oxidative stress-
induced intrinsic
apoptotic signaling
pathway;GO:004587
6|positive regulation
of sister chromatid

GO:0000785|chrom
atin;GO:0005737|cyt
oplasm;GO:0031012
|extracellular
matrix;GO:0016363|
nuclear
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
042382|paraspeckles
;GO:0090575|RNA
polymerase II
transcription factor
complex;

GO:0003682|chrom
atin
binding;GO:000104
7|core promoter
binding;GO:004282
6|histone
deacetylase
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA binding;

K13219
SFPQ, PSF; splicing
factor, proline- and
glutamine-rich



ENSG00000116641 0 0 0 1 0.301719775 0 1 0 1 -0.142825035 0.955215068 NA down no DOCK7 protein_coding chr1:62454298-
62688368:-

gi|767906494|ref|XP
_011540628.1| 10909 0

PREDICTED:
dedicator of
cytokinesis protein
7 isoform X1
[Homo sapiens]

gi|431822374|ref|N
M_001271999.1| 7060 0

Homo sapiens
dedicator of
cytokinesis 7
(DOCK7), transcript
variant 1, mRNA

Q8C147 60.8 3.00E-11
Dedicator of
cytokinesis protein
8

. . . . pfam06920 Ded_cyto

Dedicator of
cytokinesis. This
family represents a
conserved region
approximately 200
residues long within
a number of
eukaryotic dedicator
of cytokinesis
proteins. These are
potential guanine
nucleotide exchange
factors, which
activate some small
GTPases by
exchanging bound
GDP for free GTP.

GO:0090630|activati
on of GTPase
activity;GO:0007409
|axonogenesis;GO:0
045200|establishme
nt of neuroblast
polarity;GO:000224
4|hematopoietic
progenitor cell
differentiation;GO:0
022027|interkinetic
nuclear
migration;GO:00002
26|microtubule
cytoskeleton
organization;GO:00
31175|neuron
projection
development;GO:00
43473|pigmentation;
GO:0033138|positiv
e regulation of
peptidyl-serine
phosphorylation;GO
:0050767|regulation
of
neurogenesis;GO:00
07264|small GTPase
mediated signal
transduction;

GO:0030424|axon;G
O:0005925|focal
adhesion;GO:00056
22|intracellular;

GO:0005085|guanyl
-nucleotide
exchange factor
activity;GO:0048365
|Rac GTPase
binding;

. .

ENSG00000116661 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no FBXO2 protein_coding chr1:11648367-
11655785:-

gi|15812198|ref|NP_
036300.2| 1141 9.00E-151 F-box only protein

2 [Homo sapiens]
gi|319738644|ref|N
M_012168.5| 1560 0

Homo sapiens F-
box protein 2
(FBXO2), mRNA

Q9UK22 189 2.00E-56 F-box only protein
2 . . . . pfam04300 FBA

F-box associated
region. Members of
this family are
associated with F-
box domains, hence
the name FBA. This
domain is probably
involved in binding
other proteins that
will be targeted for
ubiquitination.
Human FBXO2 is
involved in binding
to N-glycosylated
proteins.

GO:0006464|cellular
protein modification
process;GO:003043
3|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:000651
6|glycoprotein
catabolic
process;GO:000828
5|negative
regulation of cell
proliferation;GO:00
00209|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;GO:0
006508|proteolysis;
GO:0031396|regulati
on of protein
ubiquitination;GO:0
031146|SCF-
dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0043197|de
ndritic
spine;GO:0005783|e
ndoplasmic
reticulum;GO:00700
62|extracellular
exosome;GO:00310
90|organelle
membrane;GO:0019
005|SCF ubiquitin
ligase complex;

GO:0001540|beta-
amyloid
binding;GO:003024
6|carbohydrate
binding;GO:000194
8|glycoprotein
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K10099 FBXO2, NFB42; F-
box protein 2

ENSG00000116675 0 0 0 0 0.29578603 1 1 0 1 -1.446026814 0.560607138 NA down no DNAJC6 protein_coding chr1:65248219-
65415869:+

gi|379030615|ref|NP
_001243793.1| 4346 0

putative tyrosine-
protein phosphatase
auxilin isoform 1
[Homo sapiens]

gi|379030616|ref|N
M_001256865.1| 5916 0

Homo sapiens DnaJ
(Hsp40) homolog,
subfamily C,
member 6
(DNAJC6),
transcript variant 3,
mRNA

O75061 241 7.00E-73
Putative tyrosine-
protein phosphatase
auxilin

SPBC609.02 53.1 1.00E-06 COG2453 pfam10409 PTEN_C2

C2 domain of PTEN
tumor-suppressor
protein. This is the
C2 domain-like
domain, in greek
key form, of the
PTEN protein,
phosphatidyl-
inositol triphosphate
phosphatase, and it
is the C-terminus.
This domain may
well include a CBR3
loop which means it
plays a central role
in membrane
binding. This
domain associates
across an extensive
interface with the
N-terminal
phosphatase domain
DSPc (pfam00782)
suggesting that the
C2 domain
productively
positions the
catalytic part of the
protein onto the
membrane.

GO:0072318|clathri
n coat
disassembly;GO:000
6898|receptor-
mediated
endocytosis;GO:200
0369|regulation of
clathrin-mediated
endocytosis;

GO:0005829|cytosol
;GO:0045202|synaps
e;GO:0031982|vesicl
e;

GO:0004725|protein
tyrosine
phosphatase
activity;

K09526
DNAJC6; DnaJ
homolog subfamily
C member 6

ENSG00000116679 4 17 6 25 20.76717379 32 49 21 40 -1.01507462 0.029625936 0.077689767 down no IVNS1ABP protein_coding chr1:185296388-
185317329:-

gi|40788385|dbj|BA
A74873.2| 3413 0 KIAA0850 protein

[Homo sapiens]
gi|54144638|ref|NM
_006469.4| 4199 0

Homo sapiens
influenza virus
NS1A binding
protein
(IVNS1ABP),
mRNA

Q920Q8 209 3.00E-62
Influenza virus
NS1A-binding
protein homolog

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:2001243|negativ
e regulation of
intrinsic apoptotic
signaling pathway;

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0005634|nucleus;

. K15046
NS1BP; influenza
virus NS1A-binding
protein

ENSG00000116698 1 2 0 8 13.24214035 49 30 10 31 -3.039958804 6.56E-05 0.000774894 down yes SMG7 protein_coding chr1:183472216-
183598246:+

gi|291327487|ref|NP
_963863.2| 5287 0

protein SMG7
isoform 4 [Homo
sapiens]

gi|291327482|ref|N
M_173156.2| 5788 0

Homo sapiens
SMG7 nonsense
mediated mRNA
decay factor
(SMG7), transcript
variant 1, mRNA

Q92540 1948 0 Protein SMG7 . . . . pfam10373 EST1_DNA_bind

Est1 DNA/RNA
binding domain.
Est1 is a protein
which recruits or
activates telomerase
at the site of
polymerization.
This is the
DNA/RNA binding
domain of EST1.

GO:0006406|mRNA
export from
nucleus;GO:000018
4|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0035303|r
egulation of
dephosphorylation;
GO:0043487|regulati
on of RNA
stability;GO:000700
4|telomere
maintenance via
telomerase;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0045111|int
ermediate filament
cytoskeleton;GO:00
05634|nucleus;GO:0
005697|telomerase
holoenzyme
complex;

GO:0051721|protein
phosphatase 2A
binding;GO:000454
0|ribonuclease
activity;GO:0043021
|ribonucleoprotein
complex
binding;GO:007003
4|telomeric RNA
binding;GO:004216
2|telomeric DNA
binding;

K14409 SMG7, EST1C;
protein SMG7

ENSG00000116711 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PLA2G4A protein_coding chr1:186828953-
186988981:+

gi|767909562|ref|XP
_011507944.1| 3968 0

PREDICTED:
cytosolic
phospholipase A2
isoform X1 [Homo
sapiens]

gi|113722110|ref|N
M_024420.2| 2872 0

Homo sapiens
phospholipase A2,
group IVA
(cytosolic, calcium-
dependent)
(PLA2G4A), mRNA

P47712 1533 0 Cytosolic
phospholipase A2 . . . . pfam01735 PLA2_B

Lysophospholipase
catalytic domain.
This family consists
of
Lysophospholipase
/ phospholipase B
EC:3.1.1.5 and
cytosolic
phospholipase A2
EC:3.1.4 which also
has a C2 domain
pfam00168.
Phospholipase B
enzymes catalyse
the release of fatty
acids from
lysophsopholipids
and are capable in
vitro of hydrolysing
all phospholipids
extractable form
yeast cells.
Cytosolic
phospholipase A2
associates with
natural membranes
in response to
physiological
increases in Ca2+
and selectively
hydrolyses
arachidonyl
phospholipids, the
aligned region
corresponds the the

GO:0019369|arachid
onic acid metabolic
process;GO:005048
2|arachidonic acid
secretion;GO:00359
65|cardiolipin acyl-
chain
remodeling;GO:007
1236|cellular
response to
antibiotic;GO:00464
56|icosanoid
biosynthetic
process;GO:000669
0|icosanoid
metabolic
process;GO:000665
4|phosphatidic acid
biosynthetic
process;GO:003615
1|phosphatidylcholi
ne acyl-chain
remodeling;GO:003
6152|phosphatidylet
hanolamine acyl-
chain
remodeling;GO:003
6148|phosphatidylgl
ycerol acyl-chain
remodeling;GO:003
6149|phosphatidylin
ositol acyl-chain
remodeling;GO:003
6150|phosphatidylse
rine acyl chain

GO:0005737|cytopla
sm;GO:0016023|cyt
oplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0005789
|endoplasmic
reticulum
membrane;GO:0005
794|Golgi
apparatus;GO:00057
43|mitochondrial
inner membrane;

GO:0005509|calciu
m ion
binding;GO:004749
8|calcium-
dependent
phospholipase A2
activity;GO:0005544
|calcium-dependent
phospholipid
binding;GO:000462
2|lysophospholipase
activity;GO:0008970
|phosphatidylcholin
e 1-acylhydrolase
activity;GO:0004623
|phospholipase A2
activity;

K16342

PLA2G4, CPLA2;
cytosolic
phospholipase A2
[EC:3.1.1.4]



ENSG00000116729 0 1 0 2 1.543896637 4 3 3 2 -1.565707947 0.200789928 0.317749604 down no WLS protein_coding chr1:68098473-
68233120:-

gi|301069320|ref|NP
_001002292.3| 2842 0

protein wntless
homolog isoform 2
[Homo sapiens]

gi|300934785|ref|N
M_024911.6| 2748 0

Homo sapiens
wntless Wnt ligand
secretion mediator
(WLS), transcript
variant 1, mRNA

Q5R9R3 199 2.00E-59 Protein wntless
homolog . . . . pfam06664 MIG-14_Wnt-bd

Wnt-binding factor
required for Wnt
secretion. MIG-14 is
a Wnt-binding
factor. Newly
synthesized EGL-
20/Wnt binds to
MIG-14 in the
Golgi, targetting the
Wnt to the cell
membrane for
secretion. AP-2-
mediated
endocytosis and
retromer retrieval at
the sorting
endosome would
recycle MIG-14 to
the Golgi, where it
can bind to EGL-
20/Wnt for next
cycle of secretion.

GO:0009948|anterio
r/posterior axis
specification;GO:00
31017|exocrine
pancreas
development;GO:00
30902|hindbrain
development;GO:00
06886|intracellular
protein
transport;GO:00017
07|mesoderm
formation;GO:0030
901|midbrain
development;GO:00
90263|positive
regulation of
canonical Wnt
signaling
pathway;GO:004312
3|positive regulation
of I-kappaB
kinase/NF-kappaB
signaling;GO:00613
57|positive
regulation of Wnt
protein
secretion;GO:00301
77|positive
regulation of Wnt
signaling
pathway;GO:006135
5|Wnt protein
secretion;GO:00160
55|Wnt signaling

GO:0031410|cytopla
smic
vesicle;GO:0016023|
cytoplasmic
membrane-bounded
vesicle;GO:0032839|
dendrite
cytoplasm;GO:0032
590|dendrite
membrane;GO:0005
769|early
endosome;GO:0031
901|early endosome
membrane;GO:0030
666|endocytic
vesicle
membrane;GO:0005
789|endoplasmic
reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0005
886|plasma
membrane;GO:0005
802|trans-Golgi
network;

GO:0004871|signal
transducer
activity;GO:0017147
|Wnt-protein
binding;

. .

ENSG00000116731 0 0 0 1 0.504539164 1 0 1 2 -1.147654081 0.556052664 NA down no PRDM2 protein_coding chr1:13700198-
13825079:+

gi|20336258|ref|NP_
036363.2| 4241 0

PR domain zinc
finger protein 2
isoform a [Homo
sapiens]

gi|208022689|ref|N
M_012231.4| 7957 0

Homo sapiens PR
domain containing
2, with ZNF domain
(PRDM2), transcript
variant 1, mRNA

Q13029 191 8.00E-54 PR domain zinc
finger protein 2 . . . . pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0009948|anterio
r/posterior axis
specification;GO:00
16055|Wnt signaling
pathway;

GO:0031410|cytopla
smic
vesicle;GO:0030659|
cytoplasmic vesicle
membrane;GO:0031
901|early endosome
membrane;GO:0005
789|endoplasmic
reticulum
membrane;GO:0005
794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0005
886|plasma
membrane;

. K11432
PRDM2, RIZ; PR
domain zinc finger
protein 2

ENSG00000116754 4 11 9 28 45.58013133 122 112 45 112 -2.468745549 1.55E-07 7.90E-06 down yes SRSF11 protein_coding chr1:70205682-
70253052:+

gi|116283821|gb|AA
H32727.1| 807 3.00E-98

SFRS11 protein,
partial [Homo
sapiens]

gi|34364677|emb|BX
640645.1| 3987 0

Homo sapiens
mRNA; cDNA
DKFZp686P22142
(from clone
DKFZp686P22142)

Q05519 314 6.00E-96 Serine/arginine-rich
splicing factor 11 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0031124|mRNA
3'-end
processing;GO:0006
406|mRNA export
from
nucleus;GO:000639
7|mRNA
processing;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
06405|RNA export
from
nucleus;GO:000838
0|RNA
splicing;GO:000636
9|termination of
RNA polymerase II
transcription;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;

K12899

SFRS11; splicing
factor,
arginine/serine-rich
11

ENSG00000116793 0 6 1 2 2.740372907 3 3 4 6 -0.369760081 0.687327314 0.779360037 down no PHTF1 protein_coding chr1:113696831-
113759489:-

gi|166197666|ref|NP
_006599.2| 3808 0

putative
homeodomain
transcription factor
1 [Homo sapiens]

gi|34533387|dbj|AK
126773.1| 4302 0

Homo sapiens
cDNA FLJ44821 fis,
clone
BRACE3046152,
highly  similar to
Homo sapiens
homeodomain
transcription factor
1 (PHTF1)

Q9UMS5 221 6.00E-65

Putative
homeodomain
transcription factor
1

. . . . pfam12129 Phtf-FEM1B_bdg

Male germ-cell
putative
homeodomain
transcription factor.
This domain is
found in bacteria
and eukaryotes, and
is typically between
101 and 140 amino
acids in length. Phtf
proteins do not
display any
sequence similarity
to known or
predicted proteins,
but their
conservation among
species suggests an
essential function.
The 84 kDa Phtf1
protein is an integral
membrane protein,
anchored to a cell
membrane by six to
eight trans-
membrane domains,
that is associated
with a domain of
the endoplasmic
reticulum (ER)
juxtaposed to the
Golgi apparatus. It
is present during
meiosis and
spermiogenesis

GO:0006351|transcri
ption, DNA-
templated;

GO:0005801|cis-
Golgi
network;GO:000573
7|cytoplasm;GO:000
5783|endoplasmic
reticulum;GO:00057
30|nucleolus;GO:00
05634|nucleus;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000116830 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no TTF2 protein_coding chr1:117060303-
117107453:+

gi|158255470|dbj|B
AF83706.1| 5410 0

unnamed protein
product [Homo
sapiens]

gi|15131484|emb|AL
391476.20| 6076 0

Human DNA
sequence from
clone RP11-229A19
on chromosome 1,
complete sequence

Q9UNY4 220 7.00E-87 Transcription
termination factor 2 . . . . pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar ETL1)

GO:0006353|DNA-
templated
transcription,
termination;GO:000
6397|mRNA
processing;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00083
80|RNA
splicing;GO:000636
9|termination of
RNA polymerase II
transcription;

GO:0005737|cytopla
sm;GO:0005681|spli
ceosomal
complex;GO:000802
3|transcription
elongation factor
complex;

GO:0005524|ATP
binding;GO:000802
6|ATP-dependent
helicase
activity;GO:0003677
|DNA
binding;GO:000809
4|DNA-dependent
ATPase
activity;GO:0008270
|zinc ion binding;

K15173
TTF2; transcription
termination factor 2
[EC:3.6.4.-]

ENSG00000116871 0 3 1 17 13.57771877 50 19 17 26 -2.11627886 0.007344578 0.028977699 down yes MAP7D1 protein_coding chr1:36155579-
36180849:+

gi|78042577|ref|NP_
060537.3| 1781 0

MAP7 domain-
containing protein 1
isoform 1 [Homo
sapiens]

gi|556503400|ref|N
M_001286365.1| 3456 0

Homo sapiens
MAP7 domain
containing 1
(MAP7D1),
transcript variant 2,
mRNA

Q3KQU3 213 2.00E-61 MAP7 domain-
containing protein 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000226|microt
ubule cytoskeleton
organization;

GO:0005737|cytopla
sm;GO:0015630|mic
rotubule
cytoskeleton;GO:00
05819|spindle;

GO:0005198|structu
ral molecule
activity;

K16806
MAP7D1; MAP7
domain-containing
protein 1

ENSG00000116990 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no MYCL protein_coding chr1:39895426-
39902256:-

gi|296923785|ref|NP
_001028254.2| 1720 0

protein L-Myc
isoform 3 [Homo
sapiens]

gi|296923784|ref|N
M_001033082.2| 3256 0

Homo sapiens v-
myc avian
myelocytomatosis
viral oncogene lung
carcinoma derived
homolog (MYCL),
transcript variant 2,
mRNA

P12524 150 5.00E-43 Protein L-Myc . . . . pfam01056 Myc_N

Myc amino-terminal
region. The myc
family belongs to
the basic helix-loop-
helix leucine zipper
class of
transcription
factors, see
pfam00010. Myc
forms a heterodimer
with Max, and this
complex regulates
cell growth through
direct activation of
genes involved in
cell replication.
Mutations in the C-
terminal 20 residues
of this domain
cause unique
changes in the
induction of
apoptosis,
transformation, and
G2 arrest.

GO:0045607|regulati
on of auditory
receptor cell
differentiation;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09110
LMYC, MYCL; L-
myc proto-
oncogene protein

ENSG00000117013 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no KCNQ4 protein_coding chr1:40784012-
40840452:+

gi|114555823|ref|XP
_513360.2| 3198 0

PREDICTED:
potassium voltage-
gated channel
subfamily KQT
member 4 isoform
X1 [Pan
troglodytes]

gi|302393601|ref|N
M_004700.3| 4099 0

Homo sapiens
potassium channel,
voltage gated KQT-
like subfamily Q,
member 4
(KCNQ4), transcript
variant 1, mRNA

P56696 1236 0

Potassium voltage-
gated channel
subfamily KQT
member 4

STM1741 80.5 2.00E-15 COG1226 pfam03520 KCNQ_channel

KCNQ voltage-
gated potassium
channel. This family
matches to the C-
terminal tail of
KCNQ type
potassium channels.

GO:0042472|inner
ear
morphogenesis;GO:
0006813|potassium
ion
transport;GO:00076
05|sensory
perception of
sound;

GO:0009925|basal
plasma
membrane;GO:0016
021|integral
component of
membrane;GO:0005
886|plasma
membrane;GO:0008
076|voltage-gated
potassium channel
complex;

GO:0005251|delaye
d rectifier potassium
channel
activity;GO:0005267
|potassium channel
activity;

K04929

KCNQ4; potassium
voltage-gated
channel KQT-like
subfamily member
4

ENSG00000117016 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RIMS3 protein_coding chr1:40620679-
40665657:-

gi|40788923|dbj|BA
A13243.2| 1420 4.00E-176 KIAA0237 [Homo

sapiens]
gi|48476343|ref|NM
_014747.2| 7229 0

Homo sapiens
regulating synaptic
membrane
exocytosis 3
(RIMS3), mRNA

Q9UJD0 540 0
Regulating synaptic
membrane
exocytosis protein 3

. . . . pfam00168 C2 C2 domain.

GO:0017156|calciu
m ion-dependent
exocytosis;GO:0048
791|calcium ion-
dependent
exocytosis of
neurotransmitter;G
O:0042391|regulatio
n of membrane
potential;GO:200030
0|regulation of
synaptic vesicle
exocytosis;

GO:0030054|cell
junction;GO:004878
6|presynaptic active
zone;

GO:0044325|ion
channel binding; K15298

RIMS3, RIM3;
regulating synaptic
membrane
exocytosis protein 3



ENSG00000117020 1 5 1 8 7.03510166 15 15 8 14 -1.344619192 0.032258331 0.082963648 down no AKT3 protein_coding chr1:243488233-
243851079:-

gi|4885549|ref|NP_0
05456.1| 2593 0

RAC-gamma
serine/threonine-
protein kinase
isoform 1 [Homo
sapiens]

gi|332078467|ref|N
M_005465.4| 7081 0

Homo sapiens v-akt
murine thymoma
viral oncogene
homolog 3 (AKT3),
transcript variant 1,
mRNA

Q96MD7 94.4 4.00E-22 Uncharacterized
protein C9orf85 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0017156|calciu
m ion-dependent
exocytosis;GO:0048
791|calcium ion-
dependent
exocytosis of
neurotransmitter;G
O:0042391|regulatio
n of membrane
potential;GO:200030
0|regulation of
synaptic vesicle
exocytosis;

GO:0030054|cell
junction;GO:004878
6|presynaptic active
zone;

GO:0044325|ion
channel binding; K04456

AKT; RAC
serine/threonine-
protein kinase
[EC:2.7.11.1]

ENSG00000117054 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ACADM protein_coding chr1:75724347-
75787575:+

gi|554506556|ref|NP
_001272972.1| 2317 0

medium-chain
specific acyl-CoA
dehydrogenase,
mitochondrial
isoform d precursor
[Homo sapiens]

gi|554506551|ref|N
M_000016.5| 2619 0

Homo sapiens acyl-
CoA
dehydrogenase, C-4
to C-12 straight
chain (ACADM),
transcript variant 1,
mRNA

A5A6I0 110 2.00E-27

Medium-chain
specific acyl-CoA
dehydrogenase,
mitochondrial

DR1318 371 7.00E-119 COG1960 pfam00441 Acyl-CoA_dh_1

Acyl-CoA
dehydrogenase, C-
terminal domain. C-
terminal domain of
Acyl-CoA
dehydrogenase is an
all-alpha, four
helical up-and-
down bundle.

GO:0055007|cardiac
muscle cell
differentiation;GO:0
019254|carnitine
metabolic process,
CoA-
linked;GO:0033539|
fatty acid beta-
oxidation using
acyl-CoA
dehydrogenase;GO:
0005978|glycogen
biosynthetic
process;GO:005508
8|lipid
homeostasis;GO:000
1889|liver
development;GO:00
51791|medium-
chain fatty acid
metabolic
process;GO:000979
1|post-embryonic
development;GO:00
06111|regulation of
gluconeogenesis;GO
:0009409|response
to
cold;GO:0042594|re
sponse to starvation;

GO:0005759|mitoch
ondrial
matrix;GO:0005739|
mitochondrion;

GO:0009055|electro
n carrier
activity;GO:0000062
|fatty-acyl-CoA
binding;GO:005066
0|flavin adenine
dinucleotide
binding;GO:007099
1|medium-chain-
acyl-CoA
dehydrogenase
activity;GO:0052890
|oxidoreductase
activity, acting on
the CH-CH group of
donors, with a
flavin as acceptor;

K00249
ACADM, acd; acyl-
CoA dehydrogenase
[EC:1.3.8.7]

ENSG00000117114 1 0 0 3 1.702676818 1 4 2 5 -1.112432035 0.359768983 0.49237866 down no ADGRL2 protein_coding chr1:81306160-
81992436:+

gi|119626740|gb|EA
X06335.1| 7585 0

latrophilin 2,
isoform CRA_o
[Homo sapiens]

gi|578798716|ref|X
M_006710488.1| 5719 0

PREDICTED:
Homo sapiens
adhesion G protein-
coupled receptor L2
(ADGRL2),
transcript variant
X3, mRNA

O95490 217 2.00E-64
Adhesion G
protein-coupled
receptor L2

. . . . pfam02354 Latrophilin

Latrophilin
Cytoplasmic C-
terminal region.
This family consists
of the cytoplasmic
C-terminal region in
latrophilin.
Latrophilin is a
synaptic Ca2+
independent alpha-
latrotoxin (LTX)
receptor and is a
novel member of
the secretin family
of G-protein
coupled receptors
that are involved in
secretion.
Latrophilin mRNA
is present only in
neuronal tissue.
Lactrophillin
interacts with G-
alpha O.

GO:0007166|cell
surface receptor
signaling pathway;

GO:0016021|integral
component of
membrane;

GO:0030246|carboh
ydrate
binding;GO:000493
0|G-protein coupled
receptor activity;

K04593 LPHN2; latrophilin
2

ENSG00000117139 9 14 8 15 11.81212781 12 11 19 10 0.341090957 0.443488631 0.571988309 up no KDM5B protein_coding chr1:202724491-
202809470:-

gi|119611839|gb|EA
W91433.1| 7941 0

Jumonji, AT rich
interactive domain
1B (RBP2-like),
isoform CRA_b,
partial [Homo
sapiens]

gi|6572290|emb|AJ2
43706.1| 7389 0

Homo sapiens
mRNA for RB-
binding protein
(rbbp2h1a gene)

Q80Y84 193 7.00E-55 Lysine-specific
demethylase 5B . . . . pfam08429 PLU-1

PLU-1-like protein.
Sequences in this
family bear
similarity to the
central region of
PLU-1. This is a
nuclear protein that
may have a role in
DNA-binding and
transcription, and is
closely associated
with the malignant
phenotype of breast
cancer. This region
is found in various
other Jumonji/ARID
domain-containing
proteins (see
pfam02373,
pfam01388).

GO:0060444|branch
ing involved in
mammary gland
duct
morphogenesis;GO:
0044344|cellular
response to
fibroblast growth
factor
stimulus;GO:003472
0|histone H3-K4
demethylation;GO:0
070306|lens fiber
cell
differentiation;GO:0
060763|mammary
duct terminal end
bud
growth;GO:0045892
|negative regulation
of transcription,
DNA-
templated;GO:00106
28|positive
regulation of gene
expression;GO:0033
601|positive
regulation of
mammary gland
epithelial cell
proliferation;GO:00
09791|post-
embryonic
development;GO:00
42752|regulation of

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003677|DNA
binding;GO:003464
8|histone
demethylase activity
(H3-dimethyl-K4
specific);GO:003245
3|histone
demethylase activity
(H3-K4
specific);GO:003464
7|histone
demethylase activity
(H3-trimethyl-K4
specific);GO:001670
6|oxidoreductase
activity, acting on
paired donors, with
incorporation or
reduction of
molecular oxygen,
2-oxoglutarate as
one donor, and
incorporation of
one atom each of
oxygen into both
donors;GO:0003714
|transcription
corepressor
activity;GO:0008270
|zinc ion binding;

K11446

KDM5, JARID1;
histone demethylase
JARID1
[EC:1.14.11.-]

ENSG00000117153 0 0 1 1 0.476872373 0 0 0 2 0.555684932 0.810863418 NA up no KLHL12 protein_coding chr1:202891100-
202928636:-

gi|635131437|ref|XP
_007987103.1| 3156 0

PREDICTED:
kelch-like protein
12 [Chlorocebus
sabaeus]

gi|14042495|dbj|AK
027656.1| 3326 0

Homo sapiens
cDNA FLJ14750 fis,
clone
NT2RP3002948,
weakly similar to
RING CANAL
PROTEIN

Q53G59 578 0 Kelch-like protein
12 . . . . pfam07707 BACK

BTB And C-
terminal Kelch. This
domain is found
associated with
pfam00651 and
pfam01344. The
BACK domain is
found juxtaposed to
the BTB domain;
they are separated
by as little as two
residues. This
family appears to be
closely related to the
BTB domain (Finn
RD, personal
observation).

GO:0048208|COPII
vesicle
coating;GO:0006888
|ER to Golgi
vesicle-mediated
transport;GO:00900
90|negative
regulation of
canonical Wnt
signaling
pathway;GO:000651
3|protein
monoubiquitination;
GO:0016055|Wnt
signaling pathway;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000582
9|cytosol;GO:00301
34|ER to Golgi
transport
vesicle;GO:0000139|
Golgi
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00058
15|microtubule
organizing center;

GO:0042802|identic
al protein binding; K10450

KLHL12, C3IP1;
kelch-like protein
12

ENSG00000117222 0 5 1 10 8.039638188 18 17 9 18 -1.55652866 0.021319362 0.061993992 down no RBBP5 protein_coding chr1:205086142-
205122015:-

gi|53759148|ref|NP_
005048.2| 2703 0

retinoblastoma-
binding protein 5
isoform 1 [Homo
sapiens]

gi|300796302|ref|N
M_005057.3| 4404 0

Homo sapiens
retinoblastoma
binding protein 5
(RBBP5), transcript
variant 1, mRNA

Q15291 1045 0 Retinoblastoma-
binding protein 5 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:005156
8|histone H3-K4
methylation;GO:000
6355|regulation of
transcription, DNA-
templated;GO:00436
27|response to
estrogen;GO:000635
1|transcription,
DNA-templated;

GO:0035097|histone
methyltransferase
complex;GO:007133
9|MLL1
complex;GO:004466
6|MLL3/4
complex;GO:000573
0|nucleolus;GO:000
5654|nucleoplasm;G
O:0005634|nucleus;
GO:0048188|Set1C/
COMPASS
complex;

GO:0018024|histone
-lysine N-
methyltransferase
activity;GO:0035064
|methylated histone
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K14961
RBBP5, SWD1,
CPS50; COMPASS
component SWD1

ENSG00000117360 4 6 3 3 4.003755116 3 6 4 3 0.56109914 0.432163331 0.562337242 up no PRPF3 protein_coding chr1:150321476-
150353195:+

gi|4758556|ref|NP_0
04689.1| 3078 0

U4/U6 small nuclear
ribonucleoprotein
Prp3 [Homo
sapiens]

gi|193083188|ref|N
M_004698.2| 2430 0

Homo sapiens pre-
mRNA processing
factor 3 (PRPF3),
mRNA

O43395 746 0
U4/U6 small nuclear
ribonucleoprotein
Prp3

. . . . pfam08572 PRP3

pre-mRNA
processing factor 3
(PRP3). Pre-mRNA
processing factor 3
(PRP3) is a U4/U6-
associated splicing
factor. The human
PRP3 has been
implicated in
autosomal retinitis
pigmentosa.

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
00244|spliceosomal
tri-snRNP complex
assembly;

GO:0015030|Cajal
body;GO:0005737|c
ytoplasm;GO:00166
07|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
043234|protein
complex;GO:000568
1|spliceosomal
complex;GO:004654
0|U4/U6 x U5 tri-
snRNP complex;

GO:0042802|identic
al protein
binding;GO:004482
2|poly(A) RNA
binding;

K12843

PRPF3, PRP3;
U4/U6 small nuclear
ribonucleoprotein
PRP3

ENSG00000117362 22 34 24 68 31.70869217 26 28 31 30 0.837857503 0.010560629 0.037239025 up no APH1A protein_coding chr1:150265399-
150269580:-

gi|859930065|ref|XP
_012903435.1| 1329 1.00E-177

PREDICTED:
gamma-secretase
subunit APH-1A
[Mustela putorius
furo]

gi|344313182|ref|N
M_016022.3| 2259 0

Homo sapiens
APH1A gamma
secretase subunit
(APH1A), transcript
variant 2, mRNA

Q8BVF7 201 2.00E-61 Gamma-secretase
subunit APH-1A . . . . pfam06105 Aph-1

Aph-1 protein. This
family consists of
several eukaryotic
Aph-1
proteins.Gamma-
secretase catalyses
the intramembrane
proteolysis of
Notch, beta-amyloid
precursor protein,
and other substrates
as part of a new
signaling paradigm
and as a key step in
the pathogenesis of
Alzheimer's disease.
It is thought that the
presenilin
heterodimer
comprises the
catalytic site and
that a highly
glycosylated form
of nicastrin
associates with it.
Aph-1 and Pen-2,
two membrane
proteins genetically
linked to gamma-
secretase, associate
directly with
presenilin and
nicastrin in the
active protease
complex Co

GO:0042987|amyloi
d precursor protein
catabolic
process;GO:000650
9|membrane protein
ectodomain
proteolysis;GO:0031
293|membrane
protein intracellular
domain
proteolysis;GO:0001
656|metanephros
development;GO:00
07220|Notch
receptor
processing;GO:0007
219|Notch signaling
pathway;GO:004308
5|positive regulation
of catalytic
activity;GO:0016485
|protein processing;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0070
765|gamma-
secretase
complex;GO:000579
4|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0004175|endope
ptidase
activity;GO:0008233
|peptidase activity;

K06172 APH1; anterior
pharynx defective 1



ENSG00000117408 12 12 13 12 14.77237096 15 20 19 19 -2.71E-05 0.999946721 0.999946721 down no IPO13 protein_coding chr1:43946939-
43968022:+

gi|40788340|dbj|BA
A34444.2| 4940 0 KIAA0724 protein

[Homo sapiens]
gi|224831256|ref|N
M_014652.3| 3894 0

Homo sapiens
importin 13
(IPO13), mRNA

O94829 1799 0 Importin-13 . . . . pfam08389 Xpo1

Exportin 1-like
protein. The
sequences featured
in this family are
similar to a region
close to the N-
terminus of yeast
exportin 1 (Xpo1,
Crm1). This region
is found just C-
terminal to an
importin-beta N-
terminal domain
(pfam03810) in
many members of
this family. Exportin
1 is a nuclear export
receptor that
interacts with
leucine-rich nuclear
export signal (NES)
sequences, and
Ran-GTP, and is
involved in
translocation of
proteins out of the
nucleus.

GO:0006606|protein
import into nucleus;

GO:0005737|cytopla
sm;GO:0031965|nuc
lear membrane;

GO:0008139|nuclear
localization
sequence
binding;GO:000856
5|protein transporter
activity;

. .

ENSG00000117410 0 0 4 2 1.021327823 0 1 0 0 2.913007178 0.136391642 0.235363708 up no ATP6V0B protein_coding chr1:43974487-
43978295:+

gi|795270237|ref|XP
_011857212.1| 1290 8.00E-172

PREDICTED: V-
type proton ATPase
21 kDa proteolipid
subunit isoform X1
[Mandrillus
leucophaeus]

gi|31657198|gb|BC0
53601.1| 2432 0

Homo sapiens
ATPase, H+
transporting,
lysosomal 21kDa,
V0 subunit b,
mRNA (cDNA
clone
IMAGE:5767662),
with apparent
retained intron

Q2TA24 297 1.00E-99
V-type proton
ATPase 21 kDa
proteolipid subunit

YHR026w 94.7 2.00E-23 COG0636 pfam00137 ATP-synt_C ATP synthase
subunit C.

GO:0015991|ATP
hydrolysis coupled
proton
transport;GO:00070
35|vacuolar
acidification;

GO:0005768|endoso
me;GO:0016021|inte
gral component of
membrane;GO:0000
220|vacuolar
proton-transporting
V-type ATPase, V0
domain;

GO:0046961|proton
-transporting
ATPase activity,
rotational
mechanism;

K03661

ATPeV0B, ATP6F;
V-type H+-
transporting ATPase
21kDa proteolipid
subunit

ENSG00000117419 17 56 30 97 81.75311884 140 128 139 150 -1.058641405 0.00179036 0.010360219 down yes ERI3 protein_coding chr1:44221070-
44355260:-

gi|2852640|gb|AAC1
9158.1| 1868 0 unknown [Homo

sapiens]
gi|2852639|gb|AF00
7157.1|AF007157 1681 0

Homo sapiens clone
23856 unknown
mRNA, partial cds

A6QLH5 366 2.00E-122 ERI1
exoribonuclease 3 SPBC30B4.08 72 2.00E-13 COG5018 pfam00929 RNase_T

Exonuclease. This
family includes a
variety of
exonuclease
proteins, such as
ribonuclease T and
the epsilon subunit
of DNA polymerase
III.;

GO:0000467|exonuc
leolytic trimming to
generate mature 3'-
end of 5.8S rRNA
from tricistronic
rRNA transcript
(SSU-rRNA, 5.8S
rRNA, LSU-rRNA);

.

GO:0004527|exonuc
lease
activity;GO:0046872
|metal ion
binding;GO:004482
2|poly(A) RNA
binding;

K18418
ERI3, PINT1; ERI1
exoribonuclease 3
[EC:3.1.-.-]

ENSG00000117500 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no TMED5 protein_coding chr1:93149742-
93180728:-

gi|441637283|ref|XP
_004090053.1| 1427 7.00E-178

PREDICTED:
transmembrane
emp24 domain-
containing protein 5
[Nomascus
leucogenys]

gi|282165813|ref|N
M_016040.4| 6065 0

Homo sapiens
transmembrane
emp24 protein
transport domain
containing 5
(TMED5), transcript
variant 1, mRNA

Q9Y3A6 318 7.00E-98
Transmembrane
emp24 domain-
containing protein 5

. . . . pfam01105 EMP24_GP25L

emp24/gp25L/p24
family/GOLD.
Members of this
family are
implicated in
bringing cargo
forward from the
ER and binding to
coat proteins by
their cytoplasmic
domains. This
domain corresponds
closely to the beta-
strand rich GOLD
domain described
in. The GOLD
domain is always
found combined
with lipid- or
membrane-
association
domains.

GO:0090161|Golgi
ribbon
formation;GO:0015
031|protein
transport;

GO:0005801|cis-
Golgi
network;GO:007097
1|endoplasmic
reticulum exit
site;GO:0005789|en
doplasmic reticulum
membrane;GO:0005
793|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
33116|endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:0005
794|Golgi
apparatus;GO:00160
21|integral
component of
membrane;

. K14825 ERP2; protein ERP2

ENSG00000117505 1 0 0 0 0.899139727 3 2 1 1 -1.962325935 0.210381825 NA down no DR1 protein_coding chr1:93345888-
93369498:+

gi|795350841|ref|XP
_011746186.1| 865 3.00E-101

PREDICTED:
uncharacterized
protein
LOC105485493
[Macaca
nemestrina]

gi|9796041|emb|AL1
37159.7| 9006 0

Human DNA
sequence from
clone RP4-713B5
on chromosome
1p21.2-22.2,
complete sequence

Q91WV0 238 2.00E-73 Protein Dr1 SPBC30D10.02 111 7.00E-26 COG5150 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0043966|histone
H3
acetylation;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005671|Ada2/
Gcn5/Ada3
transcription
activator
complex;GO:000563
4|nucleus;

GO:0003677|DNA
binding;GO:001702
5|TBP-class protein
binding;

. .

ENSG00000117523 12 7 9 17 12.39839844 11 15 19 12 0.207882745 0.654580879 0.756559524 up no PRRC2C protein_coding chr1:171485551-
171593511:+

gi|530364430|ref|XP
_005245080.1| 4625 0

PREDICTED:
protein PRRC2C
isoform X9 [Homo
sapiens]

gi|530364431|ref|X
M_005245024.1| 10366 0

PREDICTED:
Homo sapiens
proline-rich coiled-
coil 2C (PRRC2C),
transcript variant
X10, mRNA

Q9Y520 1786 0 Protein PRRC2C . . . . pfam07001 BAT2_N

BAT2 N-terminus.
This family
represents the N-
terminus
(approximately 200
residues) of the
proline-rich protein
BAT2. BAT2 is
similar to other
proteins with large
proline-rich
domains, such as
some nuclear
proteins, collagens,
elastin, and
synapsin.

GO:0002244|hemato
poietic progenitor
cell differentiation;

GO:0016020|membr
ane;

GO:0044822|poly(A
) RNA
binding;GO:000802
2|protein C-
terminus binding;

. .

ENSG00000117528 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ABCD3 protein_coding chr1:94418455-
94518666:+

gi|4506341|ref|NP_0
02849.1| 3410 0

ATP-binding
cassette sub-family
D member 3
isoform a [Homo
sapiens]

gi|34367879|emb|BX
648715.1| 4348 0

Homo sapiens
mRNA; cDNA
DKFZp686E02117
(from clone
DKFZp686E02117)

P28288 261 2.00E-81
ATP-binding
cassette sub-family
D member 3

YPL147w 300 2.00E-85 COG4178 pfam06472 ABC_membrane_2

ABC transporter
transmembrane
region 2. This
domain covers the
transmembrane of a
small family of
ABC transporters
and shares sequence
similarity with
pfam00664.
Mutations in this
domain in human
ABCD3 (PMP70)
are believed
responsible for
Zellweger
Syndrome-2;
mutations in human
ABCD1 (ALD) are
responsible for
recessive X-linked
adrenoleukodystrop
hy. A
Saccharomyces
cerevisiae homolog
is involved in the
import of long-
chain fatty acids.

GO:0006635|fatty
acid beta-
oxidation;GO:00066
33|fatty acid
biosynthetic
process;GO:001591
0|peroxisomal long-
chain fatty acid
import;GO:0007031|
peroxisome
organization;GO:00
42493|response to
drug;GO:0014070|re
sponse to organic
cyclic
compound;GO:0055
085|transmembrane
transport;GO:00427
60|very long-chain
fatty acid catabolic
process;

GO:0005829|cytosol
;GO:0016021|integra
l component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005743|mitochondri
al inner
membrane;GO:0005
782|peroxisomal
matrix;GO:0005778|
peroxisomal
membrane;GO:0005
777|peroxisome;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0042626
|ATPase activity,
coupled to
transmembrane
movement of
substances;GO:0005
324|long-chain fatty
acid transporter
activity;GO:0042803
|protein
homodimerization
activity;

K05677

ABCD3, PMP70;
ATP-binding
cassette, subfamily
D (ALD), member 3

ENSG00000117533 0 1 0 1 0.233985163 0 0 0 0 1.924005743 0.550387422 NA up no VAMP4 protein_coding chr1:171700160-
171742247:-

gi|731261855|ref|XP
_010643298.1| 554 2.00E-61

PREDICTED:
vesicle-associated
membrane protein 4
isoform X1
[Fukomys
damarensis]

gi|297591829|ref|N
M_003762.4| 5151 0

Homo sapiens
vesicle-associated
membrane protein 4
(VAMP4), transcript
variant 1, mRNA

O75379 215 4.00E-65 Vesicle-associated
membrane protein 4 SPAC6G9.11 68.9 4.00E-12 COG5143 pfam00957 Synaptobrevin Synaptobrevin.

GO:0006887|exocyt
osis;GO:0090161|Go
lgi ribbon
formation;GO:0000
226|microtubule
cytoskeleton
organization;GO:00
35493|SNARE
complex assembly;

GO:0009986|cell
surface;GO:0005768
|endosome;GO:0005
794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0005
764|lysosome;GO:0
031201|SNARE
complex;GO:003258
8|trans-Golgi
network
membrane;GO:0030
133|transport
vesicle;

GO:0005484|SNAP
receptor
activity;GO:0000149
|SNARE binding;

K08513
VAMP4; vesicle-
associated
membrane protein 4

ENSG00000117569 1168 847 1368 484 812.0033563 254 367 780 372 1.830760234 0.00043013 0.003362058 up yes PTBP2 protein_coding chr1:96721665-
96823738:+

gi|803311113|ref|XP
_012013887.1| 2524 0

PREDICTED:
polypyrimidine
tract-binding
protein 2 isoform
X8 [Ovis aries
musimon]

gi|9863832|emb|AL3
57952.7| 6510 0

Human DNA
sequence from
clone RP11-479K1
on chromosome 1,
complete sequence

Q66H20 77.8 5.00E-15
Polypyrimidine
tract-binding
protein 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0021549|cerebel
lum
development;GO:00
06376|mRNA splice
site
selection;GO:00331
19|negative
regulation of RNA
splicing;GO:200017
7|regulation of
neural precursor
cell
proliferation;GO:00
21510|spinal cord
development;

GO:0030426|growth
cone;GO:0043025|n
euronal cell
body;GO:0005634|n
ucleus;GO:0005681|
spliceosomal
complex;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:003600
2|pre-mRNA
binding;

K14948

PTBP2, NPTB;
polypyrimidine
tract-binding
protein 2

ENSG00000117602 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no RCAN3 protein_coding chr1:24502351-
24541040:+

gi|7305009|ref|NP_0
38469.1| 1078 2.00E-137

calcipressin-3
isoform 1 [Homo
sapiens]

gi|5830348|emb|AL0
34582.11| 5951 0

Human DNA
sequence from
clone RP4-594I10
on chromosome
1p33-35.3, complete
sequence

Q9UKA8 201 2.00E-63 Calcipressin-3 . . . . pfam04847 Calcipressin

Calcipressin.
Calcipressin is also
known as
calcineurin-binding
protein, since it
inhibits calcineurin-
mediated
transcriptional
modulation by
binding to
calcineurin's
catalytic domain.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0019722|calcium-
mediated
signaling;GO:00708
84|regulation of
calcineurin-NFAT
signaling cascade;

GO:0005737|cytopla
sm;

GO:0008597|calciu
m-dependent
protein
serine/threonine
phosphatase
regulator
activity;GO:0000166
|nucleotide
binding;GO:000372
3|RNA
binding;GO:003101
3|troponin I
binding;

K17905 RCAN3;
calcipression-3

ENSG00000117616 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RSRP1 protein_coding chr1:25242237-
25338213:-

gi|46309849|ref|NP_
064713.3| 655 4.00E-78

arginine/serine-rich
protein 1 [Homo
sapiens]

gi|27693120|gb|BC0
41843.1| 3028 0

Homo sapiens
chromosome 1 open
reading frame 63,
mRNA (cDNA
clone MGC:43558
IMAGE:5269181),
complete cds

Q5R840 60.1 3.00E-08 Arginine/serine-rich
protein 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0048568|embry
onic organ
development;GO:00
07369|gastrulation;G
O:0001701|in utero
embryonic
development;GO:00
07095|mitotic G2
DNA damage
checkpoint;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
08284|positive
regulation of cell
proliferation;

GO:0071012|catalyti
c step 1
spliceosome;GO:00
71013|catalytic step
2
spliceosome;GO:00
05634|nucleus;GO:0
071014|post-mRNA
release spliceosomal
complex;GO:007101
0|prespliceosome;G
O:0000974|Prp19
complex;

GO:0044822|poly(A
) RNA binding; . .



ENSG00000117625 6 6 6 5 7.08029978 11 9 12 3 -0.030434352 0.960279661 0.974447046 down no RCOR3 protein_coding chr1:211258377-
211316385:+

gi|544400125|ref|XP
_005540804.1| 2519 0

PREDICTED: REST
corepressor 3
isoform X2 [Macaca
fascicularis]

gi|209977078|ref|N
M_018254.3| 4246 0

Homo sapiens
REST corepressor 3
(RCOR3), transcript
variant 4, mRNA

Q6PGA0 56.6 3.00E-07 REST corepressor 3 . . . . pfam01448 ELM2

ELM2 domain. The
ELM2 (Egl-27 and
MTA1 homology 2)
domain is a small
domain of
unknown function.
It is found in the
MTA1 protein that
is part of the NuRD
complex. The
domain is usually
found to the N
terminus of a myb-
like DNA binding
domain pfam00249.
ELM2 is also found
associated with an
ARID DNA binding
domain pfam01388
in a member from
Arabidopsis
thaliana. This
suggests that ELM2
may also be
involved in DNA
binding, or perhaps
is a protein-protein
interaction domain.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;GO:001705
3|transcriptional
repressor complex;

GO:0003714|transcri
ption corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000813
4|transcription
factor
binding;GO:004421
2|transcription
regulatory region
DNA binding;

. .

ENSG00000117707 0 1 0 0 3.015873867 14 6 2 7 -4.009109217 0.002139306 0.011752641 down yes PROX1 protein_coding chr1:213983181-
214041502:+

gi|466035766|ref|XP
_004275294.1| 3787 0

PREDICTED:
prospero homeobox
protein 1 [Orcinus
orca]

gi|397174761|ref|N
M_001270616.1| 8494 0

Homo sapiens
prospero homeobox
1 (PROX1),
transcript variant 1,
mRNA

P48437 298 5.00E-95 Prospero homeobox
protein 1 . . . . pfam05044 HPD

Homeo-prospero
domain. Prospero is
a large drosophila
transcription factor
protein that is
expressed in all
neural lineages of
drosophila
embryos. It is
needed for correct
expression of
several neural
proteins and in
determining the cell
fates of neural stem
cells. Homologues
of prospero are
found in a wide
range of animals
including humans
with the highest
level of similarity
being found in the
C-terminal 160
amino acids. This
region was
identified as
containing an
atypical homeobox
domain followed by
a prospero domain.
However, the
structure shows that
these two regions
form a single stable

GO:0090425|acinar
cell
differentiation;GO:0
060414|aorta
smooth muscle
tissue
morphogenesis;GO:
0055009|atrial
cardiac muscle
tissue
morphogenesis;GO:
0061114|branching
involved in
pancreas
morphogenesis;GO:
0001709|cell fate
determination;GO:0
021707|cerebellar
granule cell
differentiation;GO:0
007623|circadian
rhythm;GO:0021542
|dentate gyrus
development;GO:00
60059|embryonic
retina
morphogenesis in
camera-type
eye;GO:0060214|en
docardium
formation;GO:0045
446|endothelial cell
differentiation;GO:0
002194|hepatocyte
cell

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0001046|core
promoter sequence-
specific DNA
binding;GO:005069
2|DBD domain
binding;GO:000367
7|DNA
binding;GO:005069
3|LBD domain
binding;GO:001692
2|ligand-dependent
nuclear receptor
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0003705
|transcription factor
activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA

. .

ENSG00000117713 17 22 18 22 23.50741043 58 28 11 21 -0.017785676 0.971917768 0.981083156 down no ARID1A protein_coding chr1:26693236-
26782104:+

gi|22597104|gb|AA
N03446.1|AF521670
_1

7052 0

SWI/SNF chromatin
remodeling complex
subunit OSA1
[Homo sapiens]

gi|117968607|ref|N
M_006015.4| 8577 0

Homo sapiens AT
rich interactive
domain 1A (SWI-
like) (ARID1A),
transcript variant 1,
mRNA

A2BH40 114 4.00E-24
AT-rich interactive
domain-containing
protein 1A

. . . . pfam12031 DUF3518

Domain of
unknown function
(DUF3518). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is about 260
amino acids in
length. This domain
is found associated
with pfam01388.

GO:0090425|acinar
cell
differentiation;GO:0
060414|aorta
smooth muscle
tissue
morphogenesis;GO:
0055009|atrial
cardiac muscle
tissue
morphogenesis;GO:
0007420|brain
development;GO:00
61114|branching
involved in
pancreas
morphogenesis;GO:
0055007|cardiac
muscle cell
differentiation;GO:0
001709|cell fate
determination;GO:0
021707|cerebellar
granule cell
differentiation;GO:0
007623|circadian
rhythm;GO:0021542
|dentate gyrus
development;GO:00
21516|dorsal spinal
cord
development;GO:00
60059|embryonic
retina
morphogenesis in

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0001046|core
promoter sequence-
specific DNA
binding;GO:005069
2|DBD domain
binding;GO:000367
7|DNA
binding;GO:005069
3|LBD domain
binding;GO:001692
2|ligand-dependent
nuclear receptor
binding;GO:000371
4|transcription
corepressor
activity;GO:0003705
|transcription factor
activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter

K11653
ARID1; AT-rich
interactive domain-
containing protein 1

ENSG00000117751 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PPP1R8 protein_coding chr1:27830778-
27851676:+

gi|676285859|gb|KF
O37676.1| 1586 0

Nuclear inhibitor of
protein phosphatase
1 [Fukomys
damarensis]

gi|315113851|ref|N
M_138558.2| 2651 0

Homo sapiens
protein phosphatase
1, regulatory
subunit 8 (PPP1R8),
transcript variant 2,
mRNA

Q12972 566 0
Nuclear inhibitor of
protein phosphatase
1

. . . . pfam00498 FHA

FHA domain. The
FHA (Forkhead-
associated) domain
is a phosphopeptide
binding motif.

GO:0008283|cell
proliferation;GO:00
06397|mRNA
processing;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00064
01|RNA catabolic
process;GO:000838
0|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0016607|nuc
lear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
005681|spliceosoma
l complex;

GO:0003677|DNA
binding;GO:000451
9|endonuclease
activity;GO:0008599
|protein
phosphatase type 1
regulator
activity;GO:0004865
|protein
serine/threonine
phosphatase
inhibitor
activity;GO:0008995
|ribonuclease E
activity;GO:0003723
|RNA binding;

K13216

PPP1R8, NIPP1;
nuclear inhibitor of
protein phosphatase
1 [EC:3.1.4.-]

ENSG00000117859 0 2 0 0 0.758845315 2 0 2 1 -0.787635935 0.662718492 NA down no OSBPL9 protein_coding chr1:51577179-
51798427:+

gi|119627216|gb|EA
X06811.1| 3492 0

oxysterol binding
protein-like 9,
isoform CRA_b
[Homo sapiens]

gi|62087281|dbj|AB
208851.1| 4520 0

Homo sapiens
mRNA for
oxysterol-binding
protein-like protein
9 isoform f variant
protein

Q5R9W4 56.6 2.00E-08
Oxysterol-binding
protein-related
protein 9

. . . . pfam01237 Oxysterol_BP Oxysterol-binding
protein.

GO:0006869|lipid
transport;

GO:0005737|cytopla
sm;GO:0005794|Gol
gi
apparatus;GO:00319
02|late endosome
membrane;

GO:0008289|lipid
binding; . .

ENSG00000118007 1 4 4 8 6.470710994 9 13 12 8 -0.822664984 0.168822647 0.280735519 down no STAG1 protein_coding chr3:136336233-
136752403:-

gi|68533101|dbj|BA
E06105.1| 6468 0

STAG1 variant
protein [Homo
sapiens]

gi|40352780|gb|BC0
64699.1| 5925 0

Homo sapiens
stromal antigen 1,
mRNA (cDNA
clone MGC:71690
IMAGE:30342305),
complete cds

Q8WVM7 2316 0 Cohesin subunit
SA-1 SPAC17H9.20 129 6.00E-30 COG5537 pfam08514 STAG

STAG domain.
STAG domain
proteins are
subunits of cohesin
complex - a protein
complex required
for sister chromatid
cohesion in
eukaryotes. The
STAG domain is
present in
Schizosaccharomyc
es pombe mitotic
cohesin Psc3, and
the meiosis specific
cohesin Rec11.
Many organisms
express a meiosis-
specific STAG
protein, for
example, mice and
humans have a
meiosis specific
variant called
STAG3, although
budding yeast does
not have a meiosis
specific version.

GO:0051301|cell
division;GO:000706
7|mitotic nuclear
division;GO:001692
5|protein
sumoylation;GO:00
07062|sister
chromatid cohesion;

GO:0000785|chrom
atin;GO:0005694|chr
omosome;GO:00007
75|chromosome,
centromeric
region;GO:0005829|
cytosol;GO:0005654
|nucleoplasm;GO:00
05634|nucleus;

GO:0003682|chrom
atin
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K06671

STAG1_2, SCC3,
IRR1; cohesin
complex subunit
SA-1/2

ENSG00000118058 2 4 4 3 4.337933176 8 5 6 5 -0.338989595 0.617930144 0.728212025 down no KMT2A protein_coding chr11:118436490-
118526832:+

gi|308199413|ref|NP
_001184033.1| 16376 0

histone-lysine N-
methyltransferase
2A isoform 1
precursor [Homo
sapiens]

gi|308199412|ref|N
M_001197104.1| 16594 0

Homo sapiens
lysine (K)-specific
methyltransferase
2A (KMT2A),
transcript variant 1,
mRNA

P55200 303 9.00E-86
Histone-lysine N-
methyltransferase
2A

SPCC306.04c 164 1.00E-39 COG2940 pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0032147|activati
on of protein kinase
activity;GO:0043276
|anoikis;GO:000691
4|autophagy;GO:000
7409|axonogenesis;
GO:0060070|canoni
cal Wnt signaling
pathway;GO:000705
0|cell cycle
arrest;GO:0006974|c
ellular response to
DNA damage
stimulus;GO:007149
3|cellular response
to UV-
B;GO:0097484|dend
rite
extension;GO:00300
10|establishment of
cell
polarity;GO:004259
3|glucose
homeostasis;GO:005
1645|Golgi
localization;GO:007
2332|intrinsic
apoptotic signaling
pathway by p53
class
mediator;GO:00303
08|negative
regulation of cell
growth;GO:0008285
|negative regulation

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00160
20|membrane;GO:0
005739|mitochondri
on;GO:0005654|nucl
eoplasm;GO:000563
4|nucleus;GO:00363
98|TCR
signalosome;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:000203
9|p53
binding;GO:003029
5|protein kinase
activator
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K09186

MLL1; histone-
lysine N-
methyltransferase
MLL1 [EC:2.1.1.43]



ENSG00000118257 2 0 0 0 0.905380671 5 0 0 0 -0.574292138 0.820522305 NA down no NRP2 protein_coding chr2:205681990-
205798133:+

gi|41872562|ref|NP_
957718.1| 4758 0

neuropilin-2
isoform 1 precursor
[Homo sapiens]

gi|41872561|ref|NM
_201266.1| 6659 0

Homo sapiens
neuropilin 2
(NRP2), transcript
variant 1, mRNA

O35375 137 2.00E-37 Neuropilin-2 . . . . pfam00629 MAM

MAM domain. An
extracellular domain
found in many
receptors.

GO:0001525|angiog
enesis;GO:0048846|
axon extension
involved in axon
guidance;GO:00074
11|axon
guidance;GO:00071
55|cell
adhesion;GO:00216
75|nerve
development;GO:00
10595|positive
regulation of
endothelial cell
migration;GO:00019
38|positive
regulation of
endothelial cell
proliferation;GO:19
02285|semaphorin-
plexin signaling
pathway involved in
neuron projection
guidance;GO:00615
49|sympathetic
ganglion
development;GO:00
97490|sympathetic
neuron projection
extension;GO:00974
91|sympathetic
neuron projection
guidance;GO:00480
10|vascular
endothelial growth

GO:0005576|extrace
llular
region;GO:0016021|
integral component
of
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;GO:0002
116|semaphorin
receptor complex;

GO:0019955|cytokin
e
binding;GO:001983
8|growth factor
binding;GO:000820
1|heparin
binding;GO:004687
2|metal ion
binding;GO:000487
2|receptor
activity;GO:0017154
|semaphorin
receptor
activity;GO:0005021
|vascular endothelial
growth factor-
activated receptor
activity;

K06819 NRP2; neuropilin 2

ENSG00000118260 2 2 0 2 3.380836587 14 4 4 3 -1.543337433 0.108188674 0.197078214 down no CREB1 protein_coding chr2:207529737-
207603431:+

gi|4758054|ref|NP_0
04370.1| 1370 0

cyclic AMP-
responsive element-
binding protein 1
isoform A [Homo
sapiens]

gi|215490110|ref|N
M_134442.3| 7650 0

Homo sapiens
cAMP responsive
element binding
protein 1 (CREB1),
transcript variant B,
mRNA

P16220 225 2.00E-71
Cyclic AMP-
responsive element-
binding protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030154|cell
differentiation;GO:0
007623|circadian
rhythm;GO:0045600
|positive regulation
of fat cell
differentiation;GO:0
046889|positive
regulation of lipid
biosynthetic
process;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00508
21|protein
stabilization;GO:003
3762|response to
glucagon;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K05870

CREB1; cyclic
AMP-responsive
element-binding
protein 1

ENSG00000118263 85 49 101 34 52.15100191 19 17 21 18 2.564259997 7.96E-07 2.94E-05 up yes KLF7 protein_coding chr2:207074137-
207167267:-

gi|332815303|ref|XP
_001138873.2| 1457 3.00E-180

PREDICTED:
Krueppel-like factor
7 [Pan troglodytes]

gi|401709916|ref|N
M_003709.3| 8359 0

Homo sapiens
Kruppel-like factor
7 (ubiquitous)
(KLF7), transcript
variant 1, mRNA

O75840 230 2.00E-72 Krueppel-like factor
7 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0007411|axon
guidance;GO:00488
13|dendrite
morphogenesis;GO:
0045893|positive
regulation of
transcription, DNA-
templated;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000827
0|zinc ion binding;

K09207 KLF6_7; krueppel-
like factor 6/7

ENSG00000118407 2 1 0 0 0.62782905 0 0 1 0 2.03475765 0.348286306 NA up no FILIP1 protein_coding chr6:75291859-
75493738:-

gi|585420407|ref|NP
_001276916.1| 5553 0

filamin-A-
interacting protein 1
isoform 1 [Homo
sapiens]

gi|30268230|emb|AL
832009.2| 4775 0

Homo sapiens
mRNA; cDNA
DKFZp451B134
(from clone
DKFZp451B134);
complete cds

Q7Z7B0 2106 0 Filamin-A-
interacting protein 1 . . . . pfam09727 CortBP2

Cortactin-binding
protein-2. This
entry is the first
approximately 250
residues of
cortactin-binding
protein 2. In
addition to being a
positional candidate
for autism this
protein is expressed
at highest levels in
the brain in
humans. The
human protein has
six associated
ankyrin repeat
domains pfam00023
towards the C-
terminus which act
as protein-protein
interaction domains.

.
GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;

. . .

ENSG00000118418 1 0 1 1 0.483497226 0 0 0 0 2.669441001 0.22914468 NA up no HMGN3 protein_coding chr6:79201245-
79234738:-

gi|318067961|ref|NP
_001188292.1| 472 4.00E-55

high mobility group
nucleosome-binding
domain-containing
protein 3 isoform
HMGN3d [Homo
sapiens]

gi|318067960|ref|N
M_001201363.1| 1010 0

Homo sapiens high
mobility group
nucleosomal
binding domain 3
(HMGN3),
transcript variant 4,
mRNA

Q15651 84.3 5.00E-19

High mobility group
nucleosome-binding
domain-containing
protein 3

. . . . pfam01101 HMG14_17 HMG14 and
HMG17.

GO:0016569|covale
nt chromatin
modification;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00611
78|regulation of
insulin secretion
involved in cellular
response to glucose
stimulus;

GO:0000785|chrom
atin;GO:0005737|cyt
oplasm;GO:0005654
|nucleoplasm;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:004696
6|thyroid hormone
receptor binding;

K11301

HMGN3, TRIP7;
high-mobility group
nucleosome-binding
domain-containing
protein 3

ENSG00000118454 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ANKRD13C protein_coding chr1:70260588-
70354734:-

gi|166795254|ref|NP
_110443.3| 2661 0

ankyrin repeat
domain-containing
protein 13C [Homo
sapiens]

gi|166795253|ref|N
M_030816.4| 4069 0

Homo sapiens
ankyrin repeat
domain 13C
(ANKRD13C),
mRNA

Q7ZYD9 52.4 4.00E-07
Ankyrin repeat
domain-containing
protein 13C-B

. . . . pfam11904 GPCR_chapero_1

GPCR-chaperone.
This domain, and
the associated ANK
family repeat
pfam00023 domain,
together act as a
chaperone for
biogenesis and
folding of the DP
receptor for
prostaglandin D2.

GO:0006621|protein
retention in ER
lumen;GO:2000209|
regulation of
anoikis;GO:0010869
|regulation of
receptor
biosynthetic
process;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0048
471|perinuclear
region of cytoplasm;

GO:0005102|recepto
r binding; . .

ENSG00000118473 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SGIP1 protein_coding chr1:66533383-
66748299:+

gi|26251771|gb|AAH
40516.1| 3479 0 SGIP1 protein

[Homo sapiens]
gi|68533132|dbj|AB
210039.1| 7512 0

Homo sapiens
mRNA for
DKFZp761D221
variant protein,
partial cds, clone:
pf00090

P0DJJ3 52 2.00E-07

SH3-containing
GRB2-like protein
3-interacting protein
1

. . . . pfam10291 muHD

Muniscin C-
terminal mu
homology domain.
The muniscins are a
family of endocytic
adaptors that is
conserved from
yeast to
humans.This C-
terminal domain is
structurally similar
to mu homology
domains, and is the
region of the
muniscin proteins
involved in the
interactions with the
endocytic adaptor-
scaffold proteins
Ede1-eps15. This
interaction
influences muniscin
localisation. The
muniscins provide a
combined adaptor-
membrane-
tubulation activity
that is important for
regulating
endocytosis.

GO:0006897|endocy
tosis;

GO:0005905|coated
pit;GO:0043195|ter
minal bouton;

. . .

ENSG00000118482 1 1 0 0 1.622197233 8 2 0 3 -2.114975851 0.158169115 0.267102707 down no PHF3 protein_coding chr6:63635820-
63779336:+

gi|767942397|ref|XP
_011533950.1| 9650 0

PREDICTED: PHD
finger protein 3
isoform X3 [Homo
sapiens]

gi|589908392|ref|N
M_015153.3| 7919 0

Homo sapiens PHD
finger protein 3
(PHF3), transcript
variant 1, mRNA

Q5R6R1 124 5.00E-31
Protein eyes shut
homolog
(Fragment)

. . . . pfam07500 TFIIS_M

Transcription factor
S-II (TFIIS), central
domain.
Transcription
elongation by RNA
polymerase II is
regulated by the
general elongation
factor TFIIS. This
factor stimulates
RNA polymerase II
to transcribe
through regions of
DNA that promote
the formation of
stalled ternary
complexes. TFIIS is
composed of three
structural domains,
termed I, II, and III.
The two C-terminal
domains (II and
III), this domain
and pfam01096 are
required for
transcription
activity.

GO:0050896|respon
se to
stimulus;GO:000760
1|visual perception;

GO:0005576|extrace
llular region; . K19601 EYS; protein eyes

shut

ENSG00000118515 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SGK1 protein_coding chr6:134169246-
134318112:-

gi|219521876|ref|NP
_001137148.1| 2680 0

serine/threonine-
protein kinase Sgk1
isoform 2 [Homo
sapiens]

gi|34368177|emb|BX
649005.1| 5459 0

Homo sapiens
mRNA; cDNA
DKFZp686M0890
(from clone
DKFZp686M0890)

O00141 239 3.00E-75 Serine/threonine-
protein kinase Sgk1 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0042904|9-cis-
retinoic acid
biosynthetic
process;GO:004257
4|retinal metabolic
process;GO:004257
3|retinoic acid
metabolic process;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00056
22|intracellular;

GO:0004029|aldehy
de dehydrogenase
(NAD)
activity;GO:0001758
|retinal
dehydrogenase
activity;

K13302

SGK1;
serum/glucocorticoi
d-regulated kinase 1
[EC:2.7.11.1]



ENSG00000118564 12 19 8 24 14.05968164 7 16 15 15 0.750142168 0.084712224 0.164313319 up no FBXL5 protein_coding chr4:15604539-
15681679:-

gi|6103639|gb|AAF0
3700.1| 3604 0 F-box protein FBL5

[Homo sapiens]
gi|302129684|ref|N
M_012161.3| 3385 0

Homo sapiens F-
box and leucine-
rich repeat protein 5
(FBXL5), transcript
variant 1, mRNA

Q8C2S5 174 3.00E-49 F-box/LRR-repeat
protein 5 . . . . pfam12937 F-box-like

F-box-like. This is
an F-box-like
family.

GO:0051301|cell
division;GO:000707
6|mitotic
chromosome
condensation;

GO:0015629|actin
cytoskeleton;GO:00
05813|centrosome;G
O:0000796|condensi
n
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
16020|membrane;G
O:0005634|nucleus;

. K06678
YCG1, CAPG;
condensin complex
subunit 3

ENSG00000118596 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SLC16A7 protein_coding chr12:59596067-
59789855:+

gi|24431958|ref|NP_
004722.2| 2271 0

monocarboxylate
transporter 2 [Homo
sapiens]

gi|397739029|ref|N
M_004731.4| 11777 0

Homo sapiens
solute carrier family
16
(monocarboxylate
transporter),
member 7
(SLC16A7),
transcript variant 3,
mRNA

O60669 290 2.00E-93 Monocarboxylate
transporter 2 AF0367 70.9 4.00E-12 COG0477 pfam07690 MFS_1 Major Facilitator

Superfamily.

GO:0035873|lactate
transmembrane
transport;GO:00358
79|plasma
membrane lactate
transport;GO:19014
75|pyruvate
transmembrane
transport;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0015129|lactate
transmembrane
transporter
activity;GO:0008028
|monocarboxylic
acid transmembrane
transporter
activity;GO:0005477
|pyruvate secondary
active
transmembrane
transporter
activity;GO:0050833
|pyruvate
transmembrane
transporter
activity;GO:0015293
|symporter activity;

K08184

SLC16A7; MFS
transporter, MCP
family, solute
carrier family 16
(monocarboxylic
acid transporters),
member 7

ENSG00000118640 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no VAMP8 protein_coding chr2:85561562-
85582031:+

gi|821013031|ref|XP
_012358109.1| 505 2.00E-61

PREDICTED:
vesicle-associated
membrane protein 8
isoform X2
[Nomascus
leucogenys]

gi|298231172|ref|N
M_003761.4| 774 0

Homo sapiens
vesicle-associated
membrane protein 8
(VAMP8), mRNA

Q5REQ5 160 8.00E-48 Vesicle-associated
membrane protein 8 SPAC6G9.11 53.5 1.00E-08 COG5143 pfam00957 Synaptobrevin Synaptobrevin.

GO:0097352|autoph
agosome
maturation;GO:0015
031|protein
transport;GO:00161
92|vesicle-mediated
transport;

GO:0031901|early
endosome
membrane;GO:0016
021|integral
component of
membrane;GO:0031
902|late endosome
membrane;GO:0005
765|lysosomal
membrane;GO:0005
886|plasma
membrane;GO:0031
201|SNARE
complex;

. K08512
VAMP8; vesicle-
associated
membrane protein 8

ENSG00000118689 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no FOXO3 protein_coding chr6:108559835-
108684774:+

gi|4503739|ref|NP_0
01446.1| 2605 0

forkhead box
protein O3 [Homo
sapiens]

gi|146260266|ref|N
M_001455.3| 7341 0

Homo sapiens
forkhead box O3
(FOXO3), transcript
variant 1, mRNA

O43524 761 0 Forkhead box
protein O3 ECU01g0470 72.8 1.00E-12 COG5025 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007568|aging
GO:0001547|antral
ovarian follicle
growth;GO:0048854
|brain
morphogenesis;GO:
1904646|cellular
response to beta-
amyloid;GO:007138
6|cellular response
to corticosterone
stimulus;GO:007133
3|cellular response
to glucose
stimulus;GO:007145
6|cellular response
to
hypoxia;GO:199009
0|cellular response
to nerve growth
factor
stimulus;GO:003459
9|cellular response
to oxidative
stress;GO:0030330|
DNA damage
response, signal
transduction by p53
class
mediator;GO:00971
92|extrinsic
apoptotic signaling
pathway in absence
of
ligand;GO:0001544|

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0016020|m
embrane;GO:000573
9|mitochondrion;G
O:0005654|nucleopl
asm;GO:0005634|nu
cleus;

GO:0008013|beta-
catenin
binding;GO:003149
0|chromatin DNA
binding;GO:000104
7|core promoter
binding;GO:000367
7|DNA
binding;GO:001990
1|protein kinase
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09408 FOXO3; forkhead
box protein O3

ENSG00000118705 3 0 3 4 1.850334877 0 2 0 1 2.354473532 0.082642656 0.161770778 up no RPN2 protein_coding chr20:37178410-
37241623:+

gi|35493916|ref|NP_
002942.2| 3170 0

dolichyl-
diphosphooligosacc
haride--protein
glycosyltransferase
subunit 2 isoform 1
precursor [Homo
sapiens]

gi|209413736|ref|N
M_002951.3| 2508 0

Homo sapiens
ribophorin II
(RPN2), transcript
variant 1, mRNA

P04844 201 5.00E-60

Dolichyl-
diphosphooligosacc
haride--protein
glycosyltransferase
subunit 2

. . . . pfam05817 Ribophorin_II

Oligosaccharyltrans
ferase subunit
Ribophorin II. This
family contains
eukaryotic
Ribophorin II
(RPN2) proteins.
The mammalian
oligosaccharyltransf
erase (OST) is a
protein complex
that effects the
cotranslational N-
glycosylation of
newly synthesized
polypeptides, and is
composed of the
following proteins:
ribophorins I and II
(RI and RII),
OST48, and Dadl,
N33/IAP, OST4,
STT3. The family
also includes the
SWP1 protein from
yeast. In yeast the
oligosaccharyltransf
erase complex is
composed 7 or 8
subunits, SWP1,
being one of them.

GO:0007568|aging;
GO:0006464|cellular
protein modification
process;GO:000648
7|protein N-linked
glycosylation;GO:00
18279|protein N-
linked glycosylation
via
asparagine;GO:0042
493|response to
drug;

GO:0000421|autoph
agosome
membrane;GO:0005
783|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;GO:
0005634|nucleus;G
O:0008250|oligosac
charyltransferase
complex;GO:000579
1|rough
endoplasmic
reticulum;

GO:0043022|riboso
me
binding;GO:001675
7|transferase
activity, transferring
glycosyl groups;

K12667

SWP1, RPN2;
oligosaccharyltransf
erase complex
subunit delta
(ribophorin II)

ENSG00000118762 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no PKD2 protein_coding chr4:88007668-
88077777:+

gi|85567685|gb|AAI
12262.1| 3641 0 Polycystin 2 [Homo

sapiens]
gi|325121002|ref|N
M_000297.3| 5056 0

Homo sapiens
polycystic kidney
disease 2
(autosomal
dominant) (PKD2),
mRNA

Q13563 238 2.00E-67 Polycystin-2 . . . . pfam08016 PKD_channel

Polycystin cation
channel. This family
contains the cation
channel region of
PKD1 and PKD2
proteins.

GO:0035904|aorta
development;GO:00
01658|branching
involved in ureteric
bud
morphogenesis;GO:
0070588|calcium ion
transmembrane
transport;GO:00068
16|calcium ion
transport;GO:00070
50|cell cycle
arrest;GO:0071498|c
ellular response to
fluid shear
stress;GO:0071464|c
ellular response to
hydrostatic
pressure;GO:007147
0|cellular response
to osmotic
stress;GO:0034614|c
ellular response to
reactive oxygen
species;GO:0051298
|centrosome
duplication;GO:004
2994|cytoplasmic
sequestering of
transcription
factor;GO:0050982|
detection of
mechanical
stimulus;GO:000312
7|detection of nodal

GO:0045180|basal
cortex;GO:0009925|
basal plasma
membrane;GO:0005
911|cell-cell
junction;GO:003606
4|ciliary basal
body;GO:0060170|ci
liary
membrane;GO:0005
929|cilium;GO:0005
737|cytoplasm;GO:0
005783|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00714
58|integral
component of
cytoplasmic side of
endoplasmic
reticulum
membrane;GO:0071
556|integral
component of
lumenal side of
endoplasmic
reticulum
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0030

GO:0042805|actinin
binding;GO:005111
7|ATPase
binding;GO:000550
9|calcium ion
binding;GO:004876
3|calcium-induced
calcium release
activity;GO:0008092
|cytoskeletal protein
binding;GO:004339
8|HLH domain
binding;GO:004280
2|identical protein
binding;GO:004432
5|ion channel
binding;GO:005121
9|phosphoprotein
binding;GO:000526
7|potassium channel
activity;GO:0042803
|protein
homodimerization
activity;GO:0005102
|receptor
binding;GO:000524
5|voltage-gated
calcium channel
activity;GO:0022843
|voltage-gated
cation channel
activity;GO:0005244
|voltage-gated ion
channel
activity;GO:0005248

K04986 PKD2; polycystin 2

ENSG00000118785 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SPP1 protein_coding chr4:87975650-
87983426:+

gi|426344917|ref|XP
_004039150.1| 1396 0

PREDICTED:
osteopontin isoform
1 [Gorilla gorilla
gorilla]

gi|352962175|ref|N
M_001251830.1| 1664 0

Homo sapiens
secreted
phosphoprotein 1
(SPP1), transcript
variant 5, mRNA

P10451 103 1.00E-24 Osteopontin . . . . pfam00865 Osteopontin Osteopontin.

GO:0031214|biomin
eral tissue
development;GO:00
07155|cell
adhesion;GO:00466
97|decidualization;G
O:0007566|embryo
implantation;GO:00
22617|extracellular
matrix
disassembly;GO:003
0198|extracellular
matrix
organization;GO:00
06954|inflammatory
response;GO:00486
85|negative
regulation of
collateral sprouting
of intact axon in
response to
injury;GO:0001649|
osteoblast
differentiation;GO:0
045780|positive
regulation of bone
resorption;GO:0048
545|response to
steroid
hormone;GO:00332
80|response to
vitamin D;

GO:0042995|cell
projection;GO:0070
062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0048471|p
erinuclear region of
cytoplasm;

GO:0050840|extrace
llular matrix
binding;

K06250
SPP1, BNSP, OPN;
secreted
phosphoprotein 1

ENSG00000118816 4 14 2 20 13.35997041 27 22 17 17 -0.639561461 0.222280735 0.34239517 down no CCNI protein_coding chr4:77047158-
77076005:-

gi|62089118|dbj|BA
D93003.1| 2043 0

CCNI protein
variant [Homo
sapiens]

gi|635043176|ref|X
M_007998968.1| 2323 0

PREDICTED:
Chlorocebus
sabaeus cyclin I
(CCNI), transcript
variant X1, mRNA

Q14094 249 3.00E-80 Cyclin-I YGR108w 72.8 2.00E-12 COG5024 pfam00134 Cyclin_N

Cyclin, N-terminal
domain. Cyclins
regulate cyclin
dependent kinases
(CDKs). Human
cyclin-O is a Uracil-
DNA glycosylase
that is related to
other cyclins.
Cyclins contain two
domains of similar
all-alpha fold, of
which this family
corresponds with
the N-terminal
domain.

GO:0051726|regulati
on of cell
cycle;GO:0007283|s
permatogenesis;

. . . .



ENSG00000118900 0 1 5 1 1.828261283 5 1 1 0 0.625844502 0.645214441 0.750679724 up no UBN1 protein_coding chr16:4846665-
4882360:+

gi|568815684|ref|NP
_001275585.1| 4434 0

ubinuclein-1
isoform b [Homo
sapiens]

gi|568815599|ref|N
M_001079514.2| 6246 0

Homo sapiens
ubinuclein 1
(UBN1), transcript
variant 2, mRNA

Q9NPG3 1699 0 Ubinuclein-1 . . . . pfam14075 UBN_AB

Ubinuclein
conserved middle
domain. Ubinuclein
1 and 2 (UBN1,
UBN2) are members
of a histone
chaperone complex
involved in the
formation of a
certain type of
facultative
heterochromatin,
called senescence-
associated
heterochromatin
foci (SAHF). The
domain described
here is conserved in
many eukaryotes
such as human, rat,
drosophila, and
zebra-fish and has
been targeted for
protein structure
determination by
the Joint Center for
Structural
Genomics.

GO:0016569|covale
nt chromatin
modification;GO:00
06336|DNA
replication-
independent
nucleosome
assembly;GO:00109
23|negative
regulation of
phosphatase
activity;GO:0006357
|regulation of
transcription from
RNA polymerase II
promoter;GO:00160
32|viral process;

GO:0005923|bicellul
ar tight
junction;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0016605|PML body;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K17492 UBN; ubinuclein

ENSG00000118922 2 1 4 3 1.658447735 0 0 1 0 3.644765048 0.01039332 0.037072759 up yes KLF12 protein_coding chr13:73686089-
73995056:-

gi|403279043|ref|XP
_003931082.1| 1690 0

PREDICTED:
Krueppel-like factor
12 [Saimiri
boliviensis
boliviensis]

gi|578824737|ref|X
M_005266251.2| 10637 0

PREDICTED:
Homo sapiens
Kruppel-like factor
12 (KLF12),
transcript variant
X3, mRNA

Q9Y4X4 362 1.00E-120 Krueppel-like factor
12 SPAC4G8.13c 79 2.00E-13 COG5048 pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09205 KLF8_12; krueppel-
like factor 8/12

ENSG00000118939 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no UCHL3 protein_coding chr13:75549480-
75606020:+

gi|795089001|ref|XP
_011827394.1| 1283 2.00E-176

PREDICTED:
ubiquitin carboxyl-
terminal hydrolase
isozyme L3
[Mandrillus
leucophaeus]

gi|401709949|ref|N
M_001270952.1| 1032 0

Homo sapiens
ubiquitin carboxyl-
terminal esterase L3
(ubiquitin
thiolesterase)
(UCHL3), transcript
variant 1, mRNA

P15374 481 2.00E-171
Ubiquitin carboxyl-
terminal hydrolase
isozyme L3

. . . . pfam01088 Peptidase_C12
Ubiquitin carboxyl-
terminal hydrolase,
family 1.

GO:0030163|protein
catabolic
process;GO:001657
9|protein
deubiquitination;GO
:0006511|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
34|nucleus;

GO:0008233|peptida
se
activity;GO:0004843
|ubiquitin-specific
protease
activity;GO:0043130
|ubiquitin binding;

K05609

UCHL3, YUH1;
ubiquitin carboxyl-
terminal hydrolase
L3 [EC:3.4.19.12]

ENSG00000118946 1 0 3 5 8.234633075 30 17 6 17 -2.447632341 0.001960431 0.011121924 down yes PCDH17 protein_coding chr13:57631810-
57729311:+

gi|94538350|ref|NP_
001035519.1| 5711 0

protocadherin-17
precursor [Homo
sapiens]

gi|530402298|ref|X
M_005266357.1| 8232 0

PREDICTED:
Homo sapiens
protocadherin 17
(PCDH17),
transcript variant
X1, mRNA

O14917 2204 0 Protocadherin-17 . . . . pfam00028 Cadherin Cadherin domain.

GO:0030534|adult
behavior;GO:00071
56|homophilic cell
adhesion via plasma
membrane adhesion
molecules;GO:0050
805|negative
regulation of
synaptic
transmission;GO:19
04071|presynaptic
active zone
assembly;GO:20008
07|regulation of
synaptic vesicle
clustering;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion binding; K16499

PCDHD2;
protocadherin delta
2

ENSG00000119042 1 2 2 1 1.622498101 0 0 5 2 0.34390922 0.788470766 0.856561483 up no SATB2 protein_coding chr2:199269500-
199471266:-

gi|62088332|dbj|BA
D92613.1| 3368 0

SATB family
member 2 variant
[Homo sapiens]

gi|289547595|ref|N
M_001172509.1| 5730 0

Homo sapiens
SATB homeobox 2
(SATB2), transcript
variant 1, mRNA

Q8VI24 226 6.00E-62 DNA-binding
protein SATB2 . . . . pfam02376 CUT

CUT domain. The
CUT domain is a
DNA-binding motif
which can bind
independently or in
cooperation with
the homeodomain,
often found
downstream of the
CUT domain.
Multiple copies of
the CUT domain
can exist in one
protein.

GO:0051216|cartilag
e
development;GO:00
71310|cellular
response to organic
substance;GO:00165
69|covalent
chromatin
modification;GO:00
06338|chromatin
remodeling;GO:002
1902|commitment
of neuronal cell to
specific neuron type
in
forebrain;GO:00098
80|embryonic
pattern
specification;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00017
64|neuron
migration;GO:00020
76|osteoblast
development;GO:00
60021|palate
development;GO:00
45944|positive
regulation of

GO:0005737|cytopla
sm;GO:0000118|hist
one deacetylase
complex;GO:000079
0|nuclear
chromatin;GO:0016
363|nuclear
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
005667|transcription
factor complex;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:004356
5|sequence-specific
DNA binding;

. .

ENSG00000119048 334 204 259 134 200.0206337 75 105 154 142 1.680464691 0.000309841 0.002598472 up yes UBE2B protein_coding chr5:134371179-
134391992:+

gi|564371898|ref|XP
_006246405.1| 859 2.00E-106

PREDICTED:
ubiquitin-
conjugating enzyme
E2 B isoform X1
[Rattus norvegicus]

gi|612407809|ref|N
M_003337.3| 2515 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2B (UBE2B),
mRNA

P63149 317 3.00E-101
Ubiquitin-
conjugating enzyme
E2 B

SPAC18B11.07c 239 6.00E-73 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0032869|cellular
response to insulin
stimulus;GO:000628
1|DNA
repair;GO:0016574|
histone
ubiquitination;GO:0
043161|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:007097
9|protein K11-
linked
ubiquitination;GO:0
070936|protein K48-
linked
ubiquitination;GO:0
070534|protein K63-
linked
ubiquitination;GO:0
000209|protein
polyubiquitination;
GO:0001666|respon
se to
hypoxia;GO:000651
1|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;GO:0033503|HU
LC
complex;GO:000079
0|nuclear
chromatin;GO:0005
886|plasma
membrane;

GO:0005524|ATP
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K10574

UBE2B, RAD6B;
ubiquitin-
conjugating enzyme
E2 B [EC:2.3.2.23]

ENSG00000119138 39 36 30 31 48.27047756 86 66 39 84 -0.403452221 0.280248533 0.404415173 down no KLF9 protein_coding chr9:70384597-
70414624:-

gi|4557375|ref|NP_0
01197.1| 1178 1.00E-145 Krueppel-like factor

9 [Homo sapiens]
gi|59853224|ref|NM
_001206.2| 5172 0

Homo sapiens
Kruppel-like factor
9 (KLF9), mRNA

Q13886 458 5.00E-147 Krueppel-like factor
9 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0071387|cellular
response to cortisol
stimulus;GO:009706
7|cellular response
to thyroid hormone
stimulus;GO:000762
3|circadian
rhythm;GO:0010839
|negative regulation
of keratinocyte
proliferation;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09208
KLF9S, BTEB;
krueppel-like factor
9/13/14/16

ENSG00000119231 0 2 0 2 1.453451842 3 4 0 3 -0.907109134 0.491093043 0.614220117 down no SENP5 protein_coding chr3:196867856-
196934714:+

gi|159032029|ref|NP
_689912.2| 4080 0

sentrin-specific
protease 5 isoform 1
[Homo sapiens]

gi|159032028|ref|N
M_152699.4| 6308 0

Homo sapiens
SUMO1/sentrin
specific peptidase 5
(SENP5), transcript
variant 1, mRNA

Q8WP32 149 1.00E-39 Sentrin-specific
protease 5 SPBC19G7.09 89 2.00E-17 COG5160 pfam02902 Peptidase_C48

Ulp1 protease
family, C-terminal
catalytic domain.
This domain
contains the
catalytic triad Cys-
His-Asn.

GO:0007049|cell
cycle;GO:0051301|c
ell
division;GO:001692
6|protein
desumoylation;

GO:0005730|nucleol
us;

GO:0016929|SUMO
-specific protease
activity;

K08594
SENP5; sentrin-
specific protease 5
[EC:3.4.22.68]

ENSG00000119314 0 0 0 0 0.397124878 1 0 1 2 -1.868432166 0.414917004 NA down no PTBP3 protein_coding chr9:112217716-
112333667:-

gi|349732192|ref|NP
_001231827.1| 2767 0

polypyrimidine
tract-binding
protein 3 isoform 6
[Homo sapiens]

gi|349732191|ref|N
M_001244898.1| 7995 0

Homo sapiens
polypyrimidine tract
binding protein 3
(PTBP3), transcript
variant 6, mRNA

O95758 862 0
Polypyrimidine
tract-binding
protein 3

. . . . pfam13893 RRM_5

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0043249|erythrocyte
maturation;GO:0006
397|mRNA
processing;GO:0033
119|negative
regulation of RNA
splicing;GO:004559
5|regulation of cell
differentiation;GO:0
008380|RNA
splicing;

GO:0005634|nucleu
s;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

K17844

PTBP3, ROD1;
polypyrimidine
tract-binding
protein 3



ENSG00000119318 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no RAD23B protein_coding chr9:107283137-
107332194:+

gi|347800665|ref|NP
_001231653.1| 961 4.00E-115

UV excision repair
protein RAD23
homolog B isoform
3 [Homo sapiens]

gi|347800660|ref|N
M_002874.4| 4119 0

Homo sapiens
RAD23 homolog B,
nucleotide excision
repair protein
(RAD23B),
transcript variant 1,
mRNA

P54727 374 1.00E-115
UV excision repair
protein RAD23
homolog B

SPBC2D10.12 69.3 6.00E-13 COG5272 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0048568|embry
onic organ
development;GO:00
70911|global
genome nucleotide-
excision
repair;GO:0006289|
nucleotide-excision
repair;GO:0000715|
nucleotide-excision
repair, DNA
damage
recognition;GO:000
0717|nucleotide-
excision repair,
DNA duplex
unwinding;GO:0006
294|nucleotide-
excision repair,
preincision complex
assembly;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:003243
4|regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000728
3|spermatogenesis;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0000
502|proteasome
complex;GO:007194
2|XPC complex;

GO:0003684|damag
ed DNA
binding;GO:003159
3|polyubiquitin
binding;GO:000369
7|single-stranded
DNA binding;

K10839
RAD23, HR23; UV
excision repair
protein RAD23

ENSG00000119335 17 38 19 57 43.0838214 68 58 57 72 -0.493119962 0.103197286 0.189151568 down no SET protein_coding chr9:128683424-
128696400:+

gi|655893418|ref|XP
_008249215.1| 1199 7.00E-154

PREDICTED:
protein SET
[Oryctolagus
cuniculus]

gi|170763497|ref|N
M_003011.3| 2911 0

Homo sapiens SET
nuclear proto-
oncogene (SET),
transcript variant 2,
mRNA

Q01105 447 3.00E-148 Protein SET . . . . pfam00956 NAP

Nucleosome
assembly protein
(NAP). NAP
proteins are
involved in moving
histones into the
nucleus,
nucleosome
assembly and
chromatin fluidity.
They affect the
transcription of
many genes.

GO:0006260|DNA
replication;GO:0035
067|negative
regulation of
histone
acetylation;GO:0043
524|negative
regulation of
neuron apoptotic
process;GO:004589
2|negative
regulation of
transcription, DNA-
templated;GO:00069
13|nucleocytoplasmi
c
transport;GO:00063
34|nucleosome
assembly;GO:00063
37|nucleosome
disassembly;GO:004
3488|regulation of
mRNA
stability;GO:001603
2|viral process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005783|en
doplasmic
reticulum;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0048471|perinucl
ear region of
cytoplasm;GO:0043
234|protein
complex;

GO:0003677|DNA
binding;GO:004239
3|histone
binding;GO:000486
4|protein
phosphatase
inhibitor
activity;GO:0008601
|protein
phosphatase type
2A regulator
activity;

K11290
SET, TAF1,
I2PP2A; template-
activating factor I

ENSG00000119383 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PTPA protein_coding chr9:129110950-
129148946:+

gi|119608283|gb|EA
W87877.1| 2009 0

protein phosphatase
2A, regulatory
subunit B' (PR 53),
isoform CRA_b
[Homo sapiens]

gi|301129281|ref|N
M_178001.2| 2842 0

Homo sapiens
protein phosphatase
2A activator,
regulatory subunit 4
(PPP2R4),
transcript variant 1,
mRNA

P58389 132 1.00E-33
Serine/threonine-
protein phosphatase
2A activator

SPAC4F10.04 230 6.00E-67 COG5057 pfam03095 PTPA

Phosphotyrosyl
phosphate activator
(PTPA) protein.
Phosphotyrosyl
phosphatase
activator (PTPA)
proteins stimulate
the phosphotyrosyl
phosphatase
(PTPase) activity of
the dimeric form of
protein phosphatase
2A (PP2A). PTPase
activity in PP2A (in
vitro) is relatively
low when compared
to the better
recognized
phosphoserine/
threonine protein
phosphorylase
activity. The
specific biological
role of PTPA is
unknown, Basal
expression of PTPA
depends on the
activity of a
ubiquitous
transcription factor,
Yin Yang 1 (YY1).
The tumor
suppressor protein
p53 can inhibit
PTPA expression

GO:0030472|mitotic
spindle organization
in
nucleus;GO:003251
5|negative
regulation of
phosphoprotein
phosphatase
activity;GO:0035308
|negative regulation
of protein
dephosphorylation;
GO:0043065|positiv
e regulation of
apoptotic
process;GO:003251
6|positive regulation
of phosphoprotein
phosphatase
activity;GO:0035307
|positive regulation
of protein
dephosphorylation;
GO:0043666|regulati
on of
phosphoprotein
phosphatase
activity;

GO:0034704|calciu
m channel
complex;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0000159|protein
phosphatase type
2A complex;

GO:0005524|ATP
binding;GO:000375
5|peptidyl-prolyl
cis-trans isomerase
activity;GO:0046982
|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0051721
|protein
phosphatase 2A
binding;GO:000860
1|protein
phosphatase type
2A regulator
activity;GO:0008160
|protein tyrosine
phosphatase
activator
activity;GO:0005102
|receptor binding;

K17605

PPP2R4, PTPA;
serine/threonine-
protein phosphatase
2A activator

ENSG00000119396 10 20 4 31 22.637813 39 37 20 46 -0.682993685 0.142114318 0.244061115 down no RAB14 protein_coding chr9:121178137-
121223014:-

gi|902911017|ref|XP
_013044238.1| 1154 3.00E-144

PREDICTED: ras-
related protein Rab-
14 isoform X1
[Anser cygnoides
domesticus]

gi|209571485|ref|N
M_016322.3| 4145 0

Homo sapiens
RAB14, member
RAS oncogene
family (RAB14),
mRNA

Q5R8Z8 378 3.00E-132 Ras-related protein
Rab-14 YER031c 207 4.00E-59 COG1100 pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0042742|defens
e response to
bacterium;GO:0009
790|embryo
development;GO:00
32456|endocytic
recycling;GO:00085
43|fibroblast growth
factor receptor
signaling
pathway;GO:000689
5|Golgi to
endosome
transport;GO:00903
82|phagosome
maturation;GO:0015
031|protein
transport;GO:00328
80|regulation of
protein
localization;GO:000
7264|small GTPase
mediated signal
transduction;

GO:0005829|cytosol
;GO:0031901|early
endosome
membrane;GO:0000
139|Golgi
membrane;GO:0045
335|phagocytic
vesicle;GO:0055037|
recycling
endosome;GO:0005
802|trans-Golgi
network;

GO:0019003|GDP
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase activity;

K07881 RAB14; Ras-related
protein Rab-14

ENSG00000119402 29 47 31 67 66.72697968 100 96 116 112 -0.78183941 0.001115333 0.007144716 down no FBXW2 protein_coding chr9:120751978-
120793412:-

gi|795342519|ref|XP
_011782802.1| 2519 0

PREDICTED: F-
box/WD repeat-
containing protein 2
isoform X2
[Colobus angolensis
palliatus]

gi|118402583|ref|N
M_012164.3| 9136 0

Homo sapiens F-
box and WD repeat
domain containing 2
(FBXW2), mRNA

Q60584 124 7.00E-32 F-box/WD repeat-
containing protein 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006464|cellular
protein modification
process;GO:000650
8|proteolysis;

.
GO:0004842|ubiquit
in-protein
transferase activity;

K10261
FBXW2, MD6; F-
box and WD-40
domain protein 2

ENSG00000119403 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no PHF19 protein_coding chr9:120855652-
120894896:-

gi|119607884|gb|EA
W87478.1| 3006 0

PHD finger protein
19, isoform CRA_d,
partial [Homo
sapiens]

gi|558472763|ref|N
M_015651.2| 4241 0

Homo sapiens PHD
finger protein 19
(PHF19), transcript
variant 1, mRNA

Q5T6S3 224 9.00E-67 PHD finger protein
19 . . . . pfam14061 Mtf2_C

Polycomb-like
MTF2 factor 2.
Mammalian
Polycomb-like gene
MTF2/PCL2 forms
a complex with
Polycomb
repressive complex-
2 (PRC2) and
collaborates with
PRC1 to achieve
repression of Hox
gene expression.
The human MTF2
gene is expressed in
three splicing
variants, each of
them contains the
short C-terminal
domain defined
here. The domain is
subject to structure
determination by
the Joint Center of
Structural
Genomics.

GO:0016569|covale
nt chromatin
modification;GO:00
45814|negative
regulation of gene
expression,
epigenetic;GO:0061
087|positive
regulation of
histone H3-K27
methylation;GO:000
6355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;

GO:0035064|methyl
ated histone
binding;GO:000827
0|zinc ion binding;

K11486
PHF19, PCL3;
polycomb-like
protein 3

ENSG00000119414 1 8 5 10 6.360099211 10 8 6 8 0.054231681 0.926452269 0.956486586 up no PPP6C protein_coding chr9:125146573-
125189939:-

gi|183603929|ref|NP
_001116827.1| 1842 0

serine/threonine-
protein phosphatase
6 catalytic subunit
isoform a [Homo
sapiens]

gi|183603928|ref|N
M_001123355.1| 4349 0

Homo sapiens
protein phosphatase
6, catalytic subunit
(PPP6C), transcript
variant 1, mRNA

O00743 639 0
Serine/threonine-
protein phosphatase
6 catalytic subunit

. . . . pfam00149 Metallophos

Calcineurin-like
phosphoesterase.
This family includes
a diverse range of
phosphoesterases,
including protein
phosphoserine
phosphatases,
nucleotidases,
sphingomyelin
phosphodiesterases
and 2'-3' cAMP
phosphodiesterases
as well as nucleases
such as bacterial
SbcD or yeast
MRE11. The most
conserved regions
in this superfamily
centre around the
metal chelating
residues.

GO:0048208|COPII
vesicle
coating;GO:0000082
|G1/S transition of
mitotic cell
cycle;GO:0006470|p
rotein
dephosphorylation;

GO:0005829|cytosol
;GO:0000139|Golgi
membrane;

GO:0046872|metal
ion
binding;GO:000472
2|protein
serine/threonine
phosphatase
activity;

K15498

PPP6C;
serine/threonine-
protein phosphatase
6 catalytic subunit
[EC:3.1.3.16]



ENSG00000119487 0 1 0 2 2.548489003 10 5 4 3 -2.43184552 0.034295456 0.087144083 down no MAPKAP1 protein_coding chr9:125437393-
125707234:-

gi|56788407|ref|NP_
001006618.1| 2732 0

target of rapamycin
complex 2 subunit
MAPKAP1 isoform
1 [Homo sapiens]

gi|56788406|ref|NM
_001006617.1| 3392 0

Homo sapiens
mitogen-activated
protein kinase
associated protein 1
(MAPKAP1),
transcript variant 1,
mRNA

A2VDU2 199 2.00E-58
Target of rapamycin
complex 2 subunit
MAPKAP1

. . . . pfam05422 SIN1

Stress-activated
map kinase
interacting protein 1
(SIN1). This family
consists of several
stress-activated map
kinase interacting
protein 1
(MAPKAP1 OR
SIN1) sequences.
The fission yeast
Sty1/Spc1 mitogen-
activated protein
(MAP) kinase is a
member of the
eukaryotic stress-
activated MAP
kinase (SAPK)
family. Sin1
interacts with
Sty1/Spc1. Cells
lacking Sin1 display
many, but not all, of
the phenotypes of
cells lacking the
Sty1/Spc1 MAP
kinase including
sterility, multiple
stress sensitivity and
a cell-cycle delay.
Sin1 is
phosphorylated
after stress but this
is not Sty1/Spc1-
dependent

GO:0030950|establis
hment or
maintenance of
actin cytoskeleton
polarity;GO:004658
0|negative
regulation of Ras
protein signal
transduction;GO:00
31098|stress-
activated protein
kinase signaling
cascade;GO:002176
2|substantia nigra
development;GO:00
38203|TORC2
signaling;

GO:0005737|cytopla
sm;GO:0016023|cyt
oplasmic
membrane-bounded
vesicle;GO:0005794|
Golgi
apparatus;GO:00056
54|nucleoplasm;GO:
0005886|plasma
membrane;GO:0031
932|TORC2
complex;

GO:0070300|phosph
atidic acid
binding;GO:000554
7|phosphatidylinosit
ol-3,4,5-
trisphosphate
binding;GO:004332
5|phosphatidylinosit
ol-3,4-bisphosphate
binding;GO:008002
5|phosphatidylinosit
ol-3,5-bisphosphate
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;

. .

ENSG00000119522 0 0 0 0 0.993995415 4 2 1 3 -3.191939562 0.041971573 0.100500208 down no DENND1A protein_coding chr9:123379654-
123930152:-

gi|55749779|ref|NP_
065997.1| 4481 0

DENN domain-
containing protein
1A isoform 1
[Homo sapiens]

gi|55749778|ref|NM
_020946.1| 5004 0

Homo sapiens
DENN/MADD
domain containing
1A (DENND1A),
transcript variant 1,
mRNA

Q8K382 139 2.00E-37
DENN domain-
containing protein
1A

. . . . pfam02141 DENN

DENN (AEX-3)
domain. DENN
(after differentially
expressed in
neoplastic vs
normal cells) is a
domain which
occurs in several
proteins involved in
Rab- mediated
processes or
regulation of MAPK
signalling pathways.

GO:0032456|endocy
tic
recycling;GO:00068
97|endocytosis;GO:
0043547|positive
regulation of
GTPase
activity;GO:0015031
|protein
transport;GO:00324
83|regulation of Rab
protein signal
transduction;GO:00
48488|synaptic
vesicle endocytosis;

GO:0030054|cell
junction;GO:003013
6|clathrin-coated
vesicle;GO:0030665|
clathrin-coated
vesicle
membrane;GO:0030
425|dendrite;GO:00
43025|neuronal cell
body;GO:0042734|p
resynaptic
membrane;GO:0045
202|synapse;

GO:1901981|phosph
atidylinositol
phosphate
binding;GO:003226
6|phosphatidylinosit
ol-3-phosphate
binding;GO:001713
7|Rab GTPase
binding;GO:001711
2|Rab guanyl-
nucleotide exchange
factor
activity;GO:0017124
|SH3 domain
binding;

. .

ENSG00000119596 1 1 1 4 4.58886508 7 13 5 12 -1.903334536 0.016967346 0.052505014 down no YLPM1 protein_coding chr14:74763366-
74859435:+

gi|146134388|ref|NP
_062535.2| 5774 0

YLP motif-
containing protein 1
[Homo sapiens]

gi|146134387|ref|N
M_019589.2| 7108 0

Homo sapiens YLP
motif containing 1
(YLPM1), mRNA

P0CB49 92 2.00E-20 YLP motif-
containing protein 1 . . . . pfam05044 HPD

Homeo-prospero
domain. Prospero is
a large drosophila
transcription factor
protein that is
expressed in all
neural lineages of
drosophila
embryos. It is
needed for correct
expression of
several neural
proteins and in
determining the cell
fates of neural stem
cells. Homologues
of prospero are
found in a wide
range of animals
including humans
with the highest
level of similarity
being found in the
C-terminal 160
amino acids. This
region was
identified as
containing an
atypical homeobox
domain followed by
a prospero domain.
However, the
structure shows that
these two regions
form a single stable

GO:0055007|cardiac
muscle cell
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00301
82|neuron
differentiation;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K17602 YLPM1; YLP motif-
containing protein 1

ENSG00000119638 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NEK9 protein_coding chr14:75079353-
75127344:-

gi|21693136|dbj|BA
C02704.1| 4956 0 KIAA1995 protein

[Homo sapiens]
gi|222136640|ref|N
M_033116.4| 5540 0

Homo sapiens
NIMA-related
kinase 9 (NEK9),
mRNA

Q8TD19 241 9.00E-73 Serine/threonine-
protein kinase Nek9 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0051301|cell
division;GO:000705
9|chromosome
segregation;GO:000
7017|microtubule-
based
process;GO:000706
7|mitotic nuclear
division;GO:000707
7|mitotic nuclear
envelope
disassembly;GO:000
6468|protein
phosphorylation;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00056
34|nucleus;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:001990
1|protein kinase
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08857

NEK; NIMA (never
in mitosis gene a)-
related kinase
[EC:2.7.11.1]

ENSG00000119669 11 3 10 7 5.987161312 3 0 2 4 2.46125191 0.003600509 0.017115639 up yes IRF2BPL protein_coding chr14:77024543-
77028699:-

gi|355778756|gb|EH
H63792.1| 2060 0

hypothetical protein
EGM_16832, partial
[Macaca
fascicularis]

gi|390407650|ref|N
M_024496.3| 4157 0

Homo sapiens
interferon
regulatory factor 2
binding protein-like
(IRF2BPL), mRNA

Q9H1B7 272 3.00E-75
Interferon
regulatory factor 2-
binding protein-like

. . . . pfam11261 IRF-2BP1_2

Interferon
regulatory factor 2-
binding protein zinc
finger. IRF-2BP1
and IRF-2BP2 are
nuclear
transcriptional
repressor proteins
and can inhibit both
enhancer-activated
and basal
transcription. They
both contain N-
terminal zinc finger
represented in this
family and C-
terminal RING
finger domains.

GO:0046543|develo
pment of secondary
female sexual
characteristics;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;

GO:0005615|extrace
llular
space;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;

GO:0046872|metal
ion binding; . .

ENSG00000119682 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no AREL1 protein_coding chr14:74653437-
74713115:-

gi|40788211|dbj|BA
A20775.2| 4381 0 KIAA0317 [Homo

sapiens]
gi|87116667|ref|NM
_001039479.1| 5445 0

Homo sapiens
apoptosis resistant
E3 ubiquitin protein
ligase 1 (AREL1),
mRNA

O15033 244 7.00E-146
Apoptosis-resistant
E3 ubiquitin protein
ligase 1

SPAC19D5.04 92.8 5.00E-20 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0043206|extrace
llular fibril
organization;GO:00
09306|protein
secretion;GO:00066
05|protein
targeting;GO:000717
9|transforming
growth factor beta
receptor signaling
pathway;

GO:0070062|extrace
llular
exosome;GO:00056
15|extracellular
space;GO:0005622|i
ntracellular;GO:000
5578|proteinaceous
extracellular matrix;

GO:0005509|calciu
m ion
binding;GO:000820
1|heparin binding;

. .

ENSG00000119685 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no TTLL5 protein_coding chr14:75633625-
75955078:+

gi|50658079|ref|NP_
055887.3| 6214 0

tubulin
polyglutamylase
TTLL5 [Homo
sapiens]

gi|290642881|ref|N
M_015072.4| 4683 0

Homo sapiens
tubulin tyrosine
ligase-like family
member 5 (TTLL5),
mRNA

Q5R978 267 3.00E-75
Tubulin
polyglutamylase
TTLL5

. . . . pfam03133 TTL

Tubulin-tyrosine
ligase family.
Tubulins and
microtubules are
subjected to several
post-translational
modifications of
which the reversible
detyrosination/tyrosi
nation of the
carboxy-terminal
end of most alpha-
tubulins has been
extensively
analysed. This
modification cycle
involves a specific
carboxypeptidase
and the activity of
the tubulin-tyrosine
ligase (TTL). The
true physiological
function of TTL has
so far not been
established.
Tubulin-tyrosine
ligase (TTL)
catalyses the ATP-
dependent post-
translational
addition of a
tyrosine to the
carboxy terminal
end of detyrosinated
alpha tubulin In

GO:0009566|fertiliza
tion;GO:0030317|sp
erm
motility;GO:001809
5|protein
polyglutamylation;G
O:0060041|retina
development in
camera-type
eye;GO:0007288|spe
rm axoneme
assembly;GO:00063
51|transcription,
DNA-templated;

GO:0005813|centros
ome;GO:0005929|cil
ium;GO:0005737|cyt
oplasm;GO:0005874
|microtubule;GO:00
05634|nucleus;

GO:0005524|ATP
binding;GO:001687
4|ligase activity;

K08220

FLVCR,
SLC49A1_2; MFS
transporter, FLVCR
family, feline
leukemia virus
subgroup C
receptor-related
protein

ENSG00000119698 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PPP4R4 protein_coding chr14:94146128-
94279735:+

gi|17402886|ref|NP_
478144.1| 4187 0

serine/threonine-
protein phosphatase
4 regulatory subunit
4 isoform 1 [Homo
sapiens]

gi|17402885|ref|NM
_058237.1| 3868 0

Homo sapiens
protein phosphatase
4, regulatory
subunit 4 (PPP4R4),
transcript variant 1,
mRNA

Q6NUP7 313 2.00E-99

Serine/threonine-
protein phosphatase
4 regulatory subunit
4

. . . . pfam13646 HEAT_2

HEAT repeats. This
family includes
multiple HEAT
repeats.

GO:0032515|negativ
e regulation of
phosphoprotein
phosphatase
activity;GO:0080163
|regulation of
protein
serine/threonine
phosphatase
activity;

GO:0005737|cytopla
sm;GO:0008287|pro
tein serine/threonine
phosphatase
complex;

GO:0019888|protein
phosphatase
regulator activity;

K15426

PPP4R4;
serine/threonine-
protein phosphatase
4 regulatory subunit
4

ENSG00000119699 2 0 0 1 1.100179736 2 0 1 3 -0.362052559 0.812224415 0.874703216 down no TGFB3 protein_coding chr14:75958099-
75982991:-

gi|731466208|ref|XP
_003408833.2| 2098 0

PREDICTED:
transforming
growth factor beta-3
[Loxodonta
africana]

gi|34528346|dbj|AK
122902.1| 2705 0

Homo sapiens
cDNA FLJ16571 fis,
clone
TESOP2002804,
highly similar to
Transforming
growth factor beta-3
precursor

P10600 160 1.00E-45 Transforming
growth factor beta-3 . . . . pfam00019 TGF_beta

Transforming
growth factor beta
like domain.

GO:0000187|activati
on of MAPK
activity;GO:0007568
|aging;GO:0048468|
cell
development;GO:00
16049|cell
growth;GO:0045216
|cell-cell junction
organization;GO:00
70483|detection of
hypoxia;GO:004856
5|digestive tract
development;GO:00
48702|embryonic
neurocranium
morphogenesis;GO:
0060325|face
morphogenesis;GO:
0007565|female
pregnancy;GO:0060
364|frontal suture
morphogenesis;GO:
0048839|inner ear
development;GO:00
30324|lung
development;GO:00
08285|negative
regulation of cell
proliferation;GO:00
08156|negative
regulation of DNA
replication;GO:0010
936|negative
regulation of

GO:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0031
012|extracellular
matrix;GO:0005615|
extracellular
space;GO:0043025|n
euronal cell
body;GO:0005634|n
ucleus;GO:0030141|
secretory
granule;GO:0030315
|T-tubule;

GO:0005125|cytokin
e
activity;GO:0042802
|identical protein
binding;GO:004698
2|protein
heterodimerization
activity;GO:0050431
|transforming
growth factor beta
binding;GO:000516
0|transforming
growth factor beta
receptor
binding;GO:003471
3|type I
transforming
growth factor beta
receptor
binding;GO:000511
4|type II
transforming
growth factor beta
receptor
binding;GO:003471
4|type III
transforming
growth factor beta
receptor binding;

K13377
TGFB3;
transforming
growth factor beta-3



ENSG00000119707 14 13 8 22 14.09815426 18 20 11 10 0.475517615 0.285632176 0.410478028 up no RBM25 protein_coding chr14:73058436-
73123898:+

gi|119601494|gb|EA
W81088.1| 1532 0

RNA binding motif
protein 25, isoform
CRA_c [Homo
sapiens]

gi|21732861|emb|AL
832314.1| 6823 0

Homo sapiens
mRNA; cDNA
DKFZp667O2119
(from clone
DKFZp667O2119)

B2RY56 117 1.00E-27 RNA-binding
protein 25 . . . . pfam01480 PWI PWI domain.

GO:0006397|mRNA
processing;GO:0000
381|regulation of
alternative mRNA
splicing, via
spliceosome;GO:00
42981|regulation of
apoptotic
process;GO:000838
0|RNA splicing;

GO:0005737|cytopla
sm;GO:0016607|nuc
lear
speck;GO:0005654|
nucleoplasm;GO:00
05681|spliceosomal
complex;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;

K12822
RBM25, S164;
RNA-binding
protein 25

ENSG00000119711 0 3 0 5 2.404086419 5 2 2 6 -0.533440162 0.604732975 0.716598256 down no ALDH6A1 protein_coding chr14:74056850-
74084493:-

gi|11095441|ref|NP_
005580.1| 2639 0

methylmalonate-
semialdehyde
dehydrogenase
[acylating],
mitochondrial
isoform 1 precursor
[Homo sapiens]

gi|515870063|ref|N
M_005589.3| 4687 0

Homo sapiens
aldehyde
dehydrogenase 6
family, member A1
(ALDH6A1),
transcript variant 1,
mRNA

Q02252 174 5.00E-49

Methylmalonate-
semialdehyde
dehydrogenase
[acylating],
mitochondrial

. . . . pfam00171 Aldedh

Aldehyde
dehydrogenase
family. This family
of dehydrogenases
act on aldehyde
substrates. Members
use NADP as a
cofactor. The family
includes the
following members:
The prototypical
members are the
aldehyde
dehydrogenases
EC:1.2.1.3.
Succinate-
semialdehyde
dehydrogenase
EC:1.2.1.16.
Lactaldehyde
dehydrogenase
EC:1.2.1.22.
Benzaldehyde
dehydrogenase
EC:1.2.1.28.
Methylmalonate-
semialdehyde
dehydrogenase
EC:1.2.1.27.
Glyceraldehyde-3-
phosphate
dehydrogenase
EC:1.2.1.9. Delta-1-
pyrroline-5-
carboxylate

GO:0009083|branch
ed-chain amino acid
catabolic
process;GO:005087
3|brown fat cell
differentiation;GO:0
006210|thymine
catabolic
process;GO:001985
9|thymine metabolic
process;GO:000657
4|valine catabolic
process;GO:000657
3|valine metabolic
process;

GO:0070062|extrace
llular
exosome;GO:00057
59|mitochondrial
matrix;GO:0005739|
mitochondrion;GO:
0005654|nucleoplas
m;

GO:0004029|aldehy
de dehydrogenase
(NAD)
activity;GO:0000062
|fatty-acyl-CoA
binding;GO:001847
8|malonate-
semialdehyde
dehydrogenase
(acetylating)
activity;GO:0004491
|methylmalonate-
semialdehyde
dehydrogenase
(acylating)
activity;GO:0044822
|poly(A) RNA
binding;

K00140

mmsA, iolA,
ALDH6A1;
malonate-
semialdehyde
dehydrogenase
(acetylating) /
methylmalonate-
semialdehyde
dehydrogenase
[EC:1.2.1.18
1.2.1.27]

ENSG00000119729 1 0 0 2 0.916163999 1 1 2 1 -0.251617611 0.86278723 NA down no RHOQ protein_coding chr2:46541806-
46583121:+

gi|395731858|ref|XP
_002812107.2| 1147 9.00E-147

PREDICTED: rho-
related GTP-binding
protein RhoQ
[Pongo abelii]

gi|112382375|ref|N
M_012249.3| 2975 0

Homo sapiens ras
homolog family
member Q
(RHOQ), mRNA

P17081 225 2.00E-72
Rho-related GTP-
binding protein
RhoQ

SPAC110.03 93.6 1.00E-23 COG1100 pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0030866|cortical
actin cytoskeleton
organization;GO:00
46039|GTP
metabolic
process;GO:000828
6|insulin receptor
signaling
pathway;GO:009000
5|negative
regulation of
establishment of
protein localization
to plasma
membrane;GO:0051
491|positive
regulation of
filopodium
assembly;GO:00463
26|positive
regulation of
glucose
import;GO:0045944|
positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00083
60|regulation of cell
shape;GO:0007264|s
mall GTPase
mediated signal
transduction;

GO:0005884|actin
filament;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00451
21|membrane
raft;GO:0005886|pla
sma membrane;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

K07194
RHOQ, TC10; Ras
homolog gene
family, member Q

ENSG00000119771 2 1 0 1 0.631963129 0 0 0 0 3.065176081 0.137824501 NA up no KLHL29 protein_coding chr2:23385217-
23708611:+

gi|635082206|ref|XP
_007969528.1| 4424 0

PREDICTED:
kelch-like protein
29 isoform X1
[Chlorocebus
sabaeus]

gi|15620900|dbj|AB
067508.1| 6352 0

Homo sapiens
mRNA for
KIAA1921 protein,
partial cds

Q96CT2 425 2.00E-133 Kelch-like protein
29 . . . . pfam07707 BACK

BTB And C-
terminal Kelch. This
domain is found
associated with
pfam00651 and
pfam01344. The
BACK domain is
found juxtaposed to
the BTB domain;
they are separated
by as little as two
residues. This
family appears to be
closely related to the
BTB domain (Finn
RD, personal
observation).

GO:0016567|protein
ubiquitination;

GO:0031463|Cul3-
RING ubiquitin
ligase complex;

. K10465
KLHL29, KBTBD9;
kelch-like protein
29

ENSG00000119772 1 2 2 3 2.033614694 5 3 1 0 0.335447063 0.750985304 0.82356948 up no DNMT3A protein_coding chr2:25227855-
25342590:-

gi|12751473|ref|NP_
072046.2| 4195 0

DNA (cytosine-5)-
methyltransferase
3A isoform a
[Homo sapiens]

gi|635082048|ref|X
M_007971259.1| 8210 0

PREDICTED:
Chlorocebus
sabaeus DNA
(cytosine-5-)-
methyltransferase 3
alpha (DNMT3A),
transcript variant
X2, mRNA

O88508 336 1.00E-106
DNA (cytosine-5)-
methyltransferase
3A

PAE3201 51.6 5.00E-06 COG0270 pfam00855 PWWP

PWWP domain.
The PWWP domain
is named after a
conserved Pro-Trp-
Trp-Pro motif. The
domain binds to
Histone-4
methylated at
lysine-20,
H4K20me,
suggesting that it is
methyl-lysine
recognition motif.
Removal of two
conserved aromatic
residues in a
hydrophobic cavity
created by this
domain within the
full-length protein,
Pdp1, abolishes the
interaction o f the
protein with
H4K20me3. In
fission yeast, Set9 is
the sole enzyme that
catalyses all three
states of H4K20me,
and Set9-mediated
H4K20me is
required for
efficient recruitment
of checkpoint
protein Crb2 to sites
of DNA damage

GO:0007568|aging
GO:0071230|cellular
response to amino
acid
stimulus;GO:007136
1|cellular response
to
ethanol;GO:0071456
|cellular response to
hypoxia;GO:000630
6|DNA
methylation;GO:004
3045|DNA
methylation
involved in embryo
development;GO:00
43046|DNA
methylation
involved in gamete
generation;GO:0032
776|DNA
methylation on
cytosine;GO:001042
4|DNA methylation
on cytosine within a
CG
sequence;GO:00972
84|hepatocyte
apoptotic
process;GO:004402
7|hypermethylation
of CpG
island;GO:0010216|
maintenance of
DNA

GO:0000775|chrom
osome, centromeric
region;GO:0005737|
cytoplasm;GO:0000
791|euchromatin;G
O:0000792|heteroch
romatin;GO:000572
0|nuclear
heterochromatin;GO
:0016363|nuclear
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
001741|XY body;

GO:0003682|chrom
atin
binding;GO:000388
6|DNA (cytosine-5-
)-methyltransferase
activity;GO:0051718
|DNA (cytosine-5-)-
methyltransferase
activity, acting on
CpG
substrates;GO:00517
19|DNA (cytosine-
5-)-
methyltransferase
activity, acting on
CpN
substrates;GO:00036
77|DNA
binding;GO:004280
2|identical protein
binding;GO:004687
2|metal ion
binding;GO:000816
8|methyltransferase
activity;GO:0045322
|unmethylated CpG
binding;

K17398

DNMT3A; DNA
(cytosine-5)-
methyltransferase
3A [EC:2.1.1.37]

ENSG00000119778 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no ATAD2B protein_coding chr2:23748664-
23927114:-

gi|669174634|ref|NP
_060022.2| 6868 0

ATPase family
AAA domain-
containing protein
2B isoform 1
[Homo sapiens]

gi|332812840|ref|X
M_525707.3| 7987 0

PREDICTED: Pan
troglodytes ATPase
family, AAA
domain containing
2B (ATAD2B),
transcript variant
X1, mRNA

Q9ULI0 306 2.00E-93

ATPase family
AAA domain-
containing protein
2B

SPAC31G5.19 496 5.00E-147 COG0464 pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0031936|negativ
e regulation of
chromatin
silencing;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0003682
|chromatin
binding;GO:007057
7|lysine-acetylated
histone binding;

. .

ENSG00000119787 0 1 1 5 2.839141179 4 2 7 7 -1.098793647 0.251662149 0.375977186 down no ATL2 protein_coding chr2:38294880-
38377285:-

gi|208610002|ref|NP
_001129145.1| 3082 0 atlastin-2 isoform 2

[Homo sapiens]
gi|110623566|dbj|A
K225190.1| 2854 0

Homo sapiens
mRNA for
ARL6IP2 variant,
clone: COL01262

Q6PA06 291 3.00E-94 Atlastin-2 . . . . pfam02263 GBP

Guanylate-binding
protein, N-terminal
domain.
Transcription of the
anti-viral guanylate-
binding protein
(GBP) is induced by
interferon-gamma
during macrophage
induction. This
family contains
GBP1 and GPB2,
both GTPases
capable of binding
GTP, GDP and
GMP.

GO:0007029|endopl
asmic reticulum
organization;GO:00
07030|Golgi
organization;GO:00
51260|protein
homooligomerizatio
n;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0042802
|identical protein
binding;

K17339 ATL; atlastin
[EC:3.6.5.-]

ENSG00000119801 26 52 31 59 51.11310946 59 66 63 89 -0.212908687 0.417710942 0.547402512 down no YPEL5 protein_coding chr2:30146941-
30160533:+

gi|724928464|ref|XP
_010382736.1| 690 3.00E-82

PREDICTED:
protein yippee-like
5 [Rhinopithecus
roxellana]

gi|188528709|ref|N
M_001127401.1| 2560 0

Homo sapiens
yippee-like 5
(YPEL5), transcript
variant 1, mRNA

Q5RDU7 253 3.00E-78 Protein yippee-like
5 . . . . pfam03226 Yippee-Mis18

Yippee zinc-
binding/DNA-
binding /Mis18,
centromere
assembly. This
family includes both
Yippee-type
proteins and Mis18
kinetochore
proteins. Yippee are
putative zinc-
binding/DNA-
binding proteins.
Mis18 are proteins
involved in the
priming of
centromeres for
recruiting CENP-A.
Mis18-alpha and
beta form part of a
small complex with
Mis18-binding
protein. Mis18-
alpha is found to
interact with DNA
de-methylases
through a Leu-rich
region located at its
carboxyl terminus.

. . GO:0046872|metal
ion binding; . .

ENSG00000119812 1 3 0 11 9.664069033 34 17 13 15 -2.028678386 0.006022082 0.024891273 down yes FAM98A protein_coding chr2:33583658-
33599382:-

gi|676284632|gb|KF
O37175.1| 1767 0

Protein FAM98A
[Fukomys
damarensis]

gi|21755614|dbj|AK
096187.1| 3534 0

Homo sapiens
cDNA FLJ38868 fis,
clone
MESAN2013211,
highly similar to
Protein FAM98A

Q5R679 231 8.00E-71 Protein FAM98A . . . . pfam10239 DUF2465

Protein of unknown
function
(DUF2465).
FAM98A and B
proteins are found
from worms to
humans but their
function is
unknown. This
entry is of a family
of proteins that is
rich in glycines.

. . GO:0046872|metal
ion binding; . .



ENSG00000119820 1 13 3 18 10.30228228 20 16 12 12 -0.393878939 0.509154628 0.629104936 down no YIPF4 protein_coding chr2:32277910-
32316594:+

gi|291386957|ref|XP
_002709973.1| 937 8.00E-111

PREDICTED:
protein YIPF4
[Oryctolagus
cuniculus]

gi|20218785|emb|AL
133245.4| 11016 0

BAC sequence from
the SPG4 candidate
region at 2p21-2p22
BAC 854M03 of
library RPCI-11
from chromosome 2
of Homo sapiens
(Human)

Q5ZJD7 138 7.00E-38 Protein YIPF4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005783|endopl
asmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

. . .

ENSG00000119866 17 11 19 38 31.08905608 26 41 80 41 -0.628285635 0.183309436 0.298825486 down no BCL11A protein_coding chr2:60451167-
60553567:-

gi|20336305|ref|NP_
075044.2| 3541 0

B-cell
lymphoma/leukemia
11A isoform 1
[Homo sapiens]

gi|148539885|ref|N
M_022893.3| 5942 0

Homo sapiens B-
cell CLL/lymphoma
11A (zinc finger
protein) (BCL11A),
transcript variant 1,
mRNA

Q9H165 266 4.00E-81
B-cell
lymphoma/leukemia
11A

. . . . pfam13465 zf-H2C2_2 Zinc-finger double
domain.

GO:0030517|negativ
e regulation of axon
extension;GO:00486
71|negative
regulation of
collateral
sprouting;GO:20001
71|negative
regulation of
dendrite
development;GO:00
10977|negative
regulation of
neuron projection
development;GO:00
32463|negative
regulation of
protein
homooligomerizatio
n;GO:0000122|negat
ive regulation of
transcription from
RNA polymerase II
promoter;GO:00486
72|positive
regulation of
collateral
sprouting;GO:00109
76|positive
regulation of
neuron projection
development;GO:00
45944|positive
regulation of
transcription from

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0046872|metal
ion
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000119900 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no OGFRL1 protein_coding chr6:71288803-
71308950:+

gi|55770902|ref|NP_
078852.3| 1738 0

opioid growth
factor receptor-like
protein 1 [Homo
sapiens]

gi|11544429|emb|AL
136164.8| 7565 0

Human DNA
sequence from
clone RP3-331H24
on chromosome 6,
complete sequence

Q5TC84 674 0
Opioid growth
factor receptor-like
protein 1

. . . . pfam04664 OGFr_N

Opioid growth
factor receptor
(OGFr) conserved
region. Opioid
peptides act as
growth factors in
neural and non-
neural cells and
tissues, in addition
to serving in
neurotransmission/n
euromodulation in
the nervous system.
The Opioid growth
factor receptor is an
integral membrane
protein associated
with the nucleus.
The conserved
region is situated at
the N-terminus of
the member
proteins with a
series of imperfect
repeats lying
immediately to its
C-terminus.

. GO:0016020|membr
ane;

GO:0004872|recepto
r activity; . .

ENSG00000119906 0 0 0 1 2.293593324 8 7 2 5 -3.607817297 0.005525157 0.023394321 down yes SLF2 protein_coding chr10:100912569-
100965136:+

gi|209915547|ref|NP
_001129595.1| 5480 0

protein FAM178A
isoform 2 [Homo
sapiens]

gi|150456435|ref|N
M_018121.3| 7286 0

Homo sapiens
SMC5-SMC6
complex localization
factor 2 (SLF2),
transcript variant 1,
mRNA

Q5REF4 59.7 1.00E-08
SMC5-SMC6
complex localization
factor protein 2

. . . . pfam14816 FAM178 Family of unknown
function, FAM178.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:000628
1|DNA
repair;GO:2000781|
positive regulation
of double-strand
break
repair;GO:0034184|
positive regulation
of maintenance of
mitotic sister
chromatid
cohesion;GO:00313
34|positive
regulation of
protein complex
assembly;GO:19901
66|protein
localization to site
of double-strand
break;

GO:0000785|chrom
atin;GO:0005615|ext
racellular
space;GO:0043231|i
ntracellular
membrane-bounded
organelle;GO:00056
34|nucleus;GO:0035
861|site of double-
strand break;

GO:0032403|protein
complex
binding;GO:003162
5|ubiquitin protein
ligase binding;

. .

ENSG00000119912 0 0 0 2 2.698734999 9 9 2 5 -3.139992096 0.01346927 0.044623383 down yes IDE protein_coding chr10:92451684-
92574076:-

gi|155969707|ref|NP
_004960.2| 5334 0

insulin-degrading
enzyme isoform 1
[Homo sapiens]

gi|260099674|ref|N
M_004969.3| 5877 0

Homo sapiens
insulin-degrading
enzyme (IDE),
transcript variant 1,
mRNA

P14735 2059 0 Insulin-degrading
enzyme YLR389c 694 0 COG1025 pfam00675 Peptidase_M16

Insulinase
(Peptidase family
M16).

GO:0050435|beta-
amyloid metabolic
process;GO:001081
5|bradykinin
catabolic
process;GO:000834
0|determination of
adult
lifespan;GO:004244
7|hormone catabolic
process;GO:190114
3|insulin catabolic
process;GO:190114
2|insulin metabolic
process;GO:000828
6|insulin receptor
signaling
pathway;GO:004586
1|negative
regulation of
proteolysis;GO:0032
461|positive
regulation of
protein
oligomerization;GO:
0051291|protein
heterooligomerizatio
n;GO:0051260|prote
in
homooligomerizatio
n;GO:0051289|prote
in
homotetramerizatio
n;GO:0016485|prote
in

GO:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0005
829|cytosol;GO:003
1597|cytosolic
proteasome
complex;GO:000561
5|extracellular
space;GO:0005739|
mitochondrion;GO:
0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0005782|per
oxisomal
matrix;GO:0005777|
peroxisome;GO:000
5886|plasma
membrane;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0001540
|beta-amyloid
binding;GO:003162
6|beta-endorphin
binding;GO:000194
8|glycoprotein
binding;GO:004355
9|insulin
binding;GO:000422
2|metalloendopeptid
ase
activity;GO:0042277
|peptide
binding;GO:004280
3|protein
homodimerization
activity;GO:0005102
|receptor
binding;GO:004313
0|ubiquitin
binding;GO:000161
8|virus receptor
activity;GO:0008270
|zinc ion binding;

K01408 IDE, ide; insulysin
[EC:3.4.24.56]

ENSG00000119929 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no CUTC protein_coding chr10:99702558-
99756134:+

gi|148596990|ref|NP
_057044.2| 1429 0

copper homeostasis
protein cutC
homolog [Homo
sapiens]

gi|148596989|ref|N
M_015960.2| 1346 0

Homo sapiens cutC
copper transporter
(CUTC), mRNA

Q9NTM9 390 4.00E-140
Copper homeostasis
protein cutC
homolog

STM1907 108 2.00E-27 COG3142 pfam03932 CutC

CutC family.
Copper transport in
Escherichia coli is
mediated by the
products of at least
six genes, cutA,
cutB, cutC, cutD,
cutE, and cutF. A
mutation in one or
more of these genes
results in an
increased copper
sensitivity.
Members of this
family are between
200 and 300 amino
acids in length are
found in both
eukaryotes and
bacteria.

GO:0055070|copper
ion
homeostasis;GO:000
6825|copper ion
transport;GO:00512
62|protein
tetramerization;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005634|
nucleus;

GO:0005507|copper
ion binding; K06201 cutC; copper

homeostasis protein

ENSG00000119943 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PYROXD2 protein_coding chr10:98383565-
98415184:-

gi|229577391|ref|NP
_116098.2| 3026 0

pyridine nucleotide-
disulfide
oxidoreductase
domain-containing
protein 2 [Homo
sapiens]

gi|30047767|gb|BC0
50574.1| 2860 0

Homo sapiens
chromosome 10
open reading frame
33, mRNA (cDNA
clone
IMAGE:5587655),
containing frame-
shift errors

Q8N2H3 83.2 9.00E-18

Pyridine nucleotide-
disulfide
oxidoreductase
domain-containing
protein 2

SSO2422 210 7.00E-58 COG1233 pfam13450 NAD_binding_8
NAD(P)-binding
Rossmann-like
domain.

. . GO:0016491|oxidor
eductase activity; . .

ENSG00000119950 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MXI1 protein_coding chr10:110207605-
110287365:+

gi|47717116|ref|NP_
569157.2| 1151 1.00E-144

max-interacting
protein 1 isoform b
[Homo sapiens]

gi|57242780|ref|NM
_130439.3| 3470 0

Homo sapiens MAX
interactor 1,
dimerization protein
(MXI1), transcript
variant 2, mRNA

P50539 191 2.00E-78 Max-interacting
protein 1 . . . . pfam00010 HLH

Helix-loop-helix
DNA-binding
domain.

GO:0042994|cytopla
smic sequestering of
transcription
factor;GO:0008285|
negative regulation
of cell
proliferation;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005634|
nucleus;

GO:0003677|DNA
binding;GO:000371
4|transcription
corepressor activity;

K09114 MXD, MAD; MAX
dimerization protein



ENSG00000119953 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SMNDC1 protein_coding chr10:110290730-
110304951:-

gi|5032113|ref|NP_0
05862.1| 1099 8.00E-136

survival of motor
neuron-related-
splicing factor 30
[Homo sapiens]

gi|12963946|emb|AL
360182.15| 3560 0

Human DNA
sequence from
clone RP11-549L6
on chromosome 10,
complete sequence

O75940 188 1.00E-56
Survival of motor
neuron-related-
splicing factor 30

. . . . pfam06003 SMN

Survival motor
neuron protein
(SMN). This family
consists of several
eukaryotic survival
motor neuron
(SMN) proteins.
The Survival of
Motor Neurons
(SMN) protein, the
product of the
spinal muscular
atrophy-determining
gene, is part of a
large
macromolecular
complex (SMN
complex) that
functions in the
assembly of
spliceosomal small
nuclear
ribonucleoproteins
(snRNPs). The
SMN complex
functions as a
specificity factor
essential for the
efficient assembly
of Sm proteins on U
snRNAs and likely
protects cells from
illicit, and
potentially
deleterious non

GO:0006915|apopto
tic
process;GO:000639
7|mRNA
processing;GO:0000
375|RNA splicing,
via
transesterification
reactions;

GO:0015030|Cajal
body;GO:0005737|c
ytoplasm;GO:00166
07|nuclear
speck;GO:0005634|
nucleus;GO:000568
1|spliceosomal
complex;

GO:0044822|poly(A
) RNA binding; K12839

SMNDC1, SPF30;
survival of motor
neuron-related-
splicing factor 30

ENSG00000119969 0 1 1 1 0.710222267 2 0 0 1 0.497172399 0.768892276 NA up no HELLS protein_coding chr10:94501434-
94613905:+

gi|574275033|ref|NP
_001275996.1| 4247 0

lymphoid-specific
helicase isoform 2
[Homo sapiens]

gi|10862717|emb|AL
138759.20| 4055 0

Human DNA
sequence from
clone RP11-119K6
on chromosome 10,
complete sequence

Q60848 80.1 1.00E-35 Lymphocyte-
specific helicase YFR038w 456 1.00E-145 COG0553 pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar, ETL1).

GO:0051301|cell
division;GO:000634
2|chromatin
silencing;GO:00063
06|DNA
methylation;GO:003
0098|lymphocyte
differentiation;GO:0
046651|lymphocyte
proliferation;GO:00
10216|maintenance
of DNA
methylation;GO:000
6346|methylation-
dependent
chromatin
silencing;GO:00070
67|mitotic nuclear
division;GO:000727
5|multicellular
organismal
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:200124
3|negative
regulation of
intrinsic apoptotic
signaling
pathway;GO:003150
8|pericentric
heterochromatin
assembly;GO:00063
51|transcription

GO:0000775|chrom
osome, centromeric
region;GO:0005634|
nucleus;GO:000572
1|pericentric
heterochromatin;

GO:0005524|ATP
binding;GO:000368
2|chromatin
binding;GO:000438
6|helicase activity;

K19001
HELLS, DDM1;
ATP-dependent
DNA helicase

ENSG00000120063 0 1 0 1 1.728527356 6 3 2 4 -2.381058358 0.062609567 0.13336222 down no GNA13 protein_coding chr17:65010715-
65056839:-

gi|24111250|ref|NP_
006563.2| 2018 0

guanine nucleotide-
binding protein
subunit alpha-13
isoform 1 [Homo
sapiens]

gi|540344572|ref|N
M_006572.5| 4885 0

Homo sapiens
guanine nucleotide
binding protein (G
protein), alpha 13
(GNA13), transcript
variant 1, mRNA

Q14344 589 0
Guanine nucleotide-
binding protein
subunit alpha-13

. . . . pfam00503 G-alpha

G-protein alpha
subunit. G proteins
couple receptors of
extracellular signals
to intracellular
signaling pathways.
The G protein alpha
subunit binds
guanyl nucleotide
and is a weak
GTPase. A set of
residues that are
unique to G-alpha
as compared to its
ancestor the Arf-
like family form a
ring of residues
centered on the
nucleotide binding
site. A Ggamma is
found fused to an
inactive Galpha in
the Dictyostelium
protein gbqA.

GO:0031584|activati
on of phospholipase
D
activity;GO:0007189
|adenylate cyclase-
activating G-protein
coupled receptor
signaling
pathway;GO:003015
4|cell
differentiation;GO:0
001701|in utero
embryonic
development;GO:00
06928|movement of
cell or subcellular
component;GO:000
1569|patterning of
blood
vessels;GO:0030168
|platelet
activation;GO:00072
04|positive
regulation of
cytosolic calcium
ion
concentration;GO:0
030334|regulation of
cell
migration;GO:00083
60|regulation of cell
shape;GO:0007266|
Rho protein signal
transduction;GO:00
07165|signal

GO:0031526|brush
border
membrane;GO:0005
737|cytoplasm;GO:0
070062|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00058
34|heterotrimeric G-
protein
complex;GO:004247
0|melanosome;GO:0
016020|membrane;G
O:0005634|nucleus;
GO:0005886|plasma
membrane;

GO:0031752|D5
dopamine receptor
binding;GO:003168
3|G-protein
beta/gamma-subunit
complex
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0046872
|metal ion
binding;GO:000487
1|signal transducer
activity;GO:0031702
|type 1 angiotensin
receptor binding;

K04639

GNA13; guanine
nucleotide-binding
protein subunit
alpha-13

ENSG00000120068 43 63 53 173 155.3982804 194 269 378 268 -1.308024816 0.000313093 0.002613124 down yes HOXB8 protein_coding chr17:48611377-
48614939:-

gi|852732474|ref|XP
_012893087.1| 1104 9.00E-145

PREDICTED:
homeobox protein
Hox-B8 isoform X1
[Dipodomys ordii]

gi|85543349|ref|NM
_024016.3| 1823 0

Homo sapiens
homeobox B8
(HOXB8), mRNA

P17481 429 8.00E-146 Homeobox protein
Hox-B8 YDL106c 51.6 2.00E-07 COG5576 pfam00046 Homeobox Homeobox domain.

GO:0008344|adult
locomotory
behavior;GO:00099
52|anterior/posterior
pattern
specification;GO:00
21516|dorsal spinal
cord
development;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0007625|grooming
behavior;GO:00456
38|negative
regulation of
myeloid cell
differentiation;GO:0
019233|sensory
perception of
pain;GO:0006351|tra
nscription, DNA-
templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09308 HOX_8; homeobox
protein HoxB/C/D8

ENSG00000120071 0 0 0 1 2.510124566 15 4 1 4 -3.741920594 0.008704807 0.032638326 down yes KANSL1 protein_coding chr17:46029916-
46225389:-

gi|32698714|ref|NP_
056258.1| 5125 0

KAT8 regulatory
NSL complex
subunit 1 isoform 1
[Homo sapiens]

gi|390517029|ref|NG
_032784.1| 6420 0

Homo sapiens
KAT8 regulatory
NSL complex
subunit 1
(KANSL1),
RefSeqGene on
chromosome 17

Q7Z3B3 234 3.00E-68
KAT8 regulatory
NSL complex
subunit 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0043984|histone
H4-K16
acetylation;GO:0043
981|histone H4-K5
acetylation;GO:0043
982|histone H4-K8
acetylation;

GO:0000777|conden
sed chromosome
kinetochore;GO:000
0123|histone
acetyltransferase
complex;GO:007133
9|MLL1
complex;GO:004454
5|NSL
complex;GO:000563
4|nucleus;

GO:0001047|core
promoter
binding;GO:004697
2|histone
acetyltransferase
activity (H4-K16
specific);GO:004399
5|histone
acetyltransferase
activity (H4-K5
specific);GO:004399
6|histone
acetyltransferase
activity (H4-K8
specific);GO:003503
5|histone
acetyltransferase

K18400
KANSL1; KAT8
regulatory NSL
complex subunit 1

ENSG00000120075 2 0 1 8 7.353379904 21 10 16 12 -1.973276475 0.008069542 0.031139018 down yes HOXB5 protein_coding chr17:48591257-
48593961:-

gi|744588270|ref|XP
_010986273.1| 1041 2.00E-133

PREDICTED:
homeobox protein
Hox-B5 [Camelus
dromedarius]

gi|184292|gb|M9229
9.1|HUMHOX2A 1999 0

Human homeobox
2.1 protein
(HOX2A) mRNA,
complete cds

P09067 388 1.00E-128 Homeobox protein
Hox-B5 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0009952|anterior/po
sterior pattern
specification;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0045446|endothelial
cell differentiation;

GO:0005634|nucleu
s;

GO:0000980|RNA
polymerase II distal
enhancer sequence-
specific DNA
binding;GO:000120
5|transcriptional
activator activity,
RNA polymerase II
distal enhancer
sequence-specific
binding;

K09305 HOX_5; homeobox
protein HoxA/B/C5

ENSG00000120093 0 1 0 1 0.431647769 1 0 0 1 0.502354259 0.810218844 NA up no HOXB3 protein_coding chr17:48548870-
48604912:-

gi|11138935|gb|AA
G31555.1|AF287967
_5

1721 0 homeobox B3
[Homo sapiens]

gi|544498611|ref|X
M_005583566.1| 3643 0

PREDICTED:
Macaca fascicularis
homeobox B3
(HOXB3), transcript
variant X5, mRNA

P14651 475 8.00E-165 Homeobox protein
Hox-B3 . . . . pfam13293 DUF4074

Domain of
unknown function
(DUF4074). This
family is found at
the C-terminal of
Homeobox proteins
in Metazoa.

GO:0001525|angiog
enesis;GO:0009952|
anterior/posterior
pattern
specification;GO:00
51216|cartilage
development;GO:00
60216|definitive
hemopoiesis;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0060324|face
development;GO:00
21615|glossopharyn
geal nerve
morphogenesis;GO:
0002244|hematopoie
tic progenitor cell
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00507
67|regulation of
neurogenesis;GO:00
21546|rhombomere
development;GO:00
30878|thyroid gland
development;GO:00
06351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0000979|RNA
polymerase II core
promoter sequence-
specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09303 HOX_3; homeobox
protein HoxA/B/D3



ENSG00000120129 0 0 0 1 0.303661135 0 2 0 0 -0.149877601 0.960961057 NA down no DUSP1 protein_coding chr5:172768090-
172771195:-

gi|4758204|ref|NP_0
04408.1| 1861 0

dual specificity
protein phosphatase
1 [Homo sapiens]

gi|259013538|ref|N
M_004417.3| 2019 0

Homo sapiens dual
specificity
phosphatase 1
(DUSP1), mRNA

P28562 721 0
Dual specificity
protein phosphatase
1

SPBC17A3.06 74.7 1.00E-13 COG2453 pfam00782 DSPc

Dual specificity
phosphatase,
catalytic domain.
Ser/Thr and Tyr
protein
phosphatases. The
enzyme's tertiary
fold is highly
similar to that of
tyrosine-specific
phosphatases,
except for a
"recognition"
region.

GO:0032870|cellular
response to
hormone
stimulus;GO:000170
6|endoderm
formation;GO:0000
188|inactivation of
MAPK
activity;GO:0035556
|intracellular signal
transduction;GO:00
71850|mitotic cell
cycle
arrest;GO:0043066|n
egative regulation of
apoptotic
process;GO:200027
9|negative
regulation of DNA
biosynthetic
process;GO:007037
3|negative
regulation of ERK1
and ERK2
cascade;GO:004340
7|negative
regulation of MAP
kinase
activity;GO:0043409
|negative regulation
of MAPK
cascade;GO:005144
7|negative
regulation of
meiotic cell

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0017017|MAP
kinase
tyrosine/serine/threo
nine phosphatase
activity;GO:0004726
|non-membrane
spanning protein
tyrosine
phosphatase
activity;GO:0008330
|protein
tyrosine/threonine
phosphatase
activity;

K04459

DUSP, MKP; dual
specificity MAP
kinase phosphatase
[EC:3.1.3.16
3.1.3.48]

ENSG00000120156 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no TEK protein_coding chr9:27109141-
27230175:+

gi|62087172|dbj|BA
D92033.1| 5913 0

TEK tyrosine kinase
variant [Homo
sapiens]

gi|587651915|ref|N
M_000459.4| 4757 0

Homo sapiens TEK
tyrosine kinase,
endothelial (TEK),
transcript variant 1,
mRNA

Q02763 2221 0 Angiopoietin-1
receptor . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0001525|angiog
enesis;GO:0007267|
cell-cell
signaling;GO:00602
16|definitive
hemopoiesis;GO:00
01958|endochondral
ossification;GO:000
1935|endothelial cell
proliferation;GO:00
72012|glomerulus
vasculature
development;GO:00
07507|heart
development;GO:00
60347|heart
trabecula
formation;GO:0050
900|leukocyte
migration;GO:00001
65|MAPK
cascade;GO:001652
5|negative
regulation of
angiogenesis;GO:00
43066|negative
regulation of
apoptotic
process;GO:200035
2|negative
regulation of
endothelial cell
apoptotic
process;GO:005072
8|negative

GO:0016324|apical
plasma
membrane;GO:0009
925|basal plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0009
986|cell
surface;GO:0005911
|cell-cell
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0005576|extracell
ular
region;GO:0005925|
focal
adhesion;GO:00058
87|integral
component of
plasma
membrane;GO:0045
121|membrane
raft;GO:0005902|mi
crovillus;GO:00058
86|plasma
membrane;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0004872
|receptor
activity;GO:0004714
|transmembrane
receptor protein
tyrosine kinase
activity;

K05121

TEK, TIE2;
endothelial-specific
receptor tyrosine
kinase [EC:2.7.10.1]

ENSG00000120251 9 27 10 70 94.06856275 213 186 187 212 -2.417208145 4.32E-08 3.41E-06 down yes GRIA2 protein_coding chr4:157204182-
157366075:+

gi|62088714|dbj|BA
D92804.1| 4553 0

glutamate receptor,
ionotropic, AMPA 2
variant [Homo
sapiens]

gi|134304849|ref|N
M_000826.3| 5618 0

Homo sapiens
glutamate receptor,
ionotropic, AMPA 2
(GRIA2), transcript
variant 1, mRNA

P19491 103 3.00E-24 Glutamate receptor
2 TM0593 50.8 8.00E-06 COG0834 pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

GO:0035235|ionotro
pic glutamate
receptor signaling
pathway;

GO:0032281|AMPA
glutamate receptor
complex;GO:003005
4|cell
junction;GO:000578
9|endoplasmic
reticulum
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0004971|AMPA
glutamate receptor
activity;GO:0005234
|extracellular-
glutamate-gated ion
channel
activity;GO:0004970
|ionotropic
glutamate receptor
activity;GO:0015277
|kainate selective
glutamate receptor
activity;

K05198 GRIA2; glutamate
receptor 2

ENSG00000120265 0 6 5 12 8.925967502 17 20 13 10 -0.947830497 0.115968682 0.207976893 down no PCMT1 protein_coding chr6:149749443-
149811420:+

gi|821383403|ref|XP
_012392277.1| 1399 0

PREDICTED:
protein-L-
isoaspartate(D-
aspartate) O-
methyltransferase
[Orcinus orca]

gi|635075720|ref|X
M_008006679.1| 1817 0

PREDICTED:
Chlorocebus
sabaeus protein-L-
isoaspartate (D-
aspartate) O-
methyltransferase
(PCMT1), transcript
variant X4, mRNA

P15246 117 8.00E-31

Protein-L-
isoaspartate(D-
aspartate) O-
methyltransferase

SPAC869.08 190 2.00E-54 COG2518 pfam01135 PCMT

Protein-L-
isoaspartate(D-
aspartate) O-
methyltransferase
(PCMT).

. GO:0005737|cytopla
sm;

GO:0004719|protein
-L-isoaspartate (D-
aspartate) O-
methyltransferase
activity;

K00573

E2.1.1.77, pcm;
protein-L-
isoaspartate(D-
aspartate) O-
methyltransferase
[EC:2.1.1.77]

ENSG00000120306 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CYSTM1 protein_coding chr5:140174642-
140282052:+

gi|685548011|ref|XP
_009207542.1| 480 1.00E-77

PREDICTED:
uncharacterized
protein
LOC103885466
[Papio anubis]

gi|544439682|ref|XR
_278300.1| 1081 0

PREDICTED:
Macaca fascicularis
cysteine-rich
transmembrane
module containing 1
(CYSTM1),
transcript variant
X12, misc_RNA

. . . . . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . . . .

ENSG00000120438 1 1 0 0 0.32555986 0 0 0 0 2.06595105 0.481111484 NA up no TCP1 protein_coding chr6:159778498-
159789749:-

gi|795130077|ref|XP
_011790391.1| 2951 0

PREDICTED: T-
complex protein 1
subunit alpha
isoform X1
[Colobus angolensis
palliatus]

gi|57863256|ref|NM
_030752.2| 2453 0

Homo sapiens t-
complex 1 (TCP1),
transcript variant 1,
mRNA

P17987 206 6.00E-61 T-complex protein 1
subunit alpha SPBC12D12.03 726 0 COG0459 pfam00118 Cpn60_TCP1

TCP-1/cpn60
chaperonin family.
This family includes
members from the
HSP60 chaperone
family and the TCP-
1 (T-complex
protein) family.

GO:0007339|bindin
g of sperm to zona
pellucida;GO:00519
73|positive
regulation of
telomerase
activity;GO:0032212
|positive regulation
of telomere
maintenance via
telomerase;GO:0006
457|protein
folding;GO:0050821
|protein
stabilization;GO:200
0109|regulation of
macrophage
apoptotic
process;GO:190199
8|toxin
transport;GO:00440
53|translocation of
peptides or proteins
into host cell
cytoplasm;GO:0007
021|tubulin complex
assembly;

GO:0001669|acroso
mal
vesicle;GO:0044297|
cell
body;GO:0005813|c
entrosome;GO:0005
832|chaperonin-
containing T-
complex;GO:000582
9|cytosol;GO:00700
62|extracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00058
74|microtubule;GO:
0043209|myelin
sheath;GO:0005720|
nuclear
heterochromatin;GO
:0000242|pericentrio
lar
material;GO:000219
9|zona pellucida
receptor complex;

GO:0005524|ATP
binding;GO:004482
2|poly(A) RNA
binding;GO:003162
5|ubiquitin protein
ligase
binding;GO:005108
2|unfolded protein
binding;

K09493
CCT1, TCP1; T-
complex protein 1
subunit alpha

ENSG00000120458 2 6 3 22 16.78102928 35 32 24 37 -1.559469073 0.003921258 0.018152811 down yes MSANTD2 protein_coding chr11:124766498-
124800673:-

gi|821014508|ref|XP
_003253381.2| 2700 0

PREDICTED:
myb/SANT-like
DNA-binding
domain-containing
protein 2 isoform
X1 [Nomascus
leucogenys]

gi|12224846|emb|AL
512691.1| 2898 0

Homo sapiens
mRNA; cDNA
DKFZp667A213
(from clone
DKFZp667A213)

Q6P1R3 218 1.00E-63

Myb/SANT-like
DNA-binding
domain-containing
protein 2

. . . . pfam13837 Myb_DNA-bind_4

Myb/SANT-like
DNA-binding
domain. This
presumed domain
appears to be
related to other
Myb/SANT-like
DNA binding
domains. In
particular
pfam10545 seems
most related. This
family is greatly
expanded in plants
and appears in
several proteins
annotated as
transposon proteins.

GO:0010107|potassi
um ion
import;GO:0006813|
potassium ion
transport;

GO:0009897|externa
l side of plasma
membrane;GO:0005
886|plasma
membrane;GO:0030
315|T-
tubule;GO:0008076|
voltage-gated
potassium channel
complex;

GO:0015467|G-
protein activated
inward rectifier
potassium channel
activity;

. .

ENSG00000120533 259 245 292 181 212.3978987 110 150 165 164 1.38466834 9.20E-05 0.000962536 up yes ENY2 protein_coding chr8:109334324-
109345953:+

gi|119612335|gb|EA
W91929.1| 698 2.00E-84

enhancer of yellow
2 homolog
(Drosophila),
isoform CRA_b
[Homo sapiens]

gi|302148489|ref|NR
_036472.1| 2966 0

Homo sapiens
enhancer of yellow
2 homolog
(Drosophila)
(ENY2), transcript
variant 4, non-
coding RNA

Q9JIX0 179 2.00E-56
Transcription and
mRNA export factor
ENY2

. . . . pfam10163 EnY2

Transcription factor
e(y)2. EnY2 is a
small transcription
factor which is
combined in a
complex with the
TAFII40 protein.
The protein is
conserved from
paramecium to
humans.

GO:0016578|histone
deubiquitination;GO
:0061179|negative
regulation of insulin
secretion involved
in cellular response
to glucose
stimulus;GO:001697
3|poly(A)+ mRNA
export from
nucleus;GO:004589
3|positive regulation
of transcription,
DNA-
templated;GO:00150
31|protein
transport;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
68|transcription
elongation from
RNA polymerase II
promoter;

GO:0071819|DUBm
complex;GO:000564
3|nuclear
pore;GO:0000124|S
AGA
complex;GO:007039
0|transcription
export complex 2;

GO:0003682|chrom
atin
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0003713
|transcription
coactivator activity;

K11368

ENY2, DC6, SUS1;
enhancer of yellow
2 transcription
factor

ENSG00000120549 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no KIAA1217 protein_coding chr10:23694746-
24547848:+

gi|50843820|ref|NP_
062536.2| 9096 0

sickle tail protein
homolog isoform 1
[Homo sapiens]

gi|544346163|ref|N
M_019590.4| 7381 0

Homo sapiens
KIAA1217
(KIAA1217),
transcript variant 1,
mRNA

Q5T5P2 157 1.00E-42 Sickle tail protein
homolog . . . . pfam15301 SLAIN

SLAIN motif-
containing family.
The SLAIN motif
containing family is
named after the
presence of a
SLAIN motif in
SLAIN1. They are a
family of
microtubule plus-
end tracking
proteins.

GO:0048706|embry
onic skeletal system
development;

GO:0005737|cytopla
sm; . . .



ENSG00000120594 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PLXDC2 protein_coding chr10:19816239-
20289856:+

gi|15987495|gb|AAL
11994.1|AF378757_
1

2532 0

tumor endothelial
marker 7-related
precursor [Homo
sapiens]

gi|544346252|ref|N
M_032812.8| 12264 0

Homo sapiens
plexin domain
containing 2
(PLXDC2),
transcript variant 1,
mRNA

Q6UX71 979 0 Plexin domain-
containing protein 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;

. . .

ENSG00000120656 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no TAF12 protein_coding chr1:28589323-
28643085:-

gi|667259411|ref|XP
_008566899.1| 1034 2.00E-136

PREDICTED:
transcription
initiation factor
TFIID subunit 12
isoform X1
[Galeopterus
variegatus]

gi|206725449|ref|N
M_001135218.1| 1359 0

Homo sapiens
TAF12 RNA
polymerase II,
TATA box binding
protein (TBP)-
associated factor,
20kDa (TAF12),
transcript variant 1,
mRNA

Q16514 247 9.00E-82
Transcription
initiation factor
TFIID subunit 12

YDR145w 102 2.00E-23 COG5624 pfam03847 TFIID_20kDa
Transcription
initiation factor
TFIID subunit A.

GO:0006352|DNA-
templated
transcription,
initiation;GO:00510
91|positive
regulation of
sequence-specific
DNA binding
transcription factor
activity;GO:0006367
|transcription
initiation from RNA
polymerase II
promoter;

GO:0005634|nucleu
s;GO:0030914|STA
GA
complex;GO:000566
9|transcription
factor TFIID
complex;GO:003327
6|transcription
factor TFTC
complex;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000813
4|transcription
factor binding;

K03126

TAF12;
transcription
initiation factor
TFIID subunit 12

ENSG00000120658 0 0 0 2 0.416232203 0 1 1 0 0.429320817 0.858274189 NA up no ENOX1 protein_coding chr13:43213518-
43786908:-

gi|767977800|ref|XP
_011533427.1| 3153 0

PREDICTED: ecto-
NOX disulfide-thiol
exchanger 1 isoform
X2 [Homo sapiens]

gi|338827766|ref|N
M_017993.3| 2975 0

Homo sapiens ecto-
NOX disulfide-thiol
exchanger 1
(ENOX1), transcript
variant 1, mRNA

Q8BHR2 199 2.00E-59
Ecto-NOX
disulfide-thiol
exchanger 1

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0048511|rhythm
ic process;

GO:0005615|extrace
llular
space;GO:0005886|p
lasma membrane;

GO:0003676|nucleic
acid
binding;GO:000016
6|nucleotide
binding;GO:001649
1|oxidoreductase
activity;

. .

ENSG00000120694 0 1 1 2 2.200626855 4 6 2 5 -1.593804218 0.126039435 0.221238078 down no HSPH1 protein_coding chr13:31134974-
31162388:-

gi|40788905|dbj|BA
A13192.2| 4798 0 KIAA0201 [Homo

sapiens]
gi|557357698|ref|N
M_006644.3| 5191 0

Homo sapiens heat
shock
105kDa/110kDa
protein 1 (HSPH1),
transcript variant 1,
mRNA

Q5R606 820 0 Heat shock protein
105 kDa SPAC110.04c 248 1.00E-68 COG0443 pfam00012 HSP70

Hsp70 protein.
Hsp70 chaperones
help to fold many
proteins. Hsp70
assisted folding
involves repeated
cycles of substrate
binding and release.
Hsp70 activity is
ATP dependent.
Hsp70 proteins are
made up of two
regions: the amino
terminus is the
ATPase domain and
the carboxyl
terminus is the
substrate binding
region.

. GO:0005737|cytopla
sm;

GO:0005524|ATP
binding; K09485 HSP110; heat shock

protein 110kDa

ENSG00000120705 48 79 45 106 84.71341232 117 119 114 109 -0.22497474 0.307698136 0.434986942 down no ETF1 protein_coding chr5:138506095-
138543300:-

gi|560964464|ref|XP
_006204645.1| 2377 0

PREDICTED:
eukaryotic peptide
chain release factor
subunit 1 isoform
X1 [Vicugna pacos]

gi|532164738|ref|N
M_001256302.1| 3874 0

Homo sapiens
eukaryotic
translation
termination factor 1
(ETF1), transcript
variant 2, mRNA

P35615 284 3.00E-93
Eukaryotic peptide
chain release factor
subunit 1

YBR143c 585 0 COG1503 pfam03464 eRF1_2

eRF1 domain 2. The
release factor eRF1
terminates protein
biosynthesis by
recognizing stop
codons at the A site
of the ribosome and
stimulating
peptidyl-tRNA bond
hydrolysis at the
peptidyl transferase
centre. The crystal
structure of human
eRF1 is known. The
overall shape and
dimensions of eRF1
resemble a tRNA
molecule with
domains 1, 2, and 3
of eRF1
corresponding to
the anticodon loop,
aminoacyl acceptor
stem, and T stem of
a tRNA molecule,
respectively. The
position of the
essential GGQ motif
at an exposed tip of
domain 2 suggests
that the Gln residue
coordinates a water
molecule to mediate
the hydrolytic
activity at the

GO:0000184|nuclear
-transcribed mRNA
catabolic process,
nonsense-mediated
decay;

GO:0005737|cytopla
sm;

GO:0016149|translat
ion release factor
activity, codon
specific;

K03265

ETF1, ERF1;
peptide chain
release factor
subunit 1

ENSG00000120709 0 2 0 0 1.651360189 5 2 3 4 -2.259725302 0.08938977 0.170416145 down no FAM53C protein_coding chr5:138331935-
138349729:+

gi|7706139|ref|NP_0
57689.1| 1525 0 protein FAM53C

[Homo sapiens]
gi|208431811|ref|N
M_016605.2| 4377 0

Homo sapiens
family with
sequence similarity
53, member C
(FAM53C),
transcript variant 2,
mRNA

Q8N7I0 110 8.00E-26 Protein GVQW1 . . . . pfam15242 FAM53

Family of FAM53.
The FAM53 protein
family refers to a
family of proteins,
which bind to a
transcriptional
regulator that
modulates cell
proliferation. It is
known to be highly
important in neural
tube development.
It is found in
eukaryotes and is
typically between
303 and 413 amino
acids in length.

GO:0001525|angiog
enesis;GO:0007155|
cell
adhesion;GO:00082
83|cell
proliferation;GO:00
44267|cellular
protein metabolic
process;GO:000206
2|chondrocyte
differentiation;GO:0
030198|extracellular
matrix
organization;GO:00
07162|negative
regulation of cell
adhesion;GO:00508
96|response to
stimulus;GO:000760
1|visual perception;

GO:0005604|baseme
nt
membrane;GO:0070
062|extracellular
exosome;GO:00310
12|extracellular
matrix;GO:0005576|
extracellular
region;GO:0005615|
extracellular
space;GO:0005886|p
lasma
membrane;GO:0005
578|proteinaceous
extracellular
matrix;GO:0005802|
trans-Golgi
network;

GO:0005518|collage
n
binding;GO:005084
0|extracellular
matrix
binding;GO:000517
8|integrin binding;

. .

ENSG00000120727 33 74 44 63 60.49881057 70 64 79 88 0.027458713 0.914474976 0.947212744 up no PAIP2 protein_coding chr5:139341587-
139369720:+

gi|119582514|gb|EA
W62110.1| 450 2.00E-50

poly(A) binding
protein interacting
protein 2, isoform
CRA_c [Homo
sapiens]

gi|29126941|gb|BC0
48106.1| 2280 0

Homo sapiens
poly(A) binding
protein interacting
protein 2, mRNA
(cDNA clone
MGC:57303
IMAGE:4821625),
complete cds

Q3ZC67 139 2.00E-39
Polyadenylate-
binding protein-
interacting protein 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007613|memor
y;GO:0045947|negat
ive regulation of
translational
initiation;GO:19002
71|regulation of
long-term synaptic
potentiation;GO:000
7283|spermatogenes
is;

GO:0005737|cytopla
sm;

GO:0003729|mRNA
binding;GO:003037
1|translation
repressor activity;

. .

ENSG00000120733 1 0 0 0 0.603353696 2 1 1 0 -1.165177683 0.53690061 NA down no KDM3B protein_coding chr5:138352596-
138437028:+

gi|308153456|sp|Q7
LBC6.2|KDM3B_H
UMAN

8653 0

RecName:
Full=Lysine-specific
demethylase 3B;
AltName:
Full=JmjC domain-
containing histone
demethylation
protein 2B;
AltName:
Full=Jumonji
domain-containing
protein 1B;
AltName:
Full=Nuclear
protein 5qNCA

gi|54873608|ref|NM
_016604.3| 6810 0

Homo sapiens
lysine (K)-specific
demethylase 3B
(KDM3B), mRNA

Q7LBC6 244 1.00E-72 Lysine-specific
demethylase 3B . . . . pfam02373 JmjC

JmjC domain,
hydroxylase. The
JmjC domain
belongs to the
Cupin superfamily.
JmjC-domain
proteins may be
protein
hydroxylases that
catalyse a novel
histone
modification. This
is confirmed to be a
hydroxylase: the
human JmjC protein
named Tyw5p
unexpectedly acts in
the biosynthesis of a
hypermodified
nucleoside,
hydroxy-
wybutosine, in
tRNA-Phe by
catalyzing
hydroxylation.

GO:0033169|histone
H3-K9
demethylation;GO:0
006355|regulation of
transcription, DNA-
templated;GO:00727
18|response to
cisplatin;GO:000635
1|transcription,
DNA-templated;

GO:0000785|chrom
atin;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;

GO:0016209|antioxi
dant
activity;GO:0031490
|chromatin DNA
binding;GO:005121
3|dioxygenase
activity;GO:0032452
|histone
demethylase
activity;GO:0032454
|histone
demethylase activity
(H3-K9
specific);GO:004687
2|metal ion
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA binding;

K15601

KDM3; lysine-
specific
demethylase 3
[EC:1.14.11.-]



ENSG00000120738 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no EGR1 protein_coding chr5:138465490-
138469315:+

gi|544439563|ref|XP
_005557963.1| 2185 0

PREDICTED: early
growth response
protein 1 [Macaca
fascicularis]

gi|31317226|ref|NM
_001964.2| 3136 0

Homo sapiens early
growth response 1
(EGR1), mRNA

P18146 825 0 Early growth
response protein 1 . . . . pfam11928 DUF3446

Domain of
unknown function
(DUF3446). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 80 to 99
amino acids in
length. This domain
is found associated
with pfam00096.
This domain has a
single completely
conserved residue P
that may be
functionally
important.

GO:0030509|BMP
signaling
pathway;GO:007148
0|cellular response
to gamma
radiation;GO:00715
04|cellular response
to
heparin;GO:009875
9|cellular response
to interleukin-
8;GO:0071506|cellul
ar response to
mycophenolic
acid;GO:0044849|est
rous
cycle;GO:0072110|gl
omerular mesangial
cell
proliferation;GO:00
70498|interleukin-1-
mediated signaling
pathway;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00450
80|positive
regulation of

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003677|DNA
binding;GO:001038
5|double-stranded
methylated DNA
binding;GO:004472
9|hemi-methylated
DNA-
binding;GO:003503
5|histone
acetyltransferase
binding;GO:199084
1|promoter-specific
chromatin
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II

K09203 EGR1; early growth
response protein 1

ENSG00000120742 0 1 0 2 0.845303344 3 0 1 1 -0.367351533 0.819315429 NA down no SERP1 protein_coding chr3:150541994-
150603228:-

gi|544412008|ref|XP
_005546145.1| 375 4.00E-42

PREDICTED:
stress-associated
endoplasmic
reticulum protein 1
isoform X1 [Macaca
fascicularis]

gi|426342524|ref|X
M_004037844.1| 3810 0

PREDICTED:
Gorilla gorilla
gorilla stress-
associated
endoplasmic
reticulum protein 1
(SERP1), mRNA

Q09FC8 55.5 7.00E-08 Zinc finger protein
415 . . . . pfam06624 RAMP4

Ribosome
associated
membrane protein
RAMP4. This
family consists of
several ribosome
associated
membrane protein
RAMP4 (or SERP1)
sequences.
Stabilisation of
membrane proteins
in response to stress
involves the
concerted action of
a rescue unit in the
ER membrane
comprised of
SERP1/RAMP4,
other components
of the translocon,
and molecular
chaperones in the
ER.

GO:0030509|BMP
signaling
pathway;GO:007148
0|cellular response
to gamma
radiation;GO:00715
04|cellular response
to
heparin;GO:009875
9|cellular response
to interleukin-
8;GO:0071506|cellul
ar response to
mycophenolic
acid;GO:0044849|est
rous
cycle;GO:0072110|gl
omerular mesangial
cell
proliferation;GO:00
70498|interleukin-1-
mediated signaling
pathway;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00450
80|positive
regulation of

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003677|DNA
binding;GO:001038
5|double-stranded
methylated DNA
binding;GO:004472
9|hemi-methylated
DNA-
binding;GO:003503
5|histone
acetyltransferase
binding;GO:199084
1|promoter-specific
chromatin
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000120800 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no UTP20 protein_coding chr12:101280109-
101386616:+

gi|120587023|ref|NP
_055318.2| 13745 0

small subunit
processome
component 20
homolog [Homo
sapiens]

gi|120587022|ref|N
M_014503.2| 9007 0

Homo sapiens
UTP20, small
subunit (SSU)
processome
component,
homolog (yeast)
(UTP20), mRNA

O75691 5299 0

Small subunit
processome
component 20
homolog

. . . . pfam07539 DRIM

Down-regulated in
metastasis. These
eukaryotic proteins
include DRIM
(Down-Regulated
In Metastasis),
which is
differentially
expressed in
metastatic and non-
metastatic human
breast carcinoma
cells. It is believed
to be involved in
processing of non-
coding RNA.

GO:0000480|endon
ucleolytic cleavage
in 5'-ETS of
tricistronic rRNA
transcript (SSU-
rRNA, 5.8S rRNA,
LSU-
rRNA);GO:0000447|
endonucleolytic
cleavage in ITS1 to
separate SSU-rRNA
from 5.8S rRNA
and LSU-rRNA
from tricistronic
rRNA transcript
(SSU-rRNA, 5.8S
rRNA, LSU-
rRNA);GO:0000472|
endonucleolytic
cleavage to generate
mature 5'-end of
SSU-rRNA from
(SSU-rRNA, 5.8S
rRNA, LSU-
rRNA);GO:0000462|
maturation of SSU-
rRNA from
tricistronic rRNA
transcript (SSU-
rRNA, 5.8S rRNA,
LSU-
rRNA);GO:0008285|
negative regulation
of cell
proliferation;GO:00

GO:0030686|90S
preribosome;GO:00
05737|cytoplasm;G
O:0005730|nucleolu
s;GO:0005654|nucle
oplasm;GO:0030688
|preribosome, small
subunit
precursor;GO:00320
40|small-subunit
processome;

GO:0044822|poly(A
) RNA binding; K14772

UTP20; U3 small
nucleolar RNA-
associated protein
20

ENSG00000120802 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no TMPO protein_coding chr12:98515512-
98550379:+

gi|4507555|ref|NP_0
03267.1| 3371 0

thymopoietin
isoform alpha
[Homo sapiens]

gi|296434314|ref|N
M_001032283.2| 4181 0

Homo sapiens
thymopoietin
(TMPO), transcript
variant 2, mRNA

P42166 230 5.00E-69
Lamina-associated
polypeptide 2,
isoform alpha

. . . . pfam11560 LAP2alpha

Lamina-associated
polypeptide 2 alpha.
LAPs are
components of the
nuclear lamina
which supports the
nuclear
envelope.LAP2alph
a is a non-
membrane-
associated member
of the LAP family
which is unique.
This family of
proteins is the C
terminal domain of
LAP2alpha which
consists of residues
459-693 and
constitutes a dimeric
structure with an
antiparallel coiled
coil. LAP2alpha is
involved in cell-
cycle regulation and
chromatin
organisation and
preferentially binds
to lamin A/C.

.

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0016
020|membrane;GO:
0005635|nuclear
envelope;GO:00056
37|nuclear inner
membrane;GO:0031
965|nuclear
membrane;GO:0005
634|nucleus;

GO:0003677|DNA
binding;GO:000552
1|lamin binding;

. .

ENSG00000120948 136 59 98 40 66.43262044 18 24 42 18 2.44783097 1.88E-05 0.000308416 up yes TARDBP protein_coding chr1:11012344-
11026420:+

gi|821034278|ref|XP
_012353874.1| 1611 0

PREDICTED: TAR
DNA-binding
protein 43 isoform
X3 [Nomascus
leucogenys]

gi|209447088|ref|NG
_008734.1| 4299 0

Homo sapiens TAR
DNA binding
protein (TARDBP),
RefSeqGene
(LRG_659) on
chromosome 1

Q13148 229 8.00E-72 TAR DNA-binding
protein 43 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006397|mRNA
processing;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00083
80|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000016
6|nucleotide
binding;GO:000372
3|RNA binding;

. .

ENSG00000120963 9 23 5 32 25.11627221 38 42 32 50 -0.788699193 0.056770825 0.124594376 down no ZNF706 protein_coding chr8:101177878-
101206193:-

gi|795152586|ref|XP
_011838867.1| 553 2.00E-60

PREDICTED: zinc
finger protein 706
isoform X1
[Mandrillus
leucophaeus]

gi|23273379|gb|BC0
35233.1| 3496 0

Homo sapiens zinc
finger protein 706,
mRNA (cDNA
clone
IMAGE:4822271),
with apparent
retained intron

Q5ZMM5 62.4 7.00E-12 Zinc finger protein
706 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:1902455|negativ
e regulation of stem
cell population
maintenance;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00064
17|regulation of
translation;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0046872|metal
ion binding; . .

ENSG00000121067 0 0 0 1 0.203596351 0 0 0 1 0.569016626 0.866491527 NA up no SPOP protein_coding chr17:49598884-
49678234:-

gi|148684035|gb|ED
L15982.1|

1888 0

speckle-type POZ
protein, isoform
CRA_b, partial
[Mus musculus]

gi|56119172|ref|NM
_003563.3| 2985 0

Homo sapiens
speckle-type POZ
protein (SPOP),
transcript variant 2,
mRNA

Q0IHH9 59.3 3.00E-09 Speckle-type POZ
protein B . . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

.

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0042803|protein
homodimerization
activity;

K10523 SPOP; speckle-type
POZ protein



ENSG00000121068 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TBX2 protein_coding chr17:61399896-
61409466:+

gi|197333868|ref|NP
_005985.3| 2813 0

T-box transcription
factor TBX2 [Homo
sapiens]

gi|62088335|dbj|AB
209378.1| 5172 0

Homo sapiens
mRNA for T-box 2
variant protein

Q13207 127 1.00E-28 T-box transcription
factor TBX2 . . . . pfam00907 T-box

T-box. The T-box
encodes a 180
amino acid domain
that binds to DNA.
Genes encoding T-
box proteins are
found in a wide
range of animals,
but not in other
kingdoms such as
plants. Family
members are all
thought to bind to
the DNA consensus
sequence
TCACACCT. they
are found
exclusively in the
nucleus, and
perform DNA-
binding and
transcriptional
activation/repressio
n roles. They are
generally required
for development of
the specific tissues
they are expressed
in, and mutations in
T-box genes are
implicated in human
conditions such as
DiGeorge syndrome
and X-linked cleft
palate which

GO:0035909|aorta
morphogenesis;GO:
0036302|atrioventric
ular canal
development;GO:00
48738|cardiac
muscle tissue
development;GO:00
07569|cell
aging;GO:0090398|c
ellular
senescence;GO:0060
560|developmental
growth involved in
morphogenesis;GO:
0048596|embryonic
camera-type eye
morphogenesis;GO:
0042733|embryonic
digit
morphogenesis;GO:
0035050|embryonic
heart tube
development;GO:00
03203|endocardial
cushion
morphogenesis;GO:
0001947|heart
looping;GO:006059
6|mammary placode
formation;GO:0007
521|muscle cell fate
determination;GO:1
901211|negative
regulation of

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0003677|DNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K10176 TBX2; T-box
protein 2

ENSG00000121207 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no LRAT protein_coding chr4:154626945-
154753118:+

gi|46249410|ref|NP_
004735.2| 1154 7.00E-149

lecithin retinol
acyltransferase
precursor [Homo
sapiens]

gi|44935278|gb|AY5
46085.1| 4998 0

Homo sapiens
lecithin:retinol
acyltransferase
isoform 1 (LRAT)
mRNA, complete
cds

O95237 449 2.00E-144 Lecithin retinol
acyltransferase . . . . pfam04970 LRAT

Lecithin retinol
acyltransferase. The
full-length members
of this family are
representatives of a
novel class II
tumor-suppressor
family, designated
as H-REV107-like.
This domain is the
catalytic N-terminal
proline-rich region
of the protein. The
downstream region
is a putative C-
terminal
transmembrane
domain which is
found to be crucial
for cellular
localisation, but not
necessary for the
enzyme activity. H-
REV107-like
proteins are
homologous to
lecithin retinol
acyltransferase
(LRAT), an enzyme
that catalyses the
transfer of the sn-1
acyl group of
phosphatidylcholine
to all-trans-retinol
and forming a

GO:0006310|DNA
recombination; .

GO:0004519|endon
uclease
activity;GO:0046872
|metal ion
binding;GO:000396
4|RNA-directed
DNA polymerase
activity;

K00678

LRAT;
phosphatidylcholine
-retinol O-
acyltransferase
[EC:2.3.1.135]

ENSG00000121274 1 0 0 0 0.295171048 0 0 0 1 0.569016224 0.850337072 NA up no PAPD5 protein_coding chr16:50152918-
50235310:+

gi|465980446|ref|XP
_004264931.1| 2627 0

PREDICTED: non-
canonical poly(A)
RNA polymerase
PAPD5 [Orcinus
orca]

gi|256818781|ref|N
M_001040285.2| 7173 0

Homo sapiens PAP
associated domain
containing 5
(PAPD5), transcript
variant 2, mRNA

Q68ED3 892 0
Non-canonical
poly(A) RNA
polymerase PAPD5

SPAC12G12.13c 209 1.00E-55 COG5260 pfam03828 PAP_assoc

Cid1 family poly A
polymerase. This
domain is found in
poly(A)
polymerases and
has been shown to
have polynucleotide
adenylyltransferase
activity. Proteins in
this family have
been located to both
the nucleus and the
cytoplasm.

GO:0051301|cell
division;GO:007104
4|histone mRNA
catabolic
process;GO:000706
7|mitotic nuclear
division;GO:000639
7|mRNA
processing;GO:0006
364|rRNA
processing;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;

GO:0003677|DNA
binding;GO:000388
7|DNA-directed
DNA polymerase
activity;GO:0046872
|metal ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000465
2|polynucleotide
adenylyltransferase
activity;

K03514

PAPD5_7, TRF4;
non-canonical
poly(A) RNA
polymerase
PAPD5/7
[EC:2.7.7.19]

ENSG00000121297 0 0 1 0 0.278574498 1 0 0 0 0.56901628 0.852927912 NA up no TSHZ3 protein_coding chr19:31274945-
31349547:-

gi|7959209|dbj|BAA
95998.1| 4917 0 KIAA1474 protein

[Homo sapiens]
gi|127138956|ref|N
M_020856.2| 4913 0

Homo sapiens
teashirt zinc finger
homeobox 3
(TSHZ3), mRNA

Q63HK5 1898 0 Teashirt homolog 3 . . . . pfam12874 zf-met

Zinc-finger of C2H2
type. This is a zinc-
finger domain with
the
CxxCx(12)Hx(6)H
motif, found in
multiple copies in a
wide range of
proteins from plants
to metazoans. Some
member proteins,
particularly those
from plants, are
annotated as being
RNA-binding.

GO:0007275|multice
llular organismal
development;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00020
87|regulation of
respiratory gaseous
exchange by
neurological system
process;GO:000635
7|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0030426|growth
cone;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:004687
2|metal ion
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09236 TSHZ; teashirt

ENSG00000121390 1 1 3 2 2.079862001 4 2 3 1 0.045077836 0.963560098 0.976497566 up no PSPC1 protein_coding chr13:19674752-
19783019:-

gi|109240550|ref|NP
_001035879.1| 1730 0

paraspeckle
component 1
[Homo sapiens]

gi|21749115|dbj|AK
090873.1| 2252 0

Homo sapiens
cDNA FLJ33554 fis,
clone
BRAMY2009344

Q8N2A0 99.8 4.00E-22

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam08075 NOPS

NOPS (NUC059)
domain. This
domain is found at
the C-terminus of
NONA and PSP1
proteins adjacent to
1 or 2 pfam00076
domains.

GO:0001580|detecti
on of chemical
stimulus involved in
sensory perception
of bitter taste;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0033038|bitter
taste receptor
activity;GO:0004930
|G-protein coupled
receptor
activity;GO:0008527
|taste receptor
activity;

. .

ENSG00000121454 0 0 0 0 0.293844671 1 0 0 2 -1.436688986 0.635233166 NA down no LHX4 protein_coding chr1:180230286-
180278982:+

gi|397508667|ref|XP
_003824769.1| 1972 0

PREDICTED:
LIM/homeobox
protein Lhx4
isoform X1 [Pan
paniscus]

gi|41392246|emb|AL
139141.23| 4800 0

Human DNA
sequence from
clone RP5-1180C10
on chromosome
1q24.1-24.3,
complete sequence

P53776 293 2.00E-110 LIM/homeobox
protein Lhx4 ECU06g0500 53.9 4.00E-07 COG5576 pfam00046 Homeobox Homeobox domain.

GO:0009887|organ
morphogenesis;GO:
0021526|medial
motor column
neuron
differentiation;GO:0
008045|motor
neuron axon
guidance;GO:00430
66|negative
regulation of
apoptotic
process;GO:000189
0|placenta
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005622|intracel
lular;GO:0005634|n
ucleus;

GO:0043565|sequen
ce-specific DNA
binding;GO:000827
0|zinc ion binding;

K09374
LHX3_4; LIM
homeobox protein
3/4

ENSG00000121671 0 2 0 4 4.656474645 13 15 4 8 -2.313712398 0.010772268 0.037687292 down yes CRY2 protein_coding chr11:45847118-
45883248:+

gi|188536100|ref|NP
_066940.2| 2950 0

cryptochrome-2
isoform 1 [Homo
sapiens]

gi|188536099|ref|N
M_021117.3| 4204 0

Homo sapiens
cryptochrome
circadian clock 2
(CRY2), transcript
variant 1, mRNA

Q49AN0 32.7 1.00E-26 Cryptochrome-2 SPy1505 188 2.00E-51 COG0415 pfam03441 FAD_binding_7
FAD binding
domain of DNA
photolyase.

GO:0009785|blue
light signaling
pathway;GO:003292
2|circadian
regulation of gene
expression;GO:0007
623|circadian
rhythm;GO:0043153
|entrainment of
circadian clock by
photoperiod;GO:00
42593|glucose
homeostasis;GO:004
2754|negative
regulation of
circadian
rhythm;GO:2000323
|negative regulation
of glucocorticoid
receptor signaling
pathway;GO:003251
5|negative
regulation of
phosphoprotein
phosphatase
activity;GO:0000122
|negative regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00182

GO:0005737|cytopla
sm;GO:0005576|extr
acellular
region;GO:0005634|
nucleus;

GO:0009882|blue
light photoreceptor
activity;GO:0003684
|damaged DNA
binding;GO:000367
7|DNA
binding;GO:007194
9|FAD
binding;GO:001990
2|phosphatase
binding;GO:000369
7|single-stranded
DNA
binding;GO:000098
9|transcription
factor activity,
transcription factor
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA
binding;GO:004313
0|ubiquitin binding;

K02295 CRY; cryptochrome

ENSG00000121741 0 0 2 8 7.758975401 23 17 6 20 -2.3121423 0.006680913 0.027098283 down yes ZMYM2 protein_coding chr13:19958670-
20091829:+

gi|767978024|ref|XP
_011533519.1| 7027 0

PREDICTED: zinc
finger MYM-type
protein 2 isoform
X3 [Homo sapiens]

gi|597955375|ref|N
M_197968.3| 10197 0

Homo sapiens zinc
finger, MYM-type 2
(ZMYM2),
transcript variant 2,
mRNA

Q5RDJ2 218 1.00E-64 Zinc finger MYM-
type protein 2 . . . . pfam12012 DUF3504

Domain of
unknown function
(DUF3504). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 156 to 173
amino acids in
length.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0008270|zinc
ion binding; . .

ENSG00000121749 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TBC1D15 protein_coding chr12:71839707-
71927248:+

gi|119617680|gb|EA
W97274.1| 3769 0

TBC1 domain
family, member 15,
isoform CRA_b
[Homo sapiens]

gi|226342864|ref|N
M_022771.4| 5785 0

Homo sapiens
TBC1 domain
family, member 15
(TBC1D15),
transcript variant 1,
mRNA

Q8TC07 241 6.00E-68 TBC1 domain
family member 15 SPAC630.05 199 2.00E-51 COG5210 pfam12068 DUF3548

Domain of
unknown function
(DUF3548). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 184 to 216
amino acids in
length. This domain
is found associated
with pfam00566.
This domain is
found at the N-
terminus of GYP7
proteins.

GO:0090630|activati
on of GTPase
activity;GO:0006886
|intracellular protein
transport;GO:00430
87|regulation of
GTPase
activity;GO:0031338
|regulation of
vesicle fusion;

GO:0005737|cytopla
sm;GO:0012505|end
omembrane
system;GO:0070062|
extracellular
exosome;GO:00055
76|extracellular
region;GO:0005739|
mitochondrion;

GO:0005096|GTPas
e activator
activity;GO:0017137
|Rab GTPase
binding;

. .



ENSG00000121753 0 1 0 5 10.89604472 35 32 11 25 -3.670159295 9.12E-06 0.000175916 down yes ADGRB2 protein_coding chr1:31727117-
31764893:-

gi|767905292|ref|XP
_011540150.1| 7453 0

PREDICTED:
brain-specific
angiogenesis
inhibitor 2 isoform
X1 [Homo sapiens]

gi|3021698|dbj|AB0
05298.1| 5387 0

Homo sapiens BAI
2 mRNA, complete
cds

O60241 2882 0
Adhesion G
protein-coupled
receptor B2

. . . . pfam00002 7tm_2

7 transmembrane
receptor (Secretin
family). This family
is known as Family
B, the secretin-
receptor family or
family 2 of the G-
protein-coupled
receptors
(GCPRs).They have
been described in
many animal
species, but not in
plants, fungi or
prokaryotes. Three
distinct sub-families
are recognized.
Subfamily B1
contains classical
hormone receptors,
such as receptors
for secretin and
glucagon, that are
all involved in
cAMP-mediated
signalling pathways.
Subfamily B2
contains receptors
with long
extracellular N-
termini, such as the
leukocyte cell-
surface antigen
CD97; calcium-
independent

GO:0007166|cell
surface receptor
signaling
pathway;GO:000718
6|G-protein coupled
receptor signaling
pathway;GO:001652
5|negative
regulation of
angiogenesis;GO:00
07422|peripheral
nervous system
development;GO:00
51965|positive
regulation of
synapse assembly;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor activity;

K04597
BAI2; brain-specific
angiogenesis
inhibitor 2

ENSG00000121774 2 5 4 9 4.59723927 4 11 3 1 0.547271364 0.481288738 0.60500887 up no KHDRBS1 protein_coding chr1:32013829-
32060850:+

gi|532063847|ref|XP
_005317793.1| 1353 5.00E-175

PREDICTED: KH
domain-containing,
RNA-binding,
signal transduction-
associated protein 1
isoform X1
[Ictidomys
tridecemlineatus]

gi|428673534|ref|N
M_006559.2| 2757 0

Homo sapiens KH
domain containing,
RNA binding, signal
transduction
associated 1
(KHDRBS1),
transcript variant 1,
mRNA

Q07666 435 1.00E-148

KH domain-
containing, RNA-
binding, signal
transduction-
associated protein 1

SPCC962.06c_1 70.9 2.00E-12 COG5176 pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0007050|cell
cycle
arrest;GO:0008283|c
ell
proliferation;GO:00
07166|cell surface
receptor signaling
pathway;GO:000008
6|G2/M transition of
mitotic cell
cycle;GO:0006397|
mRNA
processing;GO:0045
892|negative
regulation of
transcription, DNA-
templated;GO:00468
33|positive
regulation of RNA
export from
nucleus;GO:004594
8|positive regulation
of translational
initiation;GO:00468
31|regulation of
RNA export from
nucleus;GO:000716
5|signal
transduction;GO:00
06351|transcription,
DNA-templated;

GO:0005829|cytosol
;GO:0070618|Grb2-
Sos
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000814
3|poly(A)
binding;GO:004482
2|poly(A) RNA
binding;GO:000826
6|poly(U) RNA
binding;GO:000372
3|RNA
binding;GO:000507
0|SH3/SH2 adaptor
activity;

K13198

KHDRBS1; KH
domain-containing,
RNA-binding,
signal transduction-
associated protein 1

ENSG00000121775 0 1 0 3 0.552093942 0 0 1 0 2.003143516 0.354149036 NA up no TMEM39B protein_coding chr1:32072031-
32102866:+

gi|795435739|ref|XP
_011761512.1| 2448 0

PREDICTED:
transmembrane
protein 39B isoform
X1 [Macaca
nemestrina]

gi|21750330|dbj|AK
091861.1| 2084 0

Homo sapiens
cDNA FLJ34542 fis,
clone
HLUNG2008833,
highly similar to
Homo sapiens
transmembrane
protein 39B
(TMEM39B),
mRNA

Q9GZU3 146 8.00E-37 Transmembrane
protein 39B . . . . pfam10271 Tmp39

Putative
transmembrane
protein. This is a
family of conserved
proteins found from
worms to humans.
They are putative
transmembrane
proteins but the
function is
unknown.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000121864 1 2 1 1 0.834762405 0 1 0 0 2.592682773 0.10970746 NA up no ZNF639 protein_coding chr3:179322991-
179338583:+

gi|7705935|ref|NP_0
57415.1| 2591 0 zinc finger protein

639 [Homo sapiens]
gi|21617622|gb|AC0
07823.38| 5320 0

Homo sapiens 3
BAC RP11-255C15
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q9UID6 214 8.00E-66 Zinc finger protein
639 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0043922|negativ
e regulation by host
of viral
transcription;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00439
23|positive
regulation by host
of viral
transcription;GO:00
30307|positive
regulation of cell
growth;GO:0045944
|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00467
18|viral entry into
host cell;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0046872|metal
ion
binding;GO:004362
1|protein self-
association;GO:0000
978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000121871 0 0 2 0 0.851377575 1 2 1 1 -0.669409847 0.682391778 NA down no SLITRK3 protein_coding chr3:165186720-
165197109:-

gi|686714300|ref|XP
_009237771.1| 4521 0

PREDICTED: SLIT
and NTRK-like
protein 3 isoform
X1 [Pongo abelii]

gi|426342771|ref|X
M_004037960.1| 4411 0

PREDICTED:
Gorilla gorilla
gorilla SLIT and
NTRK-like family,
member 3,
transcript variant 1
(SLITRK3), mRNA

O94933 340 6.00E-109 SLIT and NTRK-
like protein 3 . . . . pfam13855 LRR_8 Leucine rich repeat.

GO:0007409|axonog
enesis;GO:0051965|
positive regulation
of synapse
assembly;

GO:0016021|integral
component of
membrane;

. . .

ENSG00000121879 0 0 0 0 0.685812767 2 1 0 4 -2.660008351 0.185523719 NA down no PIK3CA protein_coding chr3:179148114-
179240093:+

gi|835020386|pdb|4
YKN|A 5796 0

Chain A, Pi3k
Alpha Lipid Kinase
With Active Site
Inhibitor

gi|544412815|ref|X
M_005546432.1| 8263 0

PREDICTED:
Macaca fascicularis
phosphatidylinositol
-4,5-bisphosphate
3-kinase, catalytic
subunit alpha
(PIK3CA),
transcript variant
X2, mRNA

P42336 2227 0

Phosphatidylinositol
4,5-bisphosphate 3-
kinase catalytic
subunit alpha
isoform

SPAC458.05 217 8.00E-57 COG5032 pfam00613 PI3Ka

Phosphoinositide 3-
kinase family,
accessory domain
(PIK domain). PIK
domain is
conserved in all PI3
and PI4-kinases. Its
role is unclear but it
has been suggested
to be involved in
substrate
presentation.

GO:0060612|adipos
e tissue
development;GO:00
01525|angiogenesis;
GO:0071333|cellular
response to glucose
stimulus;GO:009700
9|energy
homeostasis;GO:000
6006|glucose
metabolic
process;GO:004402
9|hypomethylation
of CpG
island;GO:0001889|l
iver
development;GO:00
98779|mitophagy in
response to
mitochondrial
depolarization;GO:2
000811|negative
regulation of
anoikis;GO:2000270
|negative regulation
of fibroblast
apoptotic
process;GO:004352
4|negative
regulation of
neuron apoptotic
process;GO:000690
9|phagocytosis;GO:
0048015|phosphatid
ylinositol mediated

GO:0005622|intracel
lular;GO:0030027|la
mellipodium;GO:00
05942|phosphatidyli
nositol 3-kinase
complex;GO:000594
3|phosphatidylinosit
ol 3-kinase
complex, class
IA;GO:0005886|plas
ma membrane;

GO:0016303|1-
phosphatidylinositol
-3-kinase
activity;GO:0035005
|1-
phosphatidylinositol
-4-phosphate 3-
kinase
activity;GO:0005524
|ATP
binding;GO:004356
0|insulin receptor
substrate
binding;GO:001630
1|kinase
activity;GO:0046934
|phosphatidylinosito
l-4,5-bisphosphate
3-kinase
activity;GO:0030295
|protein kinase
activator
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K00922

PIK3C;
phosphatidylinositol
-4,5-bisphosphate
3-kinase
[EC:2.7.1.153]

ENSG00000121892 65 47 53 13 36.26254094 18 17 17 14 2.155746159 0.000168274 0.00156216 up yes PDS5A protein_coding chr4:39822863-
39977956:-

gi|821028810|ref|XP
_003258650.2| 6973 0

PREDICTED: sister
chromatid cohesion
protein PDS5
homolog A
[Nomascus
leucogenys]

gi|155030215|ref|N
M_001100399.1| 7176 0

Homo sapiens PDS5
cohesin associated
factor A (PDS5A),
transcript variant 1,
mRNA

A4L9P7 85.5 8.00E-109
Sister chromatid
cohesion protein
PDS5 homolog A

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051301|cell
division;GO:000628
1|DNA
repair;GO:0007064|
mitotic sister
chromatid
cohesion;GO:00081
56|negative
regulation of DNA
replication;

GO:0000785|chrom
atin;GO:0005634|nu
cleus;

. K11267
PDS5; sister
chromatid cohesion
protein PDS5

ENSG00000121940 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no CLCC1 protein_coding chr1:108929508-
108963457:-

gi|115270970|ref|NP
_001041675.1| 2798 0

chloride channel
CLIC-like protein 1
isoform 1 precursor
[Homo sapiens]

gi|499590361|ref|N
M_001048210.2| 4768 0

Homo sapiens
chloride channel
CLIC-like 1
(CLCC1), transcript
variant 1, mRNA

Q96S66 212 2.00E-61 Chloride channel
CLIC-like protein 1 . . . . pfam05934 MCLC

Mid-1-related
chloride channel
(MCLC). This
family consists of
several mid-1-
related chloride
channels. mid-1-
related chloride
channel (MCLC)
proteins function as
a chloride channel
when incorporated
in the planar lipid
bilayer.

.

GO:0034707|chlorid
e channel
complex;GO:000578
3|endoplasmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005634|nucleus;

GO:0005254|chlorid
e channel activity; . .

ENSG00000121964 22 56 23 47 41.05290599 48 46 57 54 0.02491594 0.932789573 0.959883046 up no GTDC1 protein_coding chr2:143938068-
144332568:-

gi|694896603|ref|XP
_009441685.1| 2448 0

PREDICTED:
glycosyltransferase-
like domain-
containing protein 1
isoform X3 [Pan
troglodytes]

gi|18042447|gb|AC0
16910.6| 9070 0

Homo sapiens BAC
clone RP11-460B1
from 2, complete
sequence

Q08DA7 502 6.00E-171
Glycosyltransferase-
like domain-
containing protein 1

. . . . pfam12038 DUF3524

Domain of
unknown function
(DUF3524). This
presumed domain is
functionally
uncharacterized.
This domain is
found in bacteria
and eukaryotes.
This domain is
about 170 amino
acids in length. This
domain is found
associated with
pfam00534. This
domain has two
conserved sequence
motifs: HENQ and
FNS. This domain
has a single
completely
conserved residue S
that may be
functionally
important.

. .

GO:0016757|transfe
rase activity,
transferring glycosyl
groups;

. .



ENSG00000121989 1 6 2 7 3.854830385 7 4 2 5 0.28127241 0.707317931 0.794245749 up no ACVR2A protein_coding chr2:147844517-
147930826:+

gi|281353901|gb|EF
B29485.1| 2641 0

hypothetical protein
PANDA_012344,
partial [Ailuropoda
melanoleuca]

gi|518828797|ref|N
M_001616.4| 5250 0

Homo sapiens
activin A receptor,
type IIA
(ACVR2A),
transcript variant 2,
mRNA

P27037 184 4.00E-52 Activin receptor
type-2A . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0032924|activin
receptor signaling
pathway;GO:000995
2|anterior/posterior
pattern
specification;GO:00
30509|BMP
signaling
pathway;GO:007177
3|cellular response
to BMP
stimulus;GO:000736
8|determination of
left/right
symmetry;GO:00487
06|embryonic
skeletal system
development;GO:00
01702|gastrulation
with mouth forming
second;GO:0007498
|mesoderm
development;GO:00
43084|penile
erection;GO:003292
7|positive regulation
of activin receptor
signaling
pathway;GO:003050
1|positive regulation
of bone
mineralization;GO:0
045648|positive
regulation of
erythrocyte

GO:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0034
673|inhibin-
betaglycan-ActRII
complex;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0043
235|receptor
complex;

GO:0005524|ATP
binding;GO:009882
1|BMP receptor
activity;GO:0015026
|coreceptor
activity;GO:0046872
|metal ion
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase
activity;GO:0004675
|transmembrane
receptor protein
serine/threonine
kinase activity;

K04670
ACVR2A; activin
receptor type-2A
[EC:2.7.11.30]

ENSG00000122012 0 0 1 0 0.782478393 4 0 1 1 -1.749671615 0.339488908 NA down no SV2C protein_coding chr5:76083172-
76353939:+

gi|686661132|ref|NP
_055794.3| 3724 0

synaptic vesicle
glycoprotein 2C
isoform 1 [Homo
sapiens]

gi|22507044|gb|AC1
13404.3| 8595 0

Homo sapiens
chromosome 5
clone RP11-466P24,
complete sequence

Q496J9 1303 0 Synaptic vesicle
glycoprotein 2C . . . . pfam00083 Sugar_tr Sugar (and other)

transporter.
GO:0001504|neurotr
ansmitter uptake;

GO:0030054|cell
junction;GO:001602
1|integral
component of
membrane;GO:0043
005|neuron
projection;GO:0005
886|plasma
membrane;GO:0008
021|synaptic
vesicle;GO:0030672|
synaptic vesicle
membrane;

GO:0022857|transm
embrane transporter
activity;

K06258

SV2; MFS
transporter, VNT
family, synaptic
vesicle glycoprotein
2

ENSG00000122034 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no GTF3A protein_coding chr13:27424544-
27435823:+

gi|119628808|gb|EA
X08403.1| 1867 0

general transcription
factor IIIA, isoform
CRA_a, partial
[Homo sapiens]

gi|16553988|dbj|AK
057993.1| 1901 0

Homo sapiens
cDNA FLJ25264 fis,
clone STM05057,
highly similar to
TRANSCRIPTION
FACTOR IIIA

Q92664 211 3.00E-64 Transcription factor
IIIA SPAC144.09c 161 1.00E-43 COG5048 pfam00096 zf-C2H2

Zinc finger, C2H2
type. The C2H2 zinc
finger is the
classical zinc finger
domain. The two
conserved cysteines
and histidines co-
ordinate a zinc ion.
The following
pattern describes the
zinc finger. #-X-C-
X(1-5)-C-X3-#-X5-
#-X2-H-X(3-6)-
[H/C] Where X can
be any amino acid,
and numbers in
brackets indicate the
number of residues.
The positions
marked # are those
that are important
for the stable fold
of the zinc finger.
The final position
can be either his or
cys. The C2H2 zinc
finger is composed
of two short beta
strands followed by
an alpha helix. The
amino terminal part
of the helix binds
the major groove in
DNA binding zinc
fingers The

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00093
03|rRNA
transcription;GO:00
06383|transcription
from RNA
polymerase III
promoter;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000372
3|RNA binding;

K09191
GTF3A; general
transcription factor
IIIA

ENSG00000122042 5 2 6 5 3.152405678 0 1 2 0 3.199406575 0.004781686 0.021230198 up yes UBL3 protein_coding chr13:29764371-
29850684:-

gi|664700892|ref|XP
_008515626.1| 673 7.00E-78

PREDICTED:
ubiquitin-like
protein 3 [Equus
przewalskii]

gi|197245426|ref|N
M_007106.3| 4346 0

Homo sapiens
ubiquitin-like 3
(UBL3), mRNA

O95164 246 1.00E-73 Ubiquitin-like
protein 3 . . . . pfam13881 Rad60-SLD_2 Ubiquitin-2 like

Rad60 SUMO-like. .

GO:0070062|extrace
llular
exosome;GO:00056
22|intracellular;GO:
0005886|plasma
membrane;

. . .

ENSG00000122126 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no OCRL protein_coding chrX:129539849-
129592561:+

gi|13249985|gb|AA
A59964.2| 5018 0

Lowe
oculocerebrorenal
syndrome protein
[Homo sapiens]

gi|21396493|ref|NM
_000276.3| 5157 0

Homo sapiens
oculocerebrorenal
syndrome of Lowe
(OCRL), transcript
variant a, mRNA

Q01968 81.3 1.00E-15

Inositol
polyphosphate 5-
phosphatase OCRL-
1

YNL106c_2 214 3.00E-57 COG5411 pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0042384|cilium
assembly;GO:00017
01|in utero
embryonic
development;GO:00
43647|inositol
phosphate
metabolic
process;GO:000662
9|lipid metabolic
process;GO:000666
1|phosphatidylinosit
ol biosynthetic
process;GO:004685
6|phosphatidylinosit
ol
dephosphorylation;
GO:0043087|regulati
on of GTPase
activity;GO:0051056
|regulation of small
GTPase mediated
signal
transduction;GO:00
07165|signal
transduction;

GO:0005905|coated
pit;GO:0030136|clat
hrin-coated
vesicle;GO:0005737|
cytoplasm;GO:0005
829|cytosol;GO:000
5769|early
endosome;GO:0031
901|early endosome
membrane;GO:0070
062|extracellular
exosome;GO:00057
95|Golgi
stack;GO:0005798|G
olgi-associated
vesicle;GO:0005634|
nucleus;GO:003067
0|phagocytic vesicle
membrane;GO:0001
750|photoreceptor
outer
segment;GO:000588
6|plasma
membrane;GO:0005
802|trans-Golgi
network;

GO:0005096|GTPas
e activator
activity;GO:0052745
|inositol phosphate
phosphatase
activity;GO:0052659
|inositol-1,3,4,5-
tetrakisphosphate 5-
phosphatase
activity;GO:0052658
|inositol-1,4,5-
trisphosphate 5-
phosphatase
activity;GO:0004439
|phosphatidylinosito
l-4,5-bisphosphate
5-phosphatase
activity;GO:0048365
|Rac GTPase
binding;

K01099

E3.1.3.36;
phosphatidylinositol
-bisphosphatase
[EC:3.1.3.36]

ENSG00000122218 0 0 0 0 0.995795081 3 2 2 3 -3.19390142 0.03499435 0.088299696 down no COPA protein_coding chr1:160289273-
160343400:-

gi|148536855|ref|NP
_001091868.1| 6606 0

coatomer subunit
alpha isoform 1
[Homo sapiens]

gi|148536852|ref|N
M_004371.3| 4789 0

Homo sapiens
coatomer protein
complex, subunit
alpha (COPA),
transcript variant 2,
mRNA

P53621 2528 0 Coatomer subunit
alpha . . . . pfam06957 COPI_C

Coatomer (COPI)
alpha subunit C-
terminus. This
family represents
the C-terminus
(approximately 500
residues) of the
eukaryotic coatomer
alpha subunit.
Coatomer (COPI) is
a large cytosolic
protein complex
which forms a coat
around vesicles
budding from the
Golgi apparatus.
Such coatomer-
coated vesicles have
been proposed to
play a role in many
distinct steps of
intracellular
transport. Note that
many family
members also
contain the
pfam04053 domain.

GO:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00068
91|intra-Golgi
vesicle-mediated
transport;GO:00068
86|intracellular
protein
transport;GO:00068
90|retrograde
vesicle-mediated
transport, Golgi to
ER;

GO:0030126|COPI
vesicle
coat;GO:0005576|ex
tracellular
region;GO:0000139|
Golgi membrane;

GO:0005198|structu
ral molecule
activity;

K05236

COPA; coatomer
protein complex,
subunit alpha
(xenin)

ENSG00000122257 0 0 0 1 0.411855909 3 0 0 0 -0.758053857 0.790956646 NA down no RBBP6 protein_coding chr16:24537693-
24572863:+

gi|15705403|gb|AAL
05625.1|AF352051_
1

3895 0

proliferation
potential-related
protein [Homo
sapiens]

gi|37543027|gb|AY0
72922.1| 6457 0

Homo sapiens p53-
associated cellular
protein PACT
(PACT) mRNA,
complete cds

Q7Z6E9 309 1.00E-94 E3 ubiquitin-protein
ligase RBBP6 SPBP8B7.15c 123 1.00E-28 COG5222 pfam08783 DWNN

DWNN domain.
DWNN is a
ubiquitin like
domain found at the
N terminus of the
RBBP6 family of
splicing-associated
proteins. The
DWNN domain is
independently
expressed in higher
vertebrates so it
may function as a
novel ubiquitin-like
modifier of other
proteins.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:000626
0|DNA
replication;GO:0048
568|embryonic
organ
development;GO:00
01701|in utero
embryonic
development;GO:00
06397|mRNA
processing;GO:0035
264|multicellular
organism
growth;GO:0000209
|protein
polyubiquitination;
GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:000627
5|regulation of DNA
replication;GO:0061
053|somite
development;

GO:0005694|chrom
osome;GO:0005829|
cytosol;GO:0005815
|microtubule
organizing
center;GO:0005730|
nucleolus;GO:00056
54|nucleoplasm;

GO:0016874|ligase
activity;GO:0044822
|poly(A) RNA
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K10624

RBBP6; E3
ubiquitin-protein
ligase RBBP6
[EC:2.3.2.27]

ENSG00000122367 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no LDB3 protein_coding chr10:86668449-
86736068:+

gi|284413714|ref|NP
_001165081.1| 3287 0

LIM domain-
binding protein 3
isoform 5 [Homo
sapiens]

gi|284413713|ref|N
M_001171610.1| 5436 0

Homo sapiens LIM
domain binding 3
(LDB3), transcript
variant 5, mRNA

O75112 397 1.00E-126 LIM domain-
binding protein 3 . . . . pfam00595 PDZ

PDZ domain (Also
known as DHR or
GLGF). PDZ
domains are found
in diverse signaling
proteins.

GO:0045214|sarcom
ere organization;

GO:0005856|cytosk
eleton;GO:0048471|
perinuclear region
of
cytoplasm;GO:0031
143|pseudopodium;
GO:0030018|Z disc;

GO:0008092|cytosk
eletal protein
binding;GO:000827
0|zinc ion binding;

. .



ENSG00000122482 0 0 0 2 0.620992951 1 1 2 0 -0.565026134 0.767010404 NA down no ZNF644 protein_coding chr1:90915298-
91022272:-

gi|41152093|ref|NP_
958357.1| 6785 0

zinc finger protein
644 isoform 1
[Homo sapiens]

gi|342349335|ref|N
M_201269.2| 5763 0

Homo sapiens zinc
finger protein 644
(ZNF644), transcript
variant 1, mRNA

Q9H582 2614 0 Zinc finger protein
644 . . . . pfam00096 zf-C2H2

Zinc finger, C2H2
type. The C2H2 zinc
finger is the
classical zinc finger
domain. The two
conserved cysteines
and histidines co-
ordinate a zinc ion.
The following
pattern describes the
zinc finger. #-X-C-
X(1-5)-C-X3-#-X5-
#-X2-H-X(3-6)-
[H/C] Where X can
be any amino acid,
and numbers in
brackets indicate the
number of residues.
The positions
marked # are those
that are important
for the stable fold
of the zinc finger.
The final position
can be either his or
cys. The C2H2 zinc
finger is composed
of two short beta
strands followed by
an alpha helix. The
amino terminal part
of the helix binds
the major groove in
DNA binding zinc
fingers The

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000122515 0 0 0 0 0.206560414 0 0 2 0 -0.901932469 0.798356839 NA down no ZMIZ2 protein_coding chr7:44748581-
44769881:+

gi|21748518|dbj|BA
C03396.1| 3792 0 FLJ00315 protein

[Homo sapiens]
gi|54607107|ref|NM
_031449.3| 5144 0

Homo sapiens zinc
finger, MIZ-type
containing 2
(ZMIZ2), transcript
variant 1, mRNA

Q8NF64 101 8.00E-49
Zinc finger MIZ
domain-containing
protein 2

. . . . pfam02891 zf-MIZ

MIZ/SP-RING zinc
finger. This domain
has SUMO (small
ubiquitin-like
modifier) ligase
activity and is
involved in DNA
repair and
chromosome
organisation.

GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005739|mitoch
ondrion;GO:004359
6|nuclear replication
fork;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;

GO:0030374|ligand-
dependent nuclear
receptor
transcription
coactivator
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000122545 8 34 10 40 39.42171576 70 69 71 65 -1.151101547 0.002080539 0.011502596 down yes 7-Sep protein_coding chr7:35800932-
35907105:+

gi|880929535|ref|XP
_005078560.2| 2190 0

PREDICTED:
septin-7 isoform X1
[Mesocricetus
auratus]

gi|62088933|dbj|AB
209677.1| 6939 0

Homo sapiens
mRNA for CDC10
protein variant
protein

Q5R481 283 3.00E-92 Septin-7 SPAC4F10.11 73.6 1.00E-14 COG5019 pfam00735 Septin

Septin. Members of
this family include
CDC3, CDC10,
CDC11 and
CDC12/Septin.
Members of this
family bind GTP.
As regards the
septins, these are
polypeptides of 30-
65kDa with three
characteristic
GTPase motifs (G-
1, G-3 and G-4) that
are similar to those
of the Ras family.
The G-4 motif is
strictly conserved
with a unique septin
consensus of
AKAD. Most
septins are thought
to have at least one
coiled-coil region,
which in some cases
is necessary for
intermolecular
interactions that
allow septins to
polymerize to form
rod-shaped
complexes. In turn,
these are arranged
into tandem arrays
to form filaments

GO:0051301|cell
division;GO:006027
1|cilium
morphogenesis;GO:
0007067|mitotic
nuclear
division;GO:001647
6|regulation of
embryonic cell
shape;

GO:0005930|axone
me;GO:0032154|clea
vage
furrow;GO:0000777
|condensed
chromosome
kinetochore;GO:001
6020|membrane;GO
:0030496|midbody;
GO:0031105|septin
complex;GO:000581
9|spindle;

GO:0005525|GTP
binding; K16944 SEPT7, CDC3;

septin 7

ENSG00000122557 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no HERPUD2 protein_coding chr7:35632659-
35695571:-

gi|332239351|ref|XP
_003268867.1| 1692 0

PREDICTED:
homocysteine-
responsive
endoplasmic
reticulum-resident
ubiquitin-like
domain member 2
protein [Nomascus
leucogenys]

gi|16550503|dbj|AK
055708.1| 2625 0

Homo sapiens
cDNA FLJ31146 fis,
clone
IMR322001435,
weakly similar to
Homocysteine-
responsive
endoplasmic
reticulum-resident
ubiquitin-like
domain member 1
protein

Q9BSE4 206 1.00E-61

Homocysteine-
responsive
endoplasmic
reticulum-resident
ubiquitin-like
domain member 2
protein

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006986|respon
se to unfolded
protein;GO:0007283
|spermatogenesis;

GO:0016021|integral
component of
membrane;

. . .

ENSG00000122566 3413 2561 2764 2018 2227.627409 987 1296 1625 1278 1.722000757 3.15E-06 7.70E-05 up yes HNRNPA2B1 protein_coding chr7:26189927-
26201529:-

gi|148666221|gb|ED
K98637.1| 1044 2.00E-134

mCG119114,
isoform CRA_a,
partial [Mus
musculus]

gi|31873550|emb|BX
537494.1| 6256 0

Homo sapiens
mRNA; cDNA
DKFZp686G0349
(from clone
DKFZp686G0349)

O88569 377 2.00E-118

Heterogeneous
nuclear
ribonucleoproteins
A2/B1

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:1990428|miRN
A
transport;GO:00064
06|mRNA export
from
nucleus;GO:000039
8|mRNA splicing,
via
spliceosome;GO:00
31053|primary
miRNA processing;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00305
29|ribonucleoprotei
n
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0005681|spliceosom
al complex;

GO:0035198|miRN
A
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:199024
7|N6-
methyladenosine-
containing RNA
binding;GO:000016
6|nucleotide
binding;GO:004304
7|single-stranded
telomeric DNA
binding;

K13158

HNRNPA2B1;
heterogeneous
nuclear
ribonucleoprotein
A2/B1

ENSG00000122584 0 1 4 4 1.956098999 1 3 1 2 0.879088446 0.417570498 0.547402512 up no NXPH1 protein_coding chr7:8433955-
8752963:+

gi|148681975|gb|ED
L13922.1| 1446 0

neurexophilin 1,
isoform CRA_a,
partial [Mus
musculus]

gi|93141040|ref|NM
_152745.2| 2921 0

Homo sapiens
neurexophilin 1
(NXPH1), mRNA

P58417 253 8.00E-83 Neurexophilin-1 . . . . pfam06312 Neurexophilin

Neurexophilin. This
family consists of
mammalian
neurexophilin
proteins.
Mammalian brains
contain four
different
neurexophilin
proteins.
Neurexophilins
form a family of
related
glycoproteins that
are proteolytically
processed after
synthesis and bind
to alpha-neurexins.
The structure and
characteristics of
neurexophilins
indicate that they
function as
neuropeptides that
may signal via
alpha-neurexins.

. GO:0005576|extrace
llular region;

GO:0005102|recepto
r binding; K16656 NXPH1;

neurexophilin-1

ENSG00000122592 0 2 3 2 6.058816979 9 22 9 11 -2.332456559 0.002651717 0.013679846 down yes HOXA7 protein_coding chr7:27153716-
27157936:-

gi|24497556|ref|NP_
008827.2| 972 3.00E-124

homeobox protein
Hox-A7 [Homo
sapiens]

gi|84105267|ref|NM
_006896.3| 2018 0

Homo sapiens
homeobox A7
(HOXA7), mRNA

A2T7F3 139 1.00E-39 Homeobox protein
Hox-A7 . . . . pfam00046 Homeobox Homeobox domain.

GO:0001525|angiog
enesis;GO:0009952|
anterior/posterior
pattern
specification;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0001953|negative
regulation of cell-
matrix
adhesion;GO:00456
17|negative
regulation of
keratinocyte
differentiation;GO:0
002686|negative
regulation of
leukocyte
migration;GO:00456
56|negative
regulation of
monocyte
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00459
44|positive
regulation of

GO:0005634|nucleu
s;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000813
4|transcription
factor
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09307 HOX_7; homeobox
protein HoxA/B7



ENSG00000122641 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no INHBA protein_coding chr7:41667168-
41705834:-

gi|4504699|ref|NP_0
02183.1| 2109 0

inhibin beta A chain
precursor [Homo
sapiens]

gi|21321887|gb|AC0
05027.3| 5433 0

Homo sapiens BAC
clone GS1-512I21
from 7, complete
sequence

P08476 816 0 Inhibin beta A chain . . . . pfam00019 TGF_beta
Transforming
growth factor beta
like domain.

GO:0032924|activin
receptor signaling
pathway;GO:000705
0|cell cycle
arrest;GO:0048468|c
ell
development;GO:00
30154|cell
differentiation;GO:0
007166|cell surface
receptor signaling
pathway;GO:000726
7|cell-cell
signaling;GO:00713
97|cellular response
to
cholesterol;GO:0071
372|cellular
response to follicle-
stimulating
hormone
stimulus;GO:000695
2|defense
response;GO:00359
87|endodermal cell
differentiation;GO:0
030218|erythrocyte
differentiation;GO:0
097191|extrinsic
apoptotic signaling
pathway;GO:006102
9|eyelid
development in
camera-type
eye;GO:0000082|G1

GO:0043509|activin
A
complex;GO:000557
6|extracellular
region;GO:0043512|
inhibin A
complex;GO:004847
1|perinuclear region
of cytoplasm;

GO:0005125|cytokin
e
activity;GO:0008083
|growth factor
activity;GO:0005179
|hormone
activity;GO:0042802
|identical protein
binding;GO:001704
6|peptide hormone
binding;GO:000516
0|transforming
growth factor beta
receptor
binding;GO:007069
9|type II activin
receptor binding;

K04667 INHB; inhibin, beta

ENSG00000122644 2 1 0 0 0.524548844 0 0 0 0 2.783473927 0.284718401 NA up no ARL4A protein_coding chr7:12686856-
12690934:+

gi|820979707|ref|XP
_003255929.2| 1153 1.00E-154

PREDICTED: ADP-
ribosylation factor-
like protein 4A
[Nomascus
leucogenys]

gi|306482560|ref|N
M_005738.4| 3212 0

Homo sapiens ADP-
ribosylation factor-
like 4A (ARL4A),
transcript variant 1,
mRNA

P40617 386 8.00E-135
ADP-ribosylation
factor-like protein
4A

. . . . pfam00025 Arf

ADP-ribosylation
factor family. Pfam
combines a number
of different Prosite
families together

GO:0050873|brown
fat cell
differentiation;GO:0
007264|small
GTPase mediated
signal transduction;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
005886|plasma
membrane;

GO:0005525|GTP
binding; K07945

ARL4; ADP-
ribosylation factor-
like protein 4

ENSG00000122691 0 2 0 2 1.056043577 0 2 1 3 -0.180521652 0.900880196 0.937033077 down no TWIST1 protein_coding chr7:19020991-
19117672:-

gi|119614117|gb|EA
W93711.1| 622 2.00E-73

twist homolog 1
(acrocephalosyndact
yly 3; Saethre-
Chotzen syndrome)
(Drosophila) [Homo
sapiens]

gi|68160957|ref|NM
_000474.3| 1666 0

Homo sapiens twist
family bHLH
transcription factor
1 (TWIST1),
mRNA

P26687 223 1.00E-71 Twist-related
protein 1 . . . . pfam00010 HLH

Helix-loop-helix
DNA-binding
domain.

GO:0003180|aortic
valve
morphogenesis;GO:
0003253|cardiac
neural crest cell
migration involved
in outflow tract
morphogenesis;GO:
2000793|cell
proliferation
involved in heart
valve
development;GO:00
71363|cellular
response to growth
factor
stimulus;GO:007145
6|cellular response
to
hypoxia;GO:006036
3|cranial suture
morphogenesis;GO:
0060900|embryonic
camera-type eye
formation;GO:0048
701|embryonic
cranial skeleton
morphogenesis;GO:
0042733|embryonic
digit
morphogenesis;GO:
0035115|embryonic
forelimb
morphogenesis;GO:
0035116|embryonic

GO:0005634|nucleu
s;

GO:0043425|bHLH
transcription factor
binding;GO:007088
8|E-box
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000813
4|transcription
factor binding;

K09069 TWIST; twist

ENSG00000122705 3 7 11 8 7.372320758 7 7 7 10 0.458231502 0.413374752 0.544167991 up no CLTA protein_coding chr9:36190856-
36304781:+

gi|441622316|ref|XP
_004088828.1| 1084 2.00E-144

PREDICTED:
clathrin light chain
A isoform X1
[Nomascus
leucogenys]

gi|296179378|ref|N
M_007096.3| 1235 0

Homo sapiens
clathrin, light chain
A (CLTA),
transcript variant 2,
mRNA

O08585 57.8 3.00E-56 Clathrin light chain
A . . . . pfam01086 Clathrin_lg_ch Clathrin light chain.

GO:0019886|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class
II;GO:0072583|clath
rin-mediated
endocytosis;GO:000
6886|intracellular
protein
transport;GO:00070
18|microtubule-
based
movement;GO:0042
059|negative
regulation of
epidermal growth
factor receptor
signaling pathway;

GO:0030118|clathri
n
coat;GO:0030132|cla
thrin coat of coated
pit;GO:0030130|clat
hrin coat of trans-
Golgi network
vesicle;GO:0071439|
clathrin
complex;GO:003012
5|clathrin vesicle
coat;GO:0016023|cy
toplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0036020
|endolysosome
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005886|plasma
membrane;GO:0032
588|trans-Golgi
network membrane;

GO:0032050|clathri
n heavy chain
binding;GO:004227
7|peptide
binding;GO:000519
8|structural
molecule activity;

K04644
CLTA, LCA;
clathrin light chain
A

ENSG00000122741 0 1 2 5 1.810947606 3 4 0 1 0.426036372 0.721990127 0.801903302 up no DCAF10 protein_coding chr9:37800502-
37867666:+

gi|114624584|ref|XP
_001170070.1| 2290 0

PREDICTED:
DDB1- and CUL4-
associated factor 10
isoform X1 [Pan
troglodytes]

gi|558472776|ref|N
M_001286810.1| 7393 0

Homo sapiens
DDB1 and CUL4
associated factor 10
(DCAF10),
transcript variant 2,
mRNA

A2AKB9 267 1.00E-83 DDB1- and CUL4-
associated factor 10 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016567|protein
ubiquitination;

GO:0080008|Cul4-
RING E3 ubiquitin
ligase complex;

. K11802
WDR32; WD
repeat-containing
protein 32

ENSG00000122756 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CNTFR protein_coding chr9:34551432-
34590140:-

gi|545516376|ref|XP
_005626430.1| 1685 0

PREDICTED:
ciliary neurotrophic
factor receptor
subunit alpha
isoform X1 [Canis
lupus familiaris]

gi|333108226|ref|N
M_147164.2| 2052 0

Homo sapiens
ciliary neurotrophic
factor receptor
(CNTFR), transcript
variant 1, mRNA

P26992 495 2.00E-174
Ciliary neurotrophic
factor receptor
subunit alpha

. . . . pfam00041 fn3 Fibronectin type III
domain.

GO:0003360|brainst
em
development;GO:00
70120|ciliary
neurotrophic factor-
mediated signaling
pathway;GO:004352
4|negative
regulation of
neuron apoptotic
process;GO:000739
9|nervous system
development;GO:00
08284|positive
regulation of cell
proliferation;GO:00
07548|sex
differentiation;GO:0
007165|signal
transduction;GO:00
60538|skeletal
muscle organ
development;GO:00
01967|suckling
behavior;

GO:0031225|anchor
ed component of
membrane;GO:0016
324|apical plasma
membrane;GO:0070
110|ciliary
neurotrophic factor
receptor
complex;GO:009705
9|CNTFR-CLCF1
complex;GO:001989
8|extrinsic
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004897|ciliary
neurotrophic factor
receptor
activity;GO:0019955
|cytokine
binding;GO:000510
2|receptor binding;

K05059
CNTFR; ciliary
neurotrophic factor
receptor

ENSG00000122870 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no BICC1 protein_coding chr10:58513140-
58831437:+

gi|122937472|ref|NP
_001073981.1| 4497 0

protein bicaudal C
homolog 1 [Homo
sapiens]

gi|544458511|ref|X
M_005565807.1| 5010 0

PREDICTED:
Macaca fascicularis
bicaudal C homolog
1 (Drosophila)
(BICC1), transcript
variant X1, mRNA

Q9H694 1736 0 Protein bicaudal C
homolog 1 . . . . pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0007368|determ
ination of left/right
symmetry;GO:00075
07|heart
development;GO:00
90090|negative
regulation of
canonical Wnt
signaling pathway;

GO:0005737|cytopla
sm;

GO:0044822|poly(A
) RNA binding; K18756 BICC1, BICC;

protein bicaudal C

ENSG00000122966 0 2 5 0 1.537819469 2 2 0 0 1.479987532 0.364240702 0.496717878 up no CIT protein_coding chr12:119685790-
119877291:-

gi|332801082|ref|NP
_001193928.1| 10247 0

citron Rho-
interacting kinase
isoform 1 [Homo
sapiens]

gi|332801081|ref|N
M_001206999.1| 8708 0

Homo sapiens
citron rho-
interacting
serine/threonine
kinase (CIT),
transcript variant 1,
mRNA

O14578 179 1.00E-92 Citron Rho-
interacting kinase . . . . pfam00780 CNH

CNH domain.
Domain found in
NIK1-like kinase,
mouse citron and
yeast ROM1,
ROM2.
Unpublished
observations.

GO:0000910|cytokin
esis;GO:0000086|G2
/M transition of
mitotic cell
cycle;GO:0048699|g
eneration of
neurons;GO:000703
0|Golgi
organization;GO:00
35556|intracellular
signal
transduction;GO:00
07067|mitotic
nuclear
division;GO:003246
7|positive regulation
of
cytokinesis;GO:000
8064|regulation of
actin polymerization
or
depolymerization;

GO:0005829|cytosol
;GO:0031985|Golgi
cisterna;GO:001602
0|membrane;GO:00
43025|neuronal cell
body;GO:0005886|p
lasma membrane;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:003016
5|PDZ domain
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0097110
|scaffold protein
binding;

K16308
CIT; citron Rho-
interacting kinase
[EC:2.7.11.1]



ENSG00000123066 5 2 0 3 2.062220713 0 2 1 2 1.614888538 0.173491328 0.287386398 up no MED13L protein_coding chr12:115953872-
116277338:-

gi|44771211|ref|NP_
056150.1| 7688 0

mediator of RNA
polymerase II
transcription
subunit 13-like
[Homo sapiens]

gi|38036173|gb|AY3
38463.1| 9524 0

Homo sapiens
thyroid hormone
receptor-associated
protein complex 240
kDa component-like
mRNA, complete
cds

Q71F56 262 3.00E-79

Mediator of RNA
polymerase II
transcription
subunit 13-like

. . . . pfam06333 Med13_C

Mediator complex
subunit 13 C-
terminal. Mediator
is a large complex
of up to 33 proteins
that is conserved
from plants through
fungi to humans -
the number and
representation of
individual subunits
varying with
species. It is
arranged into four
different sections, a
core, a head, a tail
and a kinase-activity
part, and the
number of subunits
within each of these
is what varies with
species. Overall,
Mediator regulates
the transcriptional
activity of RNA
polymerase II but it
would appear that
each of the four
different sections
has a slightly
different function.
Med13 is part of the
ancillary kinase
module, together
with Med12 CDK8

GO:0006351|transcri
ption, DNA-
templated;

GO:0016592|mediat
or complex;

GO:0001104|RNA
polymerase II
transcription
cofactor activity;

K15164

MED13; mediator of
RNA polymerase II
transcription
subunit 13

ENSG00000123080 0 0 0 3 0.519905464 1 0 0 1 0.860724568 0.707085045 NA up no CDKN2C protein_coding chr1:50960745-
50974633:+

gi|4502751|ref|NP_0
01253.1| 796 2.00E-96

cyclin-dependent
kinase 4 inhibitor C
[Homo sapiens]

gi|21749475|dbj|AK
091170.1| 2890 0

Homo sapiens
cDNA FLJ33851 fis,
clone
CTONG2005635,
highly similar to
CYCLIN-
DEPENDENT
KINASE 6
INHIBITOR

P42773 311 3.00E-100 Cyclin-dependent
kinase 4 inhibitor C all2748 65.5 3.00E-10 COG0666 pfam12796 Ank_2 Ankyrin repeats (3

copies).

GO:0007050|cell
cycle
arrest;GO:0000082|
G1/S transition of
mitotic cell
cycle;GO:0030308|n
egative regulation of
cell
growth;GO:0008285
|negative regulation
of cell
proliferation;GO:00
42326|negative
regulation of
phosphorylation;GO
:0048709|oligodendr
ocyte
differentiation;GO:0
000079|regulation of
cyclin-dependent
protein
serine/threonine
kinase activity;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0004861|cyclin-
dependent protein
serine/threonine
kinase inhibitor
activity;GO:0019901
|protein kinase
binding;

K06622

CDKN2C, P18,
INK4C; cyclin-
dependent kinase
inhibitor 2C

ENSG00000123091 10 26 14 25 22.02546538 34 30 26 26 -0.126996803 0.709789616 0.795477581 down no RNF11 protein_coding chr1:51236271-
51273455:+

gi|12004970|gb|AA
G44245.1| 718 5.00E-85

Nedd4 WW
domain-binding
protein 2 [Mus
musculus]

gi|156630999|ref|N
M_014372.4| 3074 0

Homo sapiens ring
finger protein 11
(RNF11), mRNA

Q9Y3C5 238 2.00E-78 RING finger protein
11 . . . . pfam13639 zf-RING_2 Ring finger domain.

GO:0051865|protein
autoubiquitination;
GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005769|early
endosome;GO:0070
062|extracellular
exosome;GO:00056
34|nucleus;GO:0055
037|recycling
endosome;GO:0000
151|ubiquitin ligase
complex;

GO:0003677|DNA
binding;GO:000484
2|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K11980
RNF11; E3
ubiquitin-protein
ligase RNF11

ENSG00000123095 0 1 1 6 3.935819178 11 8 4 7 -1.490000945 0.08463256 0.164313319 down no BHLHE41 protein_coding chr12:26120026-
26125127:-

gi|426372035|ref|XP
_004052937.1| 1489 0

PREDICTED: class
E basic helix-loop-
helix protein 41
[Gorilla gorilla
gorilla]

gi|209529713|ref|N
M_030762.2| 3780 0

Homo sapiens basic
helix-loop-helix
family, member e41
(BHLHE41), mRNA

Q99PV5 167 1.00E-48
Class E basic helix-
loop-helix protein
41

. . . . pfam00010 HLH
Helix-loop-helix
DNA-binding
domain.

GO:0009887|organ
morphogenesis;GO:
0030154|cell
differentiation;GO:0
008283|cell
proliferation;GO:00
32922|circadian
regulation of gene
expression;GO:0010
832|negative
regulation of
myotube
differentiation;GO:0
010944|negative
regulation of
transcription by
competitive
promoter
binding;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0043425|bHLH
transcription factor
binding;GO:007088
8|E-box
binding;GO:004282
6|histone
deacetylase
binding;GO:004342
6|MRF
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0001102
|RNA polymerase II
activating
transcription factor
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0003705
|transcription factor
activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000107

K03730
BHLHB3, DEC2;
class B basic helix-
loop-helix protein 3

ENSG00000123124 5 3 7 11 7.66551829 3 9 12 15 -0.042063807 0.946516174 0.967128946 down no WWP1 protein_coding chr8:86342738-
86478420:+

gi|13654239|ref|NP_
008944.1| 4910 0

NEDD4-like E3
ubiquitin-protein
ligase WWP1
[Homo sapiens]

gi|578815812|ref|X
M_005250761.2| 4437 0

PREDICTED:
Homo sapiens WW
domain containing
E3 ubiquitin protein
ligase 1 (WWP1),
transcript variant
X2, mRNA

Q8BZZ3 350 4.00E-112
NEDD4-like E3
ubiquitin-protein
ligase WWP1

SPAC11G7.02 539 4.00E-171 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0007417|central
nervous system
development;GO:00
34220|ion
transmembrane
transport;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:001656
7|protein
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:000716
5|signal
transduction;GO:00
46718|viral entry
into host cell;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;GO:0000
151|ubiquitin ligase
complex;

GO:0061630|ubiquit
in protein ligase
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K05633

AIP5, WWP1;
atrophin-1
interacting protein 5
(WW domain
containing E3
ubiquitin protein
ligase 1)
[EC:2.3.2.26]

ENSG00000123130 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ACOT9 protein_coding chrX:23702253-
23766475:-

gi|81295407|ref|NP_
001032248.1| 2306 0

acyl-coenzyme A
thioesterase 9,
mitochondrial
isoform a precursor
[Homo sapiens]

gi|34367674|emb|BX
648512.1| 3094 0

Homo sapiens
mRNA; cDNA
DKFZp686K1372
(from clone
DKFZp686K1372)

Q9Y305 204 1.00E-62
Acyl-coenzyme A
thioesterase 9,
mitochondrial

SA1694 55.1 1.00E-07 COG1607 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006637|acyl-
CoA metabolic
process;GO:003533
8|long-chain fatty-
acyl-CoA
biosynthetic
process;

GO:0005759|mitoch
ondrial
matrix;GO:0005739|
mitochondrion;

GO:0003986|acetyl-
CoA hydrolase
activity;GO:0047617
|acyl-CoA hydrolase
activity;GO:0052689
|carboxylic ester
hydrolase activity;

K17361

ACOT9; acyl-
coenzyme A
thioesterase 9
[EC:3.1.2.-]

ENSG00000123144 43 43 53 37 36.76302959 17 27 31 19 1.524876467 0.000120127 0.001191661 up yes C19orf43 protein_coding chr19:12730640-
12734775:-

gi|664777255|ref|XP
_008507920.1| 541 1.00E-64

PREDICTED: LOW
QUALITY
PROTEIN:
uncharacterized
protein C19orf43
homolog [Equus
przewalskii]

gi|426387365|ref|X
M_004060092.1| 947 0

PREDICTED:
Gorilla gorilla
gorilla chromosome
19 open reading
frame, human
C19orf43
(C19H19orf43),
mRNA

Q9BQ61 75.1 1.00E-40 Uncharacterized
protein C19orf43 . . . . pfam12364 DUF3648

Protein of unknown
function
(DUF3648). This
family of proteins is
found in eukaryotes
and viruses.
Proteins in this
family are typically
between 53 and
3115 amino acids in
length. There are
two completely
conserved residues
(A and F) that may
be functionally
important.

GO:0007257|activati
on of JUN kinase
activity;GO:0001783
|B cell apoptotic
process;GO:000178
2|B cell
homeostasis;GO:001
0631|epithelial cell
migration;GO:00354
07|histone H3-T11
phosphorylation;GO
:0006972|hyperosm
otic
response;GO:00308
89|negative
regulation of B cell
proliferation;GO:00
06469|negative
regulation of
protein kinase
activity;GO:0018105
|peptidyl-serine
phosphorylation;GO
:0006468|protein
phosphorylation;GO
:2000145|regulation
of cell
motility;GO:000263
4|regulation of
germinal center
formation;GO:0002
637|regulation of
immunoglobulin
production;GO:0006
357|regulation of

GO:0032154|cleavag
e
furrow;GO:0005737
|cytoplasm;GO:0016
023|cytoplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0005768
|endosome;GO:0030
496|midbody;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0005886|plasm
a
membrane;GO:0043
234|protein
complex;

GO:0050681|androg
en receptor
binding;GO:000552
4|ATP
binding;GO:000368
2|chromatin
binding;GO:001704
9|GTP-Rho
binding;GO:004239
3|histone
binding;GO:004282
6|histone
deacetylase
binding;GO:003540
2|histone kinase
activity (H3-T11
specific);GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0004672
|protein kinase
activity;GO:0004697
|protein kinase C
activity;GO:0005080
|protein kinase C
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0048365
|Rac GTPase
binding;

. .



ENSG00000123338 1 0 0 0 0.398592948 1 1 0 0 -0.156948375 0.94738917 NA down no NCKAP1L protein_coding chr12:54497711-
54548238:+

gi|34485727|ref|NP_
005328.2| 5945 0

nck-associated
protein 1-like
isoform 1 [Homo
sapiens]

gi|12000437|gb|AC0
68789.16|AC068789 5665 0

Homo sapiens 12
BAC RP11-
1049A21 (Roswell
Park Cancer
Institute Human
BAC Library)
complete sequence

P55160 217 2.00E-63 Nck-associated
protein 1-like . . . . pfam09735 Nckap1

Membrane-
associated apoptosis
protein. Expression
of this protein was
found to be
markedly reduced
in patients with
Alzheimer's disease.
It is involved in the
regulation of actin
polymerization in
the brain as part of
a WAVE2 signalling
complex.

GO:0070358|actin
polymerization-
dependent cell
motility;GO:000178
2|B cell
homeostasis;GO:005
0853|B cell receptor
signaling
pathway;GO:000693
5|chemotaxis;GO:00
30866|cortical actin
cytoskeleton
organization;GO:00
48821|erythrocyte
development;GO:00
38096|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
30011|maintenance
of cell
polarity;GO:000226
2|myeloid cell
homeostasis;GO:004
3066|negative
regulation of
apoptotic
process;GO:003270
0|negative
regulation of
interleukin-17
production;GO:0032
715|negative
regulation of
interleukin 6

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00058
87|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0031209|SCAR
complex;

GO:0005096|GTPas
e activator
activity;GO:0032403
|protein complex
binding;GO:003029
5|protein kinase
activator activity;

K05750
NCKAP1, NAP125;
NCK-associated
protein 1

ENSG00000123349 3 7 1 0 2.157246709 1 2 1 1 1.718662981 0.144495883 0.247137786 up no PFDN5 protein_coding chr12:53295291-
53299450:+

gi|1731809|dbj|BAA
14006.1| 758 2.00E-98

c-myc binding
protein [Homo
sapiens]

gi|10436388|dbj|AK
024094.1| 1960 0

Homo sapiens
cDNA FLJ14032 fis,
clone
HEMBA1004353,
highly similar to C-
MYC BINDING
PROTEIN MM-1

Q5RAY0 284 1.00E-96 Prefoldin subunit 5 SPBC215.02 119 7.00E-32 COG1730 pfam02996 Prefoldin

Prefoldin subunit.
This family
comprises of
several prefoldin
subunits. The
biogenesis of the
cytoskeletal proteins
actin and tubulin
involves interaction
of nascent chains of
each of the two
proteins with the
oligomeric protein
prefoldin (PFD) and
their subsequent
transfer to the
cytosolic
chaperonin CCT
(chaperonin
containing TCP-1).
Electron
microscopy shows
that eukaryotic
PFD, which has a
similar structure to
its archaeal
counterpart,
interacts with
unfolded actin
along the tips of its
projecting arms. In
its PFD-bound state,
actin seems to
acquire a
conformation

GO:0006457|protein
folding;

GO:0005634|nucleu
s;GO:0016272|prefo
ldin complex;

. K04797
pfdA, PFDN5;
prefoldin alpha
subunit

ENSG00000123358 0 0 0 2 0.214828572 0 0 0 0 1.853998285 0.598914908 NA up no NR4A1 protein_coding chr12:52022832-
52059507:+

gi|320202958|ref|NP
_001189163.1| 2711 0

nuclear receptor
subfamily 4 group
A member 1
isoform 3 [Homo
sapiens]

gi|21732327|emb|AL
831844.1| 4796 0

Homo sapiens
mRNA; cDNA
DKFZp451G125
(from clone
DKFZp451G125)

P22736 129 9.00E-34
Nuclear receptor
subfamily 4 group
A member 1

. . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0004879|RNA
polymerase II
transcription factor
activity, ligand-
activated sequence-
specific DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0008270
|zinc ion binding;

K04465

NR4A1, HMR;
nuclear receptor
subfamily 4 group
A member 1

ENSG00000123411 1 0 0 0 0.492833654 1 0 0 2 -0.718875443 0.749156395 NA down no IKZF4 protein_coding chr12:56007659-
56038435:+

gi|122891864|ref|NP
_071910.3| 3015 0 zinc finger protein

Eos [Homo sapiens]
gi|34366918|emb|BX
647761.1| 5021 0

Homo sapiens
mRNA; cDNA
DKFZp686K2231
(from clone
DKFZp686K2231)

Q8C208 97.8 2.00E-22 Zinc finger protein
Eos . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005813|centros
ome;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;

GO:0046872|metal
ion
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K09220
IKZF, ZNFN1A;
IKAROS family
zinc finger protein

ENSG00000123416 28 77 45 141 76.61154591 90 107 79 108 0.02596818 0.938129204 0.962876732 up no TUBA1B protein_coding chr12:49127782-
49131397:-

gi|545824991|ref|XP
_005655604.1| 2292 0

PREDICTED:
tubulin alpha-1A
chain isoform X1
[Sus scrofa]

gi|21753830|dbj|AK
094717.1| 3170 0

Homo sapiens
cDNA FLJ37398 fis,
clone
BRAMY2027467,
highly similar to
Tubulin alpha-
ubiquitous chain

P08537 234 4.00E-73 Tubulin alpha chain SPBC800.05c 713 0 COG5023 pfam03953 Tubulin_C

Tubulin C-terminal
domain. This family
includes the tubulin
alpha, beta and
gamma chains.
Members of this
family are involved
in polymer
formation. Tubulins
are GTPases. FtsZ
can polymerize into
tubes, sheets, and
rings in vitro and is
ubiquitous in
eubacteria and
archaea. Tubulin is
the major
component of
microtubules. (The
FtsZ GTPases have
been split into their
won family).

GO:0007017|microt
ubule-based
process;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0005200
|structural
constituent of
cytoskeleton;

K07374 TUBA; tubulin
alpha

ENSG00000123444 0 2 0 1 0.360556041 0 0 0 0 2.371476413 0.398590061 NA up no KBTBD4 protein_coding chr11:47572197-
47579015:-

gi|119588304|gb|EA
W67898.1| 2936 0

kelch repeat and
BTB (POZ) domain
containing 4,
isoform CRA_a
[Homo sapiens]

gi|21750020|dbj|AK
091607.1| 3070 0

Homo sapiens
cDNA FLJ34288 fis,
clone
FEBRA2004042,
highly similar to
Kelch repeat and
BTB domain-
containing protein 4

Q8R179 352 2.00E-118
Kelch repeat and
BTB domain-
containing protein 4

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

.
GO:0005737|cytopla
sm;GO:0005622|intr
acellular;

GO:0008168|methylt
ransferase activity; K10472

KBTBD4; kelch
repeat and BTB
domain-containing
protein 4

ENSG00000123472 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ATPAF1 protein_coding chr1:46632737-
46673867:-

gi|344179096|ref|NP
_073582.3| 1681 0

ATP synthase
mitochondrial F1
complex assembly
factor 1 isoform 1
precursor [Homo
sapiens]

gi|441634411|ref|X
M_003259018.2| 3440 0

PREDICTED:
Nomascus
leucogenys ATP
synthase
mitochondrial F1
complex assembly
factor 1 (ATPAF1),
transcript variant
X1, mRNA

Q5TC12 264 1.00E-86

ATP synthase
mitochondrial F1
complex assembly
factor 1

. . . . pfam06644 ATP11

ATP11 protein. This
family consists of
several eukaryotic
ATP11 proteins. In
Saccharomyces
cerevisiae,
expression of
functional F1-
ATPase requires
two proteins
encoded by the
ATP11 and ATP12
genes. Atp11p is a
molecular
chaperone of the
mitochondrial
matrix that
participates in the
biogenesis pathway
to form F1, the
catalytic unit of the
ATP synthase.

GO:0033615|mitoch
ondrial proton-
transporting ATP
synthase complex
assembly;

GO:0005739|mitoch
ondrion; . K07555

ATPeAF1,
ATPAF1, ATP11;
ATP synthase
mitochondrial F1
complex assembly
factor 1

ENSG00000123505 69 155 105 212 175.8067876 262 230 257 264 -0.42684337 0.053007776 0.118279561 down no AMD1 protein_coding chr6:110874770-
110895713:+

gi|74275346|ref|NP_
001625.2| 1693 0

S-
adenosylmethionine
decarboxylase
proenzyme isoform
1 [Homo sapiens]

gi|27552877|gb|BC0
41345.1| 4730 0

Homo sapiens
adenosylmethionine
decarboxylase 1,
mRNA (cDNA
clone
IMAGE:5272193),
with apparent
retained intron

P17707 353 6.00E-111

S-
adenosylmethionine
decarboxylase
proenzyme

. . . . pfam01536 SAM_decarbox

Adenosylmethionin
e decarboxylase.
This is a family of
S-
adenosylmethionine
decarboxylase
(SAMDC)
proenzymes. In the
biosynthesis of
polyamines
SAMDC produces
decarboxylated S-
adenosylmethionine
, which serves as
the aminopropyl
moiety necessary
for spermidine and
spermine
biosynthesis from
putrescine. The
Pfam alignment
contains both the
alpha and beta
chains that are
cleaved to form the
active enzyme.

GO:0006595|polyam
ine metabolic
process;GO:000655
7|S-
adenosylmethionina
mine biosynthetic
process;GO:004650
0|S-
adenosylmethionine
metabolic
process;GO:000829
5|spermidine
biosynthetic
process;GO:000659
7|spermine
biosynthetic
process;

GO:0005829|cytosol
;

GO:0004014|adenos
ylmethionine
decarboxylase
activity;GO:0019810
|putrescine binding;

K01611

speD, AMD1; S-
adenosylmethionine
decarboxylase
[EC:4.1.1.50]



ENSG00000123552 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no USP45 protein_coding chr6:99432379-
99521728:-

gi|122937412|ref|NP
_001073950.1| 4258 0

ubiquitin carboxyl-
terminal hydrolase
45 [Homo sapiens]

gi|122937411|ref|N
M_001080481.1| 6255 0

Homo sapiens
ubiquitin specific
peptidase 45
(USP45), mRNA

Q70EL2 306 5.00E-97
Ubiquitin carboxyl-
terminal hydrolase
45

. . . . pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0006281|DNA
repair;GO:0070911|
global genome
nucleotide-excision
repair;GO:0016579|
protein
deubiquitination;GO
:0006511|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0004843|ubiquit
in-specific protease
activity;GO:0008270
|zinc ion binding;

K11844

USP16_45;
ubiquitin carboxyl-
terminal hydrolase
16/45 [EC:3.4.19.12]

ENSG00000123560 13359 15414 18253 35381 30461.5713 49492 41334 53721 43592 -0.692845489 0.007776608 0.030201772 down no PLP1 protein_coding chrX:103773718-
103792619:+

gi|521027133|gb|EP
Q08921.1| 1457 0

Myelin proteolipid
protein [Myotis
brandtii]

gi|426396918|ref|X
M_004064628.1| 3073 0

PREDICTED:
Gorilla gorilla
gorilla proteolipid
protein 1, transcript
variant 2 (PLP1),
mRNA

P23294 186 1.00E-56 Myelin proteolipid
protein . . . . pfam01275 Myelin_PLP

Myelin proteolipid
protein (PLP or
lipophilin).

GO:0014002|astrocy
te
development;GO:00
61564|axon
development;GO:00
08366|axon
ensheathment;GO:0
048469|cell
maturation;GO:0022
010|central nervous
system
myelination;GO:001
0001|glial cell
differentiation;GO:0
006954|inflammator
y
response;GO:00072
29|integrin-mediated
signaling
pathway;GO:004275
9|long-chain fatty
acid biosynthetic
process;GO:004255
2|myelination;GO:0
010628|positive
regulation of gene
expression;GO:0021
762|substantia nigra
development;

GO:0005887|integral
component of
plasma
membrane;GO:0043
209|myelin
sheath;GO:0005886|
plasma membrane;

GO:0019911|structu
ral constituent of
myelin
sheath;GO:0005198|
structural molecule
activity;

K17271 PLP1; myelin
proteolipid protein

ENSG00000123562 17 8 26 9 13.93076235 10 11 6 13 1.29111166 0.032574036 0.083528104 up no MORF4L2 protein_coding chrX:103675496-
103688158:-

gi|6912448|ref|NP_0
36418.1| 1531 0

mortality factor 4-
like protein 2
[Homo sapiens]

gi|215490016|ref|N
M_012286.2| 1983 0

Homo sapiens
mortality factor 4
like 2 (MORF4L2),
transcript variant 2,
mRNA

Q4R578 75.5 2.00E-15 Mortality factor 4-
like protein 2 . . . . pfam05712 MRG

MRG. This family
consists of three
different eukaryotic
proteins (mortality
factor 4
(MORF4/MRG15),
male-specific lethal
3(MSL-3) and
ESA1-associated
factor 3(EAF3)). It
is thought that the
MRG family is
involved in
transcriptional
regulation via
histone acetylation.
It contains 2
chromo domains
and a leucine zipper
motif.

GO:0016569|covale
nt chromatin
modification;GO:00
06281|DNA
repair;GO:0040008|r
egulation of
growth;GO:0006355
|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s; . K11342

MORF4L2, MRGX;
mortality factor 4-
like protein 2

ENSG00000123636 7 7 6 6 7.465587643 2 9 12 12 0.15727055 0.798955088 0.86309025 up no BAZ2B protein_coding chr2:159318979-
159616692:-

gi|94681063|ref|NP_
038478.2| 6399 0

bromodomain
adjacent to zinc
finger domain
protein 2B isoform
a [Homo sapiens]

gi|585290963|ref|N
M_013450.3| 8198 0

Homo sapiens
bromodomain
adjacent to zinc
finger domain, 2B
(BAZ2B), transcript
variant 1, mRNA

P52907 117 1.00E-128
F-actin-capping
protein subunit
alpha-1

YGR252w 90.5 1.00E-17 COG5076 pfam01267 F-actin_cap_A
F-actin capping
protein alpha
subunit.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

K10364

CAPZA; capping
protein (actin
filament) muscle Z-
line, alpha

ENSG00000123728 15 18 10 24 14.83457694 17 9 16 10 0.883064028 0.037893997 0.093443152 up no RAP2C protein_coding chrX:132203024-
132219480:-

gi|528759208|gb|EP
Y78867.1| 925 8.00E-112

ras-related protein
Rap-2c-like protein
[Camelus ferus]

gi|403310654|ref|N
M_021183.4| 3896 0

Homo sapiens
RAP2C, member of
RAS oncogene
family (RAP2C),
transcript variant 2,
mRNA

Q8BU31 304 3.00E-94 Ras-related protein
Rap-2c . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0090557|establis
hment of
endothelial
intestinal
barrier;GO:0030336|
negative regulation
of cell
migration;GO:00319
54|positive
regulation of
protein
autophosphorylatio
n;GO:0032486|Rap
protein signal
transduction;GO:00
61097|regulation of
protein tyrosine
kinase activity;

GO:0005923|bicellul
ar tight
junction;GO:004429
1|cell-cell contact
zone;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00700
62|extracellular
exosome;GO:00160
20|membrane;GO:0
005886|plasma
membrane;GO:0055
037|recycling
endosome;GO:0055
038|recycling
endosome
membrane;

GO:0019003|GDP
binding;GO:000552
5|GTP
binding;GO:000371
3|transcription
coactivator activity;

K07839 RAP2C; Ras-related
protein Rap-2C

ENSG00000123836 0 0 0 0 0.495389996 2 2 0 1 -2.188107526 0.3070311 NA down no PFKFB2 protein_coding chr1:207034366-
207081024:+

gi|64762406|ref|NP_
006203.2| 2723 0

6-phosphofructo-2-
kinase/fructose-2,6-
bisphosphatase 2
isoform a [Homo
sapiens]

gi|64762405|ref|NM
_006212.2| 7073 0

Homo sapiens 6-
phosphofructo-2-
kinase/fructose-2,6-
biphosphatase 2
(PFKFB2),
transcript variant 1,
mRNA

O60825 262 1.00E-83
6-phosphofructo-2-
kinase/fructose-2,6-
bisphosphatase 2

. . . . pfam01591 6PF2K

6-phosphofructo-2-
kinase. This enzyme
occurs as a
bifunctional enzyme
with fructose-2,6-
bisphosphatase. The
bifunctional enzyme
catalyses both the
synthesis and
degradation of
fructose-2,6-
bisphosphate, a
potent regulator of
glycolysis. This
enzyme contains a
P-loop motif.

GO:0006003|fructos
e 2,6-bisphosphate
metabolic
process;GO:000600
0|fructose metabolic
process;GO:000609
6|glycolytic process;

.

GO:0003873|6-
phosphofructo-2-
kinase
activity;GO:0005524
|ATP
binding;GO:000433
1|fructose-2,6-
bisphosphate 2-
phosphatase
activity;

K13719

OTU1, YOD1;
ubiquitin
thioesterase OTU1
[EC:3.1.2.-]

ENSG00000123908 0 0 1 0 0.278574498 1 0 0 0 0.56901628 0.852927912 NA up no AGO2 protein_coding chr8:140520156-
140635619:-

gi|884924539|ref|XP
_003473256.3| 4560 0

PREDICTED:
protein argonaute-2
[Cavia porcellus]

gi|22597607|gb|AC1
07375.5| 12000 0

Homo sapiens
chromosome 8,
clone CTA-204B4,
complete sequence

O77503 164 1.00E-46 Protein argonaute-2
(Fragment) . . . . pfam02171 Piwi

Piwi domain. This
domain is found in
the protein Piwi and
its relatives. The
function of this
domain is the
dsRNA guided
hydrolysis of
ssRNA.
Determination of
the crystal structure
of Argonaute
reveals that PIWI is
an RNase H
domain, and
identifies Argonaute
as Slicer, the
enzyme that cleaves
mRNA in the RNAi
RISC complex. In
addition, Mg+2
dependence and
production of 3'-OH
and 5' phosphate
products are shared
characteristics of
RNaseH and RISC.
The PIWI domain
core has a tertiary
structure belonging
to the RNase H
family of enzymes.
RNase H fold
proteins all have a
five stranded mixed

GO:0030154|cell
differentiation;GO:0
031047|gene
silencing by
RNA;GO:0035278|n
egative regulation of
translation involved
in gene silencing by
miRNA;GO:003527
9|mRNA cleavage
involved in gene
silencing by
miRNA;GO:004594
7|negative
regulation of
translational
initiation;GO:19001
53|positive
regulation of
nuclear-transcribed
mRNA catabolic
process,
deadenylation-
dependent
decay;GO:0060213|
positive regulation
of nuclear-
transcribed mRNA
poly(A) tail
shortening;GO:0031
054|pre-miRNA
processing;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00063

GO:0000932|cytopla
smic mRNA
processing
body;GO:0030529|ri
bonucleoprotein
complex;GO:003506
8|micro-
ribonucleoprotein
complex;GO:000573
9|mitochondrion;G
O:0005845|mRNA
cap binding
complex;GO:000563
4|nucleus;GO:00058
44|polysome;GO:00
16442|RISC
complex;GO:007057
8|RISC-loading
complex;

GO:0070551|endori
bonuclease activity,
cleaving siRNA-
paired
mRNA;GO:0046872
|metal ion
binding;GO:003519
8|miRNA
binding;GO:000034
0|RNA 7-
methylguanosine
cap
binding;GO:003519
7|siRNA binding;

K11593

ELF2C, AGO;
eukaryotic
translation initiation
factor 2C

ENSG00000124107 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SLPI protein_coding chr20:45252239-
45254564:-

gi|4507065|ref|NP_0
03055.1| 674 1.00E-87

antileukoproteinase
precursor [Homo
sapiens]

gi|519666812|ref|N
M_003064.3| 596 0

Homo sapiens
secretory leukocyte
peptidase inhibitor
(SLPI), mRNA

P03973 264 5.00E-89 Antileukoproteinase . . . . pfam00095 WAP
WAP-type (Whey
Acidic Protein)
'four-disulfide core'.

GO:0019731|antibac
terial humoral
response;GO:00069
55|immune
response;GO:00450
87|innate immune
response;GO:00320
91|negative
regulation of
protein
binding;GO:004507
1|negative
regulation of viral
genome
replication;GO:0032
496|response to
lipopolysaccharide;

GO:0070062|extrace
llular
exosome;GO:00056
15|extracellular
space;

GO:0004866|endope
ptidase inhibitor
activity;GO:0019899
|enzyme
binding;GO:000486
7|serine-type
endopeptidase
inhibitor activity;

. .

ENSG00000124155 1 1 0 2 2.252188512 4 3 7 3 -1.5996616 0.125760816 0.220972446 down no PIGT protein_coding chr20:45416067-
45456934:+

gi|548960735|ref|NP
_001272276.1| 2911 0

uncharacterized
protein
LOC101926137
precursor [Macaca
fascicularis]

gi|9408724|emb|AL0
31663.2| 3938 0

Human DNA
sequence from
clone RP3-461P17
on chromosome
20q12-13.2,
complete sequence

Q8BXQ2 158 7.00E-138 GPI transamidase
component PIG-T . . . . pfam04113 Gpi16

Gpi16 subunit, GPI
transamidase
component. GPI
(glycosyl
phosphatidyl
inositol)
transamidase is a
multi-protein
complex. Gpi16,
Gpi8 and Gaa1 for a
sub-complex of the
GPI transamidase.
GPI transamidase
that adds
glycosylphosphatidy
linositols (GPIs) to
newly synthesized
proteins. Gpi16 is
an essential N-
glycosylated
transmembrane
glycoprotein. Gpi16
is largely found on
the lumenal side of
the ER. It has a
single C-terminal
transmembrane
domain and a small
C-terminal,
cytosolic extension
with an ER retrieval
motif.

GO:0030521|androg
en receptor
signaling
pathway;GO:007139
2|cellular response
to estradiol
stimulus;GO:003052
2|intracellular
receptor signaling
pathway;GO:001062
8|positive regulation
of gene
expression;GO:0045
618|positive
regulation of
keratinocyte
differentiation;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00356
24|receptor
transactivation;GO:2
001141|regulation of
RNA biosynthetic
process;GO:000635
1|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00007
90|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0050681|androg
en receptor
binding;GO:000440
2|histone
acetyltransferase
activity;GO:0016922
|ligand-dependent
nuclear receptor
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0035257
|nuclear hormone
receptor
binding;GO:004748
5|protein N-
terminus
binding;GO:004696
6|thyroid hormone
receptor
binding;GO:000371
3|transcription
coactivator activity;

K05292
PIGT;
phosphatidylinositol
glycan, class T



ENSG00000124160 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no NCOA5 protein_coding chr20:46060985-
46089952:-

gi|530418234|ref|XP
_005260531.1| 1992 0

PREDICTED:
nuclear receptor
coactivator 5
isoform X1 [Homo
sapiens]

gi|62953138|ref|NM
_020967.2| 3209 0

Homo sapiens
nuclear receptor
coactivator 5
(NCOA5), mRNA

Q9HCD5 769 0 Nuclear receptor
coactivator 5 . . . . pfam09606 Med15

ARC105 or Med15
subunit of Mediator
complex non-
fungal. The approx.
70 residue Med15
domain of the ARC-
Mediator co-
activator is a three-
helix bundle with
marked similarity to
the KIX domain.
The sterol
regulatory element
binding protein
(SREBP) family of
transcription
activators use the
ARC105 subunit to
activate target genes
in the regulation of
cholesterol and fatty
acid homeostasis. In
addition, Med15 is a
critical transducer
of gene activation
signals that control
early metazoan
development.

GO:0042593|glucos
e
homeostasis;GO:004
6627|negative
regulation of insulin
receptor signaling
pathway;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00071
65|signal
transduction;GO:00
06351|transcription,
DNA-templated;

GO:0015629|actin
cytoskeleton;GO:00
05615|extracellular
space;GO:0005634|n
ucleus;

GO:0003682|chrom
atin
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000124164 0 0 0 1 0.303661135 0 2 0 0 -0.149877601 0.960961057 NA down no VAPB protein_coding chr20:58389122-
58451101:+

gi|4759302|ref|NP_0
04729.1| 1186 6.00E-145

vesicle-associated
membrane protein-
associated protein
B/C isoform 1
[Homo sapiens]

gi|307574672|ref|N
M_004738.4| 7936 0

Homo sapiens
VAMP (vesicle-
associated
membrane protein)-
associated protein B
and C (VAPB),
transcript variant 1,
mRNA

A2VDZ9 150 8.00E-40
Vesicle-associated
membrane protein-
associated protein B

SPAC17C9.12 89.4 9.00E-18 COG5066 pfam00635 Motile_Sperm

MSP (Major sperm
protein) domain.
Major sperm
proteins are
involved in sperm
motility. These
proteins oligomerise
to form filaments.
This family contains
many other
proteins.

GO:0006987|activati
on of signaling
protein activity
involved in
unfolded protein
response;GO:00068
74|cellular calcium
ion
homeostasis;GO:009
0114|COPII-coated
vesicle
budding;GO:000702
9|endoplasmic
reticulum
organization;GO:00
30968|endoplasmic
reticulum unfolded
protein
response;GO:00190
48|modulation by
virus of host
morphology or
physiology;GO:0045
070|positive
regulation of viral
genome replication;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0005
794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0048487|beta-
tubulin
binding;GO:001989
9|enzyme
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;

K10707

VAPB, ALS8;
vesicle-associated
membrane protein-
associated protein B

ENSG00000124177 1 0 0 0 0.695794736 3 0 0 2 -1.470029123 0.479816273 NA down no CHD6 protein_coding chr20:41402101-
41618494:-

gi|29244924|ref|NP_
115597.3| 13646 0

chromodomain-
helicase-DNA-
binding protein 6
[Homo sapiens]

gi|528281399|ref|N
M_032221.4| 10815 0

Homo sapiens
chromodomain
helicase DNA
binding protein 6
(CHD6), mRNA

Q8TD26 172 2.00E-47
Chromodomain-
helicase-DNA-
binding protein 6

ECU01g0350 648 0 COG0553 pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar ETL1)

GO:0016569|covale
nt chromatin
modification;GO:00
36091|positive
regulation of
transcription from
RNA polymerase II
promoter in
response to
oxidative
stress;GO:0006351|t
ranscription, DNA-
templated;

GO:0005654|nucleo
plasm;

GO:0005524|ATP
binding;GO:000802
6|ATP-dependent
helicase
activity;GO:0003677
|DNA
binding;GO:000809
4|DNA-dependent
ATPase
activity;GO:0001221
|transcription
cofactor binding;

K14436

CHD6;
chromodomain-
helicase-DNA-
binding protein 6
[EC:3.6.4.12]

ENSG00000124181 0 1 1 6 4.121994677 8 13 4 7 -1.580732066 0.069105183 0.143158231 down no PLCG1 protein_coding chr20:41136960-
41196801:+

gi|68533111|dbj|BA
E06110.1| 7096 0

PLCG1 variant
protein [Homo
sapiens]

gi|68533110|dbj|AB
210028.1| 5487 0

Homo sapiens
mRNA for PLCG1
variant protein,
partial cds, clone:
hh03521

A6NJG6 54.3 5.00E-08 Arginine-fifty
homeobox . . . . pfam00388 PI-PLC-X

Phosphatidylinositol
-specific
phospholipase C, X
domain. This
associates with
pfam00387 to form
a single structural
unit.

GO:0016569|covale
nt chromatin
modification;GO:00
36091|positive
regulation of
transcription from
RNA polymerase II
promoter in
response to
oxidative
stress;GO:0006351|t
ranscription, DNA-
templated;

GO:0005654|nucleo
plasm;

GO:0005524|ATP
binding;GO:000802
6|ATP-dependent
helicase
activity;GO:0003677
|DNA
binding;GO:000809
4|DNA-dependent
ATPase
activity;GO:0001221
|transcription
cofactor binding;

K01116

PLCG1;
phosphatidylinositol
phospholipase C,
gamma-1
[EC:3.1.4.11]

ENSG00000124193 22 86 23 168 92.21236339 126 144 125 156 -0.537353414 0.245186336 0.371741031 down no SRSF6 protein_coding chr20:43457928-
43464247:+

gi|62087532|dbj|BA
D92213.1| 979 3.00E-118

arginine/serine-rich
splicing factor 6
variant [Homo
sapiens]

gi|209413741|ref|N
M_006275.5| 3683 0

Homo sapiens
serine/arginine-rich
splicing factor 6
(SRSF6), transcript
variant 1, mRNA

G3V6S8 184 5.00E-51 Serine/arginine-rich
splicing factor 6 SPAC16.02c 90.5 8.00E-19 COG0724 pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0000380|alternat
ive mRNA splicing,
via
spliceosome;GO:00
06376|mRNA splice
site
selection;GO:00106
29|negative
regulation of gene
expression;GO:0045
617|negative
regulation of
keratinocyte
differentiation;GO:0
048025|negative
regulation of mRNA
splicing, via
spliceosome;GO:20
00675|negative
regulation of type B
pancreatic cell
apoptotic
process;GO:006050
1|positive regulation
of epithelial cell
proliferation
involved in lung
morphogenesis;GO:
0000381|regulation
of alternative
mRNA splicing, via
spliceosome;GO:00
10837|regulation of
keratinocyte
proliferation;GO:00

GO:0016607|nuclear
speck;GO:0005634|
nucleus;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:003600
2|pre-mRNA
binding;GO:000372
3|RNA binding;

K12893

SFRS4_5_6;
splicing factor,
arginine/serine-rich
4/5/6

ENSG00000124194 0 3 4 0 1.189569 1 0 0 0 3.153563772 0.097626804 0.181262173 up no GDAP1L1 protein_coding chr20:44247099-
44280917:+

gi|376319237|ref|NP
_001243666.1| 1951 0

ganglioside-induced
differentiation-
associated protein
1-like 1 isoform 1
[Homo sapiens]

gi|376319236|ref|N
M_001256737.1| 2855 0

Homo sapiens
ganglioside induced
differentiation
associated protein
1-like 1
(GDAP1L1),
transcript variant 1,
mRNA

Q96MZ0 216 2.00E-66

Ganglioside-
induced
differentiation-
associated protein
1-like 1

. . . . pfam13417 GST_N_3
Glutathione S-
transferase, N-
terminal domain.

GO:0006749|glutathi
one metabolic
process;

GO:0005737|cytopla
sm;

GO:0004364|glutathi
one transferase
activity;

. .

ENSG00000124228 0 0 0 0 0.594929178 3 1 0 2 -2.451874135 0.233877891 NA down no DDX27 protein_coding chr20:49219295-
49244077:+

gi|224593278|ref|NP
_060365.7| 3425 0

probable ATP-
dependent RNA
helicase DDX27
[Homo sapiens]

gi|21732674|emb|AL
832131.1| 4873 0

Homo sapiens
mRNA; cDNA
DKFZp686H1510
(from clone
DKFZp686H1510)

Q96GQ7 397 1.00E-121
Probable ATP-
dependent RNA
helicase DDX27

SPAC30D11.03 391 2.00E-121 COG0513 pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

GO:0010501|RNA
secondary structure
unwinding;GO:0006
364|rRNA
processing;

GO:0005694|chrom
osome;GO:0005730|
nucleolus;

GO:0005524|ATP
binding;GO:000400
4|ATP-dependent
RNA helicase
activity;GO:0044822
|poly(A) RNA
binding;

K13181

DDX27, DRS1;
ATP-dependent
RNA helicase
DDX27
[EC:3.6.4.13]

ENSG00000124302 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CHST8 protein_coding chr19:33621955-
33773509:+

gi|20127609|ref|NP_
071912.2| 1994 0

carbohydrate
sulfotransferase 8
[Homo sapiens]

gi|21361615|ref|NM
_022467.3| 2479 0

Homo sapiens
carbohydrate (N-
acetylgalactosamine
4-0)
sulfotransferase 8
(CHST8), transcript
variant 3, mRNA

Q9H2A9 260 2.00E-81 Carbohydrate
sulfotransferase 8 . . . . pfam03567 Sulfotransfer_2

Sulfotransferase
family. This family
includes a variety of
sulfotransferase
enzymes.
Chondroitin 6-
sulfotransferase
catalyses the
transfer of sulfate to
position 6 of the N-
acetylgalactosamine
residue of
chondroitin. This
family also includes
Heparan sulfate 2-
O-sulfotransferase
(HS2ST) and
Heparan sulfate 6-
sulfotransferase
(HS6ST). Heparan
sulfate (HS) is a co-
receptor for a
number of growth
factors,
morphogens, and
adhesion proteins.
HS biosynthetic
modifications may
determine the
strength and
outcome of HS-
ligand interactions.
Mice that lack
HS2ST undergo
developmental

GO:0016051|carboh
ydrate biosynthetic
process;GO:000741
7|central nervous
system
development;GO:00
42446|hormone
biosynthetic
process;GO:003016
6|proteoglycan
biosynthetic
process;GO:000679
0|sulfur compound
metabolic process;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0001537|N-
acetylgalactosamine
4-O-
sulfotransferase
activity;

K09672

CHST8;
carbohydrate 4-
sulfotransferase 8
[EC:2.8.2.-]

ENSG00000124313 3 8 12 9 15.88770596 34 27 12 40 -1.263205407 0.016509774 0.051363741 down no IQSEC2 protein_coding chrX:53225828-
53321328:-

gi|3043568|dbj|BAA
25448.1| 5693 0 KIAA0522 protein

[Homo sapiens]
gi|342307091|ref|N
M_001111125.2| 6011 0

Homo sapiens IQ
motif and Sec7
domain 2
(IQSEC2),
transcript variant 1,
mRNA

Q5DU25 184 2.00E-51
IQ motif and SEC7
domain-containing
protein 2

SPBC211.03c 78.2 1.00E-13 COG5307 pfam01369 Sec7

Sec7 domain. The
Sec7 domain is a
guanine-nucleotide-
exchange-factor
(GEF) for the
pfam00025 family.

GO:0030036|actin
cytoskeleton
organization;GO:00
32012|regulation of
ARF protein signal
transduction;

GO:0005737|cytopla
sm;

GO:0005086|ARF
guanyl-nucleotide
exchange factor
activity;

K12495
IQSEC; IQ motif
and SEC7 domain-
containing protein



ENSG00000124356 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no STAMBP protein_coding chr2:73828916-
73873659:+

gi|821013038|ref|XP
_012358111.1| 2292 0

PREDICTED:
STAM-binding
protein isoform X1
[Nomascus
leucogenys]

gi|338968853|ref|N
M_213622.2| 6687 0

Homo sapiens
STAM binding
protein (STAMBP),
transcript variant 3,
mRNA

O95630 226 1.00E-70 STAM-binding
protein SPAC19B12.10 184 3.00E-48 COG1310 pfam01398 JAB

JAB1/Mov34/MPN
PAD-1 ubiquitin
protease. Members
of this family are
found in
proteasome
regulatory subunits,
eukaryotic initiation
factor 3 (eIF3)
subunits and
regulators of
transcription
factors. This family
is also known as the
MPN domain and
PAD-1-like domain,
JABP1 domain or
JAMM domain.
These are
metalloenzymes that
function as the
ubiquitin
isopeptidase/
deubiquitinase in
the ubiquitin-based
signaling and
protein turnover
pathways in
eukaryotes.
Versions of the
domain in
prokaryotic
cognates of the
ubiquitin-
modification

GO:0007259|JAK-
STAT
cascade;GO:000028
1|mitotic
cytokinesis;GO:004
3524|negative
regulation of
neuron apoptotic
process;GO:001406
7|negative
regulation of
phosphatidylinositol
3-kinase
signaling;GO:00465
80|negative
regulation of Ras
protein signal
transduction;GO:00
08284|positive
regulation of cell
proliferation;GO:00
16579|protein
deubiquitination;

GO:0032154|cleavag
e
furrow;GO:0005737
|cytoplasm;GO:0005
769|early
endosome;GO:0070
062|extracellular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0005886|plasma
membrane;

GO:0046872|metal
ion
binding;GO:000823
7|metallopeptidase
activity;GO:0019904
|protein domain
specific
binding;GO:000484
3|ubiquitin-specific
protease activity;

K11866

STAMBP, AMSH;
STAM-binding
protein
[EC:3.4.19.12]

ENSG00000124479 0 0 0 0 0.409521496 2 0 2 0 -1.906014106 0.487758354 NA down no NDP protein_coding chrX:43948776-
43973504:-

gi|631224|pir||S3038
9 696 7.00E-85 hypothetical protein

2 - human
gi|223671892|ref|N
M_000266.3| 1833 0

Homo sapiens
Norrie disease
(pseudoglioma)
(NDP), mRNA

Q60HE4 270 1.00E-85 Norrin . . . . pfam00007 Cys_knot

Cystine-knot
domain. The family
comprises
glycoprotein
hormones and the
C-terminal domain
of various
extracellular
proteins. It is
believed to be
involved in
disulfide-linked
dimerization

GO:0016055|Wnt
signaling pathway;

GO:0005615|extrace
llular space; . . .

ENSG00000124486 9 14 18 20 20.86331579 41 29 21 29 -0.436348178 0.260536939 0.383623517 down no USP9X protein_coding chrX:41085635-
41236579:+

gi|145309309|ref|NP
_001034679.2| 13157 0

probable ubiquitin
carboxyl-terminal
hydrolase FAF-X
isoform 3 [Homo
sapiens]

gi|145309308|ref|N
M_001039590.2| 12401 0

Homo sapiens
ubiquitin specific
peptidase 9, X-
linked (USP9X),
transcript variant 3,
mRNA

Q93008 237 1.00E-69
Probable ubiquitin
carboxyl-terminal
hydrolase FAF-X

SPCC188.08c 145 1.00E-33 COG5077 pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0048675|axon
extension;GO:00305
09|BMP signaling
pathway;GO:005130
1|cell
division;GO:004426
7|cellular protein
metabolic
process;GO:000705
9|chromosome
segregation;GO:000
7292|female gamete
generation;GO:0007
067|mitotic nuclear
division;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00017
64|neuron
migration;GO:00165
79|protein
deubiquitination;GO
:0007179|transformi
ng growth factor
beta receptor
signaling
pathway;GO:000651
1|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0030426|gr
owth
cone;GO:0016020|m
embrane;

GO:0070410|co-
SMAD
binding;GO:000419
7|cysteine-type
endopeptidase
activity;GO:0008234
|cysteine-type
peptidase
activity;GO:0004843
|ubiquitin-specific
protease activity;

K11840

USP9_24; ubiquitin
carboxyl-terminal
hydrolase 9/24
[EC:3.4.19.12]

ENSG00000124496 1 0 1 1 0.684900857 0 1 1 0 1.191289725 0.502332552 NA up no TRERF1 protein_coding chr6:42224931-
42452051:-

gi|821018971|ref|XP
_003266313.2| 4505 0

PREDICTED:
transcriptional-
regulating factor 1
isoform X1
[Nomascus
leucogenys]

gi|116077880|emb|A
M404182.1| 7620 0

Homo sapiens
mRNA for breast
cancer anti-estrogen
resistance 2
(BCAR2 gene),
isoform alpha

Q96PN7 1694 0 Transcriptional-
regulating factor 1 . . . . pfam01448 ELM2

ELM2 domain. The
ELM2 (Egl-27 and
MTA1 homology 2)
domain is a small
domain of
unknown function.
It is found in the
MTA1 protein that
is part of the NuRD
complex. The
domain is usually
found to the N
terminus of a myb-
like DNA binding
domain pfam00249.
ELM2 is also found
associated with an
ARID DNA binding
domain pfam01388
in a member from
Arabidopsis
thaliana. This
suggests that ELM2
may also be
involved in DNA
binding, or perhaps
is a protein-protein
interaction domain.

GO:0006707|cholest
erol catabolic
process;GO:004259
2|homeostatic
process;GO:000727
5|multicellular
organismal
development;GO:00
45893|positive
regulation of
transcription, DNA-
templated;GO:00468
85|regulation of
hormone
biosynthetic
process;GO:000635
7|regulation of
transcription from
RNA polymerase II
promoter;GO:00066
94|steroid
biosynthetic
process;GO:000635
1|transcription,
DNA-templated;

GO:0000118|histone
deacetylase
complex;GO:000563
4|nucleus;GO:00056
67|transcription
factor complex;

GO:0008301|DNA
binding,
bending;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0046872
|metal ion
binding;GO:000110
4|RNA polymerase
II transcription
cofactor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000813
4|transcription
factor
binding;GO:004421
2|transcription
regulatory region
DNA binding;

. .

ENSG00000124532 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no MRS2 protein_coding chr6:24402908-
24426194:+

gi|555943842|ref|NP
_001273193.1| 2248 0

magnesium
transporter MRS2
homolog,
mitochondrial
isoform a [Homo
sapiens]

gi|555943841|ref|N
M_001286264.1| 3980 0

Homo sapiens
MRS2 magnesium
transporter (MRS2),
transcript variant 1,
mRNA

Q9HD23 207 7.00E-174

Magnesium
transporter MRS2
homolog,
mitochondrial

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:1990614|mitoch
ondrial magnesium
ion transmembrane
transport;GO:00450
16|mitochondrial
magnesium ion
transport;GO:00550
85|transmembrane
transport;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
739|mitochondrion;

GO:0015095|magne
sium ion
transmembrane
transporter activity;

K16075
MRS2, MFM1;
magnesium
transporter

ENSG00000124535 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no WRNIP1 protein_coding chr6:2765414-
2786952:+

gi|18426902|ref|NP_
064520.2| 2940 0

ATPase WRNIP1
isoform 1 [Homo
sapiens]

gi|8886768|gb|AF21
8313.1|AF218313 3181 0

Homo sapiens
putative helicase
RUVBL mRNA,
complete cds

Q96S55 728 0 ATPase WRNIP1 CAC0326 397 1.00E-127 COG2256 pfam12002 MgsA_C

MgsA AAA+
ATPase C terminal.
The MgsA protein
possesses DNA-
dependent ATPase
and ssDNA
annealing activities.
MgsA contributes to
the recovery of
stalled replication
forks and therefore
prevents genomic
instability caused by
aberrant DNA
replication.
Additionally, MgsA
may play a role in
chromosomal
segregation. This is
consistent with a
report that MgsA
co-localizes with the
replisome and
affects chromosome
segregation. This
domain represents
the C terminal
region of MgsA.

GO:0006260|DNA
replication;GO:0000
731|DNA synthesis
involved in DNA
repair;GO:0030174|r
egulation of DNA-
dependent DNA
replication
initiation;

GO:0016020|membr
ane;GO:0005634|nu
cleus;GO:0048471|p
erinuclear region of
cytoplasm;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0003677
|DNA
binding;GO:004687
2|metal ion binding;

K07478 ycaJ; putative
ATPase

ENSG00000124587 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PEX6 protein_coding chr6:42963870-
42979220:-

gi|194018488|ref|NP
_000278.3| 4199 0

peroxisome
biogenesis factor 6
[Homo sapiens]

gi|194018487|ref|N
M_000287.3| 3475 0

Homo sapiens
peroxisomal
biogenesis factor 6
(PEX6), mRNA

Q13608 1622 0 Peroxisome
assembly factor 2 . . . . pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0007031|peroxis
ome
organization;GO:00
16561|protein
import into
peroxisome matrix,
translocation;GO:00
50821|protein
stabilization;GO:000
6625|protein
targeting to
peroxisome;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005778|pe
roxisomal
membrane;GO:0005
777|peroxisome;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0042623
|ATPase activity,
coupled;GO:000802
2|protein C-
terminus
binding;GO:003240
3|protein complex
binding;

K13339 PEX6, PXAAA1;
peroxin-6

ENSG00000124762 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CDKN1A protein_coding chr6:36676460-
36687339:+

gi|119624311|gb|EA
X03906.1| 888 1.00E-118

cyclin-dependent
kinase inhibitor 1A
(p21, Cip1),
isoform CRA_b
[Homo sapiens]

gi|334085241|ref|N
M_001220778.1| 2264 0

Homo sapiens
cyclin-dependent
kinase inhibitor 1A
(p21, Cip1)
(CDKN1A),
transcript variant 4,
mRNA

P38936 232 5.00E-76 Cyclin-dependent
kinase inhibitor 1 . . . . pfam02234 CDI

Cyclin-dependent
kinase inhibitor.
Cell cycle
progression is
negatively
controlled by
cyclin-dependent
kinases inhibitors
(CDIs). CDIs are
involved in cell
cycle arrest at the
G1 phase.

GO:0031100|organ
regeneration;GO:00
07050|cell cycle
arrest;GO:0034198|c
ellular response to
amino acid
starvation;GO:00069
74|cellular response
to DNA damage
stimulus;GO:003166
8|cellular response
to extracellular
stimulus;GO:003460
5|cellular response
to
heat;GO:0071479|cel
lular response to
ionizing
radiation;GO:00714
93|cellular response
to UV-
B;GO:0090398|cellul
ar
senescence;GO:0006
977|DNA damage
response, signal
transduction by p53
class mediator
resulting in cell
cycle
arrest;GO:0000082|
G1/S transition of
mitotic cell
cycle;GO:0000086|G
2/M transition of

GO:0000307|cyclin-
dependent protein
kinase holoenzyme
complex;GO:000582
9|cytosol;GO:00057
30|nucleolus;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0070557|PCN
A-p21
complex;GO:004847
1|perinuclear region
of
cytoplasm;GO:0043
234|protein
complex;

GO:0019912|cyclin-
dependent protein
kinase activating
kinase
activity;GO:0004861
|cyclin-dependent
protein
serine/threonine
kinase inhibitor
activity;GO:0046872
|metal ion
binding;GO:003162
5|ubiquitin protein
ligase binding;

K06625

CDKN1A, P21,
CIP1; cyclin-
dependent kinase
inhibitor 1A



ENSG00000124766 100 70 49 61 52.47776406 13 20 29 23 2.363298909 8.14E-08 4.87E-06 up yes SOX4 protein_coding chr6:21592768-
21598619:+

gi|544430017|ref|XP
_005553989.1| 1022 3.00E-120

PREDICTED:
transcription factor
SOX-4 [Macaca
fascicularis]

gi|336455046|ref|NG
_029166.1| 5852 0

Homo sapiens SRY
(sex determining
region Y)-box 4
(SOX4),
RefSeqGene on
chromosome 6

Q06945 397 4.00E-121 Transcription factor
SOX-4 . . . . pfam00505 HMG_box HMG (high mobility

group) box.

GO:0035910|ascendi
ng aorta
morphogenesis;GO:
0003289|atrial
septum primum
morphogenesis;GO:
0060070|canonical
Wnt signaling
pathway;GO:000321
5|cardiac right
ventricle
morphogenesis;GO:
0003211|cardiac
ventricle
formation;GO:0071
333|cellular
response to glucose
stimulus;GO:004276
9|DNA damage
response, detection
of DNA
damage;GO:000697
7|DNA damage
response, signal
transduction by p53
class mediator
resulting in cell
cycle
arrest;GO:0031018|e
ndocrine pancreas
development;GO:00
21782|glial cell
development;GO:00
14009|glial cell
proliferation;GO:00

GO:0005737|cytopla
sm;GO:0005739|mit
ochondrion;GO:004
4798|nuclear
transcription factor
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0001046|core
promoter sequence-
specific DNA
binding;GO:000107
1|nucleic acid
binding
transcription factor
activity;GO:0001105
|RNA polymerase II
transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09268

SOX4_11_12;
transcription factor
SOX4/11/12 (SOX
group C)

ENSG00000124785 20 29 26 51 68.21323025 112 98 172 122 -1.50072173 1.37E-06 4.26E-05 down yes NRN1 protein_coding chr6:5997999-
6007605:-

gi|525314175|ref|NP
_001265640.1| 803 7.00E-101 neuritin isoform 2

[Homo sapiens]
gi|525314174|ref|N
M_001278711.1| 1795 0

Homo sapiens
neuritin 1 (NRN1),
transcript variant 3,
mRNA

O08957 225 1.00E-68 Neuritin . . . . pfam15056 NRN1

Neuritin protein
family. The domain
family Neuritin1
(NRN1) is a GPI-
anchored protein
expressed in post-
mitotic-
differentiating
neurons in the
developing nervous
system. NRN1 is a
glutamate and
neurotrophin
receptor target
encoding a neuronal
protein that
functions
extracellularly to
modulate neurite
outgrowth
(OMIM:607409).
This family of
proteins is found in
eukaryotes. Proteins
in this family are
typically between
and 158 amino acids
in length.

GO:0007399|nervou
s system
development;

GO:0031225|anchor
ed component of
membrane;GO:0030
054|cell
junction;GO:000588
6|plasma
membrane;GO:0045
202|synapse;

. . .

ENSG00000124786 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SLC35B3 protein_coding chr6:8413068-
8435483:-

gi|21361503|ref|NP_
057032.2| 2104 0

adenosine 3'-
phospho 5'-
phosphosulfate
transporter 2 [Homo
sapiens]

gi|568384732|ref|N
M_015948.4| 2137 0

Homo sapiens
solute carrier family
35 (adenosine 3'-
phospho 5'-
phosphosulfate
transporter),
member B3
(SLC35B3),
transcript variant 1,
mRNA

Q9H1N7 815 0

Adenosine 3'-
phospho 5'-
phosphosulfate
transporter 2

YPL244c 78.6 6.00E-15 COG0697 pfam08449 UAA

UAA transporter
family. This family
includes
transporters with a
specificity for UDP-
N-
acetylglucosamine.

GO:0050428|3'-
phosphoadenosine
5'-phosphosulfate
biosynthetic
process;

GO:0000139|Golgi
membrane;GO:0030
176|integral
component of
endoplasmic
reticulum
membrane;GO:0030
173|integral
component of Golgi
membrane;

GO:0046964|3'-
phosphoadenosine
5'-phosphosulfate
transmembrane
transporter activity;

K15277

SLC35B3, PAPST2;
solute carrier family
35 (adenosine 3'-
phospho 5'-
phosphosulfate
transporter),
member B3

ENSG00000124788 24 9 25 8 13.53131887 1 3 15 4 2.24993336 0.005815412 0.024385401 up yes ATXN1 protein_coding chr6:16299112-
16761491:-

gi|426351699|ref|XP
_004043367.1| 3692 0

PREDICTED:
ataxin-1 [Gorilla
gorilla gorilla]

gi|189491746|ref|N
M_000332.3| 10602 0

Homo sapiens
ataxin 1 (ATXN1),
transcript variant 1,
mRNA

P54253 1402 0 Ataxin-1 . . . . pfam08517 AXH

Ataxin-1 and HBP1
module (AXH).
AXH is a protein-
protein and RNA
binding motif found
in Ataxin-1 (ATX1).
ATX1 is responsible
for the autosomal-
dominant
neurodegenerative
disorder
Spinocerebellar
ataxia type-1
(SCA1) in humans.
The AXH module
has also been
identified in the
apparently unrelated
transcription factor
HBP1 which is
thought to be
involved in the
architectural
regulation of
chromatin and in
specific gene
expression.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00511
68|nuclear
export;GO:0006396|
RNA
processing;GO:0006
351|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0043231|intr
acellular membrane-
bounded
organelle;GO:00424
05|nuclear inclusion
body;GO:0016363|n
uclear
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0003677|DNA
binding;GO:004280
2|identical protein
binding;GO:003404
6|poly(G)
binding;GO:000826
6|poly(U) RNA
binding;GO:000802
2|protein C-
terminus
binding;GO:004362
1|protein self-
association;

. .

ENSG00000124789 185 115 178 55 105.7866014 25 24 78 42 2.382696432 4.64E-05 0.000592541 up yes NUP153 protein_coding chr6:17615035-
17706834:-

gi|503774352|ref|NP
_001265138.1| 6368 0

nuclear pore
complex protein
Nup153 isoform 1
[Homo sapiens]

gi|503774351|ref|N
M_001278209.1| 6030 0

Homo sapiens
nucleoporin 153kDa
(NUP153),
transcript variant 1,
mRNA

P49790 2368 0
Nuclear pore
complex protein
Nup153

. . . . pfam08604 Nup153

Nucleoporin
Nup153-like. This
family contains both
the nucleoporin
Nup153 from
human and Nup153
from fission yeast.
These have been
demonstrated to be
functionally
equivalent.

GO:0031047|gene
silencing by
RNA;GO:0075733|i
ntracellular
transport of
virus;GO:0007077|
mitotic nuclear
envelope
disassembly;GO:000
6406|mRNA export
from
nucleus;GO:004683
2|negative
regulation of RNA
export from
nucleus;GO:005129
2|nuclear pore
complex
assembly;GO:00066
06|protein import
into
nucleus;GO:001692
5|protein
sumoylation;GO:19
00034|regulation of
cellular response to
heat;GO:0010827|re
gulation of glucose
transport;GO:00064
09|tRNA export
from
nucleus;GO:004671
8|viral entry into
host
cell;GO:0075732|vir

GO:0005737|cytopla
sm;GO:0042405|nuc
lear inclusion
body;GO:0031965|n
uclear
membrane;GO:0034
399|nuclear
periphery;GO:00056
43|nuclear
pore;GO:0044613|n
uclear pore central
transport
channel;GO:004461
5|nuclear pore
nuclear
basket;GO:0005730|
nucleolus;GO:00056
54|nucleoplasm;

GO:0003677|DNA
binding;GO:004280
2|identical protein
binding;GO:000813
9|nuclear
localization
sequence
binding;GO:000548
7|nucleocytoplasmic
transporter
activity;GO:0043495
|protein
anchor;GO:0017056|
structural
constituent of
nuclear
pore;GO:0008270|zi
nc ion binding;

K14296
NUP153; nuclear
pore complex
protein Nup153

ENSG00000124813 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no RUNX2 protein_coding chr6:45328157-
45664349:+

gi|119624686|gb|EA
X04281.1| 2703 0

runt-related
transcription factor
2, isoform CRA_e
[Homo sapiens]

gi|226442790|ref|N
M_001015051.3| 5487 0

Homo sapiens runt-
related transcription
factor 2 (RUNX2),
transcript variant 2,
mRNA

Q08775 914 0
Runt-related
transcription factor
2

. . . . pfam00853 Runt Runt domain.

GO:0044344|cellular
response to
fibroblast growth
factor
stimulus;GO:000206
2|chondrocyte
differentiation;GO:0
030097|hemopoiesis
;GO:0030182|neuro
n
differentiation;GO:0
045778|positive
regulation of
ossification;GO:004
5667|regulation of
osteoblast
differentiation;GO:0
006357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:000367
7|DNA
binding;GO:004282
6|histone
deacetylase
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000813
4|transcription
factor binding;

K09278

RUNX2, AML3;
runt-related
transcription factor
2

ENSG00000124942 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no AHNAK protein_coding chr11:62433542-
62556235:-

gi|61743954|ref|NP_
001611.1| 26736 0

neuroblast
differentiation-
associated protein
AHNAK isoform 1
[Homo sapiens]

gi|427918085|ref|N
M_001620.2| 18787 0

Homo sapiens
AHNAK
nucleoprotein
(AHNAK),
transcript variant 1,
mRNA

Q09666 189 6.00E-52

Neuroblast
differentiation-
associated protein
AHNAK

. . . . pfam13116 DUF3971

Protein of unknown
function. Some
members of this
family are related to
the AsmA family
proteins.

GO:0051259|protein
oligomerization;GO:
0043484|regulation
of RNA
splicing;GO:190138
5|regulation of
voltage-gated
calcium channel
activity;

GO:0015629|actin
cytoskeleton;GO:00
05913|cell-cell
adherens
junction;GO:004429
1|cell-cell contact
zone;GO:0043034|c
ostamere;GO:00057
37|cytoplasm;GO:00
05829|cytosol;GO:0
070062|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00057
65|lysosomal
membrane;GO:0016
020|membrane;GO:
0005634|nucleus;G
O:0005886|plasma
membrane;GO:0042
383|sarcolemma;GO
:0030315|T-
tubule;GO:0031982|
vesicle;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00448
22|poly(A) RNA
binding;GO:004454
8|S100 protein
binding;GO:009749
3|structural
molecule activity
conferring elasticity;

. .



ENSG00000125107 0 3 1 11 11.26299166 33 27 9 27 -2.306141471 0.001769332 0.010307249 down yes CNOT1 protein_coding chr16:58519951-
58629886:-

gi|544517527|ref|XP
_005592177.1| 11937 0

PREDICTED:
CCR4-NOT
transcription
complex subunit 1
isoform X1 [Macaca
fascicularis]

gi|388454195|ref|N
M_016284.4| 8471 0

Homo sapiens
CCR4-NOT
transcription
complex, subunit 1
(CNOT1), transcript
variant 1, mRNA

A0JP85 94.7 4.00E-21
CCR4-NOT
transcription
complex subunit 1

SPAC20G8.06 489 2.00E-139 COG5103 pfam04054 Not1

CCR4-Not complex
component, Not1.
The Ccr4-Not
complex is a global
regulator of
transcription that
affects genes
positively and
negatively and is
thought to regulate
transcription factor
TFIID.

GO:0043010|camera
-type eye
development;GO:00
21549|cerebellum
development;GO:00
42384|cilium
assembly;GO:00901
02|cochlea
development;GO:00
22038|corpus
callosum
development;GO:00
07368|determination
of left/right
symmetry;GO:00351
15|embryonic
forelimb
morphogenesis;GO:
0035116|embryonic
hindlimb
morphogenesis;GO:
0001736|establishme
nt of planar
polarity;GO:000716
3|establishment or
maintenance of cell
polarity;GO:000170
1|in utero
embryonic
development;GO:00
01822|kidney
development;GO:00
21670|lateral
ventricle
development;GO:00

GO:0005930|axone
me;GO:0005923|bic
ellular tight
junction;GO:000591
1|cell-cell
junction;GO:000581
3|centrosome;GO:00
36064|ciliary basal
body;GO:0035869|ci
liary transition
zone;GO:0005929|ci
lium;GO:0005737|cy
toplasm;GO:000582
9|cytosol;

GO:0031870|thromb
oxane A2 receptor
binding;

K12604

CNOT1, NOT1;
CCR4-NOT
transcription
complex subunit 1

ENSG00000125124 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no BBS2 protein_coding chr16:56466836-
56520283:-

gi|530424176|ref|XP
_005256137.1| 3716 0

PREDICTED:
Bardet-Biedl
syndrome 2 protein
isoform X1 [Homo
sapiens]

gi|62087389|dbj|AB
208905.1| 6061 0

Homo sapiens
mRNA for Bardet-
Biedl syndrome 2
protein variant
protein

Q9BXC9 294 2.00E-93 Bardet-Biedl
syndrome 2 protein . . . . pfam14782 BBS2_C

Ciliary BBSome
complex subunit 2,
C-terminal. The
BBSome (so-named
after the association
with Bardet-Biedl
syndrome) is a
complex of 8
subunits that lies at
the base of the
flagellar
microtubule
structure. The
precise function of
the all the individual
components in cilia
formation is
unclear, however
they function to
promote loading of
cargo to the ciliary
axoneme. The
primary cilium, a
slim microtubule-
based organelle that
projects from the
surface of
vertebrate cells has
crucial roles in
vertebrate
development and
human genetic
diseases. Cilia are
required for the
response to

GO:0030534|adult
behavior;GO:00148
24|artery smooth
muscle
contraction;GO:004
8854|brain
morphogenesis;GO:
0051216|cartilage
development;GO:00
21987|cerebral
cortex
development;GO:00
42384|cilium
assembly;GO:00602
71|cilium
morphogenesis;GO:
0045444|fat cell
differentiation;GO:0
043001|Golgi to
plasma membrane
protein
transport;GO:00217
66|hippocampus
development;GO:00
32402|melanosome
transport;GO:00381
08|negative
regulation of
appetite by leptin-
mediated signaling
pathway;GO:001062
9|negative
regulation of gene
expression;GO:0040
015|negative

GO:0034464|BBSo
me;GO:0036064|cili
ary basal
body;GO:0060170|ci
liary
membrane;GO:0005
829|cytosol;GO:001
6020|membrane;GO
:0005902|microvillu
s;GO:0031514|motil
e
cilium;GO:0032420|
stereocilium;

GO:0001103|RNA
polymerase II
repressing
transcription factor
binding;

K16747 BBS2; Bardet-Biedl
syndrome 2 protein

ENSG00000125149 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no C16orf70 protein_coding chr16:67109958-
67148539:+

gi|21361956|ref|NP_
079463.2| 2146 0

UPF0183 protein
C16orf70 [Homo
sapiens]

gi|34147691|ref|NM
_025187.3| 2841 0

Homo sapiens
chromosome 16
open reading frame
70 (C16orf70),
mRNA

O08654 87.8 3.00E-19 UPF0183 protein
C16orf70 homolog . . . . pfam03676 UPF0183

Uncharacterized
protein family
(UPF0183). This
family of proteins
includes Lin-10
from C. elegans.

GO:0035690|cellular
response to
drug;GO:0036018|ce
llular response to
erythropoietin;GO:0
036016|cellular
response to
interleukin-
3;GO:0071294|cellul
ar response to zinc
ion;GO:0045926|neg
ative regulation of
growth;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0048471|pe
rinuclear region of
cytoplasm;

GO:0008144|drug
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000125247 0 0 0 1 0.516935781 2 0 2 0 -1.181357181 0.594382223 NA down no TMTC4 protein_coding chr13:100603927-
100675093:-

gi|118766330|ref|NP
_116202.2| 3794 0

transmembrane and
TPR repeat-
containing protein 4
isoform 1 [Homo
sapiens]

gi|557128983|ref|N
M_032813.3| 3602 0

Homo sapiens
transmembrane and
tetratricopeptide
repeat containing 4
(TMTC4), transcript
variant 1, mRNA

Q5T4D3 63.5 8.00E-09
Transmembrane
and TPR repeat-
containing protein 4

. . . . pfam08409 DUF1736

Domain of
unknown function
(DUF1736). This
domain of
unknown function
is found in various
hypothetical
metazoan proteins.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000125249 0 0 0 3 4.015219012 14 9 6 8 -3.181899059 0.003334472 0.016081051 down yes RAP2A protein_coding chr13:97434222-
97469128:+

gi|686744183|ref|XP
_009247013.1| 843 6.00E-100

PREDICTED: ras-
related protein Rap-
2a [Pongo abelii]

gi|426375822|ref|X
M_004054669.1| 4991 0

PREDICTED:
Gorilla gorilla
gorilla RAP2A,
member of RAS
oncogene family
(RAP2A), partial
mRNA

Q5R988 185 1.00E-83 Ras-related protein
Rap-2a . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
034613|cellular
protein
localization;GO:003
1954|positive
regulation of
protein
autophosphorylatio
n;GO:0032486|Rap
protein signal
transduction;GO:00
48814|regulation of
dendrite
morphogenesis;GO:
0046328|regulation
of JNK cascade;

GO:0030496|midbo
dy;GO:0055038|recy
cling endosome
membrane;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

. .

ENSG00000125266 1 1 0 2 2.161204401 9 3 4 0 -1.534909415 0.214626757 0.333266592 down no EFNB2 protein_coding chr13:106489731-
106535114:-

gi|4758250|ref|NP_0
04084.1| 1569 0 ephrin-B2 precursor

[Homo sapiens]
gi|317171923|ref|N
M_004093.3| 4387 0

Homo sapiens
ephrin-B2 (EFNB2),
mRNA

P52799 608 0 Ephrin-B2 . . . . pfam00812 Ephrin Ephrin.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0009887|organ
morphogenesis;GO:
0007411|axon
guidance;GO:00071
55|cell
adhesion;GO:00020
42|cell migration
involved in
sprouting
angiogenesis;GO:00
07267|cell-cell
signaling;GO:00480
13|ephrin receptor
signaling
pathway;GO:000194
5|lymph vessel
development;GO:00
10839|negative
regulation of
keratinocyte
proliferation;GO:00
72178|nephric duct
morphogenesis;GO:
1903849|positive
regulation of aorta
morphogenesis;GO:
2000727|positive
regulation of
cardiac muscle cell
differentiation;GO:0
008284|positive
regulation of cell

GO:0005925|focal
adhesion;GO:00058
87|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0046875|ephrin
receptor
binding;GO:000161
8|virus receptor
activity;

K05463 EFNB; ephrin-B

ENSG00000125285 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no SOX21 protein_coding chr13:94709622-
94712399:-

gi|586447766|ref|XP
_006832065.1| 767 6.00E-91

PREDICTED:
transcription factor
SOX-21 isoform X1
[Chrysochloris
asiatica]

gi|11034478|emb|AL
137061.12| 2778 0

Human DNA
sequence from
clone RP11-477B16
on chromosome 13,
complete sequence

Q9Y651 300 2.00E-92 Transcription factor
SOX-21 . . . . pfam00505 HMG_box HMG (high mobility

group) box.

GO:0001942|hair
follicle
development;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00488
63|stem cell
differentiation;GO:0
006351|transcription
, DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09267

SOX1S;
transcription factor
SOX1/3/14/21 (SOX
group B)

ENSG00000125304 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no TM9SF2 protein_coding chr13:99501417-
99564006:+

gi|426375855|ref|XP
_004054732.1| 3311 0

PREDICTED:
transmembrane 9
superfamily
member 2 [Gorilla
gorilla gorilla]

gi|410025489|ref|N
M_004800.2| 3430 0

Homo sapiens
transmembrane 9
superfamily
member 2
(TM9SF2), mRNA

Q99805 137 1.00E-36
Transmembrane 9
superfamily
member 2

. . . . pfam02990 EMP70 Endomembrane
protein 70.

GO:0006810|transpo
rt;

GO:0005768|endoso
me;GO:0010008|end
osome
membrane;GO:0070
062|extracellular
exosome;GO:00058
87|integral
component of
plasma membrane;

. K17086

TM9SF2_4;
transmembrane 9
superfamily
member 2/4

ENSG00000125352 16 4 22 5 12.0965969 6 12 10 12 0.989688519 0.157971602 0.267028921 up no RNF113A protein_coding chrX:119870475-
119871827:-

gi|189054541|dbj|B
AG37314.1| 1587 0

unnamed protein
product [Homo
sapiens]

gi|296040477|ref|NG
_021227.1| 1353 0

Homo sapiens ring
finger protein 113A
(RNF113A),
RefSeqGene on
chromosome X

O15541 615 0 RING finger protein
113A YLR323c 143 3.00E-38 COG5152 pfam13923 zf-C3HC4_2 Zinc finger, C3HC4

type (RING finger).

GO:0045292|mRNA
cis splicing, via
spliceosome;GO:00
34247|snoRNA
splicing;

GO:0005684|U2-
type spliceosomal
complex;

GO:0008270|zinc
ion binding; K13127

RNF113A, CWC24;
RING finger protein
113A



ENSG00000125354 0 1 0 1 0.930394882 4 1 0 2 -1.295448235 0.419861606 NA down no 6-Sep protein_coding chrX:119615724-
119693370:-

gi|21361478|ref|NP_
055944.2| 2008 0 septin-6 isoform B

[Homo sapiens]
gi|156671209|ref|N
M_145799.3| 4694 0

Homo sapiens
septin 6 (SEPT6),
transcript variant I,
mRNA

Q14141 760 0 Septin-6 SPAC4F10.11 239 1.00E-68 COG5019 pfam00735 Septin

Septin. Members of
this family include
CDC3, CDC10,
CDC11 and
CDC12/Septin.
Members of this
family bind GTP.
As regards the
septins, these are
polypeptides of 30-
65kDa with three
characteristic
GTPase motifs (G-
1, G-3 and G-4) that
are similar to those
of the Ras family.
The G-4 motif is
strictly conserved
with a unique septin
consensus of
AKAD. Most
septins are thought
to have at least one
coiled-coil region,
which in some cases
is necessary for
intermolecular
interactions that
allow septins to
polymerize to form
rod-shaped
complexes. In turn,
these are arranged
into tandem arrays
to form filaments

GO:0000910|cytokin
esis;GO:0016032|vir
al process;

GO:0043679|axon
terminus;GO:00321
54|cleavage
furrow;GO:0000777
|condensed
chromosome
kinetochore;GO:003
0496|midbody;GO:0
032173|septin
collar;GO:0031105|s
eptin
complex;GO:000594
0|septin
ring;GO:0005819|spi
ndle;GO:0008021|sy
naptic vesicle;

GO:0005525|GTP
binding; K16939 SEPT6_8_11; septin

6/8/11

ENSG00000125378 0 12 1 12 7.749159743 7 13 12 16 -0.58284709 0.432890556 0.562498507 down no BMP4 protein_coding chr14:53949736-
53958761:-

gi|148688764|gb|ED
L20711.1| 2138 0

bone
morphogenetic
protein 4, isoform
CRA_b, partial
[Mus musculus]

gi|157276592|ref|N
M_001202.3| 1917 0

Homo sapiens bone
morphogenetic
protein 4 (BMP4),
transcript variant 1,
mRNA

P12644 197 6.00E-60
Bone
morphogenetic
protein 4

. . . . pfam00688 TGFb_propeptide

TGF-beta
propeptide. This
propeptide is
known as latency
associated peptide
(LAP) in TGF-beta.
LAP is a
homodimer which
is disulfide linked to
TGF-beta binding
protein.

GO:0000186|activati
on of MAPKK
activity;GO:0009948
|anterior/posterior
axis
specification;GO:00
03180|aortic valve
morphogenesis;GO:
0002043|blood
vessel endothelial
cell proliferation
involved in
sprouting
angiogenesis;GO:00
30509|BMP
signaling
pathway;GO:006131
2|BMP signaling
pathway involved in
heart
development;GO:00
03130|BMP
signaling pathway
involved in heart
induction;GO:00718
93|BMP signaling
pathway involved in
nephric duct
formation;GO:0061
151|BMP signaling
pathway involved in
renal system
segmentation;GO:00
61149|BMP
signaling pathway

GO:0005576|extrace
llular
region;GO:0005615|
extracellular
space;GO:0005578|p
roteinaceous
extracellular matrix;

GO:0070700|BMP
receptor
binding;GO:004205
6|chemoattractant
activity;GO:0039706
|co-receptor
binding;GO:000512
5|cytokine
activity;GO:0008201
|heparin
binding;GO:000516
0|transforming
growth factor beta
receptor binding;

K04662
BMP2_4; bone
morphogenetic
protein 2/4

ENSG00000125534 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PPDPF protein_coding chr20:63520724-
63522206:+

gi|768018289|ref|XP
_011527344.1| 423 2.00E-47

PREDICTED:
pancreatic
progenitor cell
differentiation and
proliferation factor
isoform X1 [Homo
sapiens]

gi|34147371|ref|NM
_024299.2| 777 0

Homo sapiens
pancreatic
progenitor cell
differentiation and
proliferation factor
(PPDPF), mRNA

Q9H3Y8 139 8.00E-41

Pancreatic
progenitor cell
differentiation and
proliferation factor

. . . . pfam15060 PPDFL

Differentiation and
proliferation
regulator. Pancreatic
progenitor cell
differentiation and
proliferation factor-
like protein
(PPDFL) is
alternatively named
Exocrine
differentiation and
proliferation factor-
like protein. PPDFL
regulates exocrine
cell fate. This
protein is highly
expressed in
exocrine progenitor
cells which
eventually
differentiate to form
exocrine pancreatic
cells.

GO:0001708|cell
fate
specification;GO:00
31017|exocrine
pancreas
development;

. . . .

ENSG00000125675 4 4 8 17 41.97706662 135 96 38 108 -3.02105718 7.45E-09 8.45E-07 down yes GRIA3 protein_coding chrX:123184153-
123490915:+

gi|60360568|dbj|BA
D90527.1| 4613 0 mKIAA4184 protein

[Mus musculus]
gi|163659857|ref|N
M_000828.4| 5170 0

Homo sapiens
glutamate receptor,
ionotropic, AMPA 3
(GRIA3), transcript
variant 2, mRNA

P42263 303 3.00E-95 Glutamate receptor
3 . . . . pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

.

GO:0032281|AMPA
glutamate receptor
complex;GO:003005
4|cell
junction;GO:001602
0|membrane;GO:00
05654|nucleoplasm;
GO:0005886|plasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0004971|AMPA
glutamate receptor
activity;GO:0005234
|extracellular-
glutamate-gated ion
channel activity;

K05199 GRIA3; glutamate
receptor 3

ENSG00000125676 6 4 3 3 6.632113847 14 13 5 9 -0.757106754 0.236548315 0.359901731 down no THOC2 protein_coding chrX:123600561-
123733056:-

gi|332861582|ref|XP
_001139291.2| 7245 0

PREDICTED: THO
complex subunit 2
[Pan troglodytes]

gi|125656164|ref|N
M_001081550.1| 5609 0

Homo sapiens THO
complex 2
(THOC2), mRNA

B0KWH8 60.5 2.00E-09 THO complex
subunit 2 . . . . pfam11262 Tho2

Transcription
factor/nuclear
export subunit
protein 2. THO and
TREX form a
eukaryotic complex
which functions in
messenger
ribonucleoprotein
metabolizm and
plays a role in
preventing the
transcription-
associated genetic
instability. Tho2,
along with four
other subunits
forms THO

GO:0031532|actin
cytoskeleton
reorganization;GO:0
007155|cell
adhesion;GO:00301
54|cell
differentiation;GO:0
008283|cell
proliferation;GO:00
06935|chemotaxis;G
O:0007173|epiderm
al growth factor
receptor signaling
pathway;GO:003809
5|Fc-epsilon
receptor signaling
pathway;GO:004508
7|innate immune
response;GO:00380
83|peptidyl-tyrosine
autophosphorylatio
n;GO:0030335|positi
ve regulation of cell
migration;GO:00510
92|positive
regulation of NF-
kappaB
transcription factor
activity;GO:0042127
|regulation of cell
proliferation;GO:00
42058|regulation of
epidermal growth
factor receptor
signaling

GO:0005938|cell
cortex;GO:0030054|
cell
junction;GO:004299
5|cell
projection;GO:0005
856|cytoskeleton;G
O:0031234|extrinsic
component of
cytoplasmic side of
plasma
membrane;GO:0005
634|nucleus;

GO:0005524|ATP
binding;GO:000828
9|lipid
binding;GO:000471
5|non-membrane
spanning protein
tyrosine kinase
activity;GO:0005102
|receptor binding;

K08889

FER, TYK3;
tyrosine-protein
kinase Fer
[EC:2.7.10.2]

ENSG00000125686 1 3 4 5 9.549834157 29 25 3 21 -2.066789081 0.005258136 0.022538576 down yes MED1 protein_coding chr17:39404285-
39451286:-

gi|114667709|ref|XP
_001172406.1| 4837 0

PREDICTED:
mediator of RNA
polymerase II
transcription
subunit 1 isoform
X1 [Pan
troglodytes]

gi|154813205|ref|N
M_004774.3| 5832 0

Homo sapiens
mediator complex
subunit 1 (MED1),
mRNA

Q15648 1867 0

Mediator of RNA
polymerase II
transcription
subunit 1

. . . . pfam10744 Med1

Mediator of RNA
polymerase II
transcription
subunit 1. Mediator
complexes are basic
necessities for
linking
transcriptional
regulators to RNA
polymerase II. This
domain, Med1, is
conserved from
plants to fungi to
humans and forms
part of the Med9
submodule of the
Srb/Med complex. it
is one of three
subunits essential
for viability of the
whole organism via
its role in
environmentally-
directed cell-fate
decisions. Med1 is
part of the tail
region of the
Mediator complex.

GO:0006702|androg
en biosynthetic
process;GO:003052
1|androgen receptor
signaling
pathway;GO:000152
5|angiogenesis;GO:0
031100|organ
regeneration;GO:00
07420|brain
development;GO:00
00902|cell
morphogenesis;GO:
0044255|cellular
lipid metabolic
process;GO:007136
4|cellular response
to epidermal growth
factor
stimulus;GO:003572
9|cellular response
to hepatocyte
growth factor
stimulus;GO:007138
3|cellular response
to steroid hormone
stimulus;GO:009706
7|cellular response
to thyroid hormone
stimulus;GO:003505
0|embryonic heart
tube
development;GO:00
35162|embryonic
hemopoiesis;GO:00

GO:0000785|chrom
atin;GO:0016592|me
diator
complex;GO:001602
0|membrane;GO:00
05730|nucleolus;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0032993|pro
tein-DNA
complex;GO:000015
1|ubiquitin ligase
complex;

GO:0003682|chrom
atin
binding;GO:003149
0|chromatin DNA
binding;GO:000104
7|core promoter
binding;GO:003033
1|estrogen receptor
binding;GO:005069
3|LBD domain
binding;GO:001692
2|ligand-dependent
nuclear receptor
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0036033
|mediator complex
binding;GO:003525
7|nuclear hormone
receptor
binding;GO:004297
5|peroxisome
proliferator
activated receptor
binding;GO:000487
2|receptor
activity;GO:0042974
|retinoic acid
receptor
binding;GO:000097
8|RNA polymerase
II core promoter

K15144

MED1; mediator of
RNA polymerase II
transcription
subunit 1

ENSG00000125740 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no FOSB protein_coding chr19:45467995-
45475179:+

gi|166999613|ref|NP
_006723.2| 1098 2.00E-135

protein fosB
isoform 1 [Homo
sapiens]

gi|166999612|ref|N
M_006732.2| 3775 0

Homo sapiens FBJ
murine
osteosarcoma viral
oncogene homolog
B (FOSB),
transcript variant 1,
mRNA

P53539 211 3.00E-60 Protein fosB . . . . pfam12737 Mating_C

C-terminal domain
of homeodomain 1.
Mating in fungi is
controlled by the
loci that determine
the mating type of
an individual, and
only individuals
with differing
mating types can
mate. Basidiomycete
fungi have evolved
a unique mating
system, termed
tetrapolar or
bifactorial
incompatibility, in
which mating type
is determined by
two unlinked loci;
compatibility at
both loci is required
for mating to occur.
The multi-allelic
tetrapolar mating
system is
considered to be a
novel innovation
that could have only
evolved once, and
is thus unique to the
mushroom fungi.
This domain is C-
terminal to the
homeodomain

GO:0071277|cellular
response to calcium
ion;GO:0032870|cell
ular response to
hormone
stimulus;GO:000756
5|female
pregnancy;GO:0000
122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00515
91|response to
cAMP;GO:0051412|
response to
corticosterone;GO:0
042493|response to
drug;GO:0009612|re
sponse to
mechanical
stimulus;GO:004327
8|response to
morphine;GO:00325
70|response to
progesterone;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000098
2|transcription
factor activity, RNA
polymerase II core
promoter proximal
region sequence-
specific
binding;GO:000813
4|transcription
factor
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09029 FOSB; protein FosB



ENSG00000125746 1 6 4 6 3.90715683 6 2 3 5 0.575643726 0.432442522 0.562337242 up no EML2 protein_coding chr19:45606994-
45645629:-

gi|300795584|ref|NP
_001180197.1| 4140 0

echinoderm
microtubule-
associated protein-
like 2 isoform 1
[Homo sapiens]

gi|300795604|ref|N
M_001193269.1| 2791 0

Homo sapiens
echinoderm
microtubule
associated protein
like 2 (EML2),
transcript variant 3,
mRNA

O95834 233 5.00E-71

Echinoderm
microtubule-
associated protein-
like 2

. . . . pfam03451 HELP

HELP motif. The
founding member
of the EMAP
protein family is the
75 kDa Echinoderm
Microtubule-
Associated Protein,
so-named for its
abundance in sea
urchin, sand dollar
and starfish eggs.
The Hydrophobic
EMAP-Like Protein
(HELP) motif was
identified initially in
the human EMAP-
Like Protein 2
(EML2) and
subsequently in the
entire EMAP
Protein family. The
HELP motif is
approximately 60-70
amino acids in
length and is
conserved amongst
metazoans.
Although the HELP
motif is
hydrophobic, there
is no evidence that
EMAP-Like
Proteins are
membrane-
associated All

.
GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

. K18595

EML1_2;
echinoderm
microtubule-
associated protein-
like 1/2

ENSG00000125755 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no SYMPK protein_coding chr19:45815410-
45863290:-

gi|124028529|ref|NP
_004810.2| 6225 0 symplekin [Homo

sapiens]
gi|34367892|emb|BX
648728.1| 6504 0

Homo sapiens
mRNA; cDNA
DKFZp451H1410
(from clone
DKFZp451H1410)

Q80X82 253 1.00E-76 Symplekin . . . . pfam11935 DUF3453

Domain of
unknown function
(DUF3453). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 239 to 261
amino acids in
length.

GO:0008154|actin
polymerization or
depolymerization;G
O:0007411|axon
guidance;GO:00343
29|cell junction
assembly;GO:00018
43|neural tube
closure;GO:0030838
|positive regulation
of actin filament
polymerization;GO:
0051289|protein
homotetramerizatio
n;

GO:0015629|actin
cytoskeleton;GO:00
05923|bicellular
tight
junction;GO:000591
3|cell-cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
70062|extracellular
exosome;GO:00315
27|filopodium
membrane;GO:0005
925|focal
adhesion;GO:00312
58|lamellipodium
membrane;GO:0005
886|plasma
membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00055
22|profilin binding;

K06100 SYMPK; symplekin

ENSG00000125772 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no GPCPD1 protein_coding chr20:5544404-
5611026:-

gi|7243266|dbj|BAA
92672.1| 3450 0 KIAA1434 protein

[Homo sapiens]
gi|21733660|emb|AL
833069.1| 6604 0

Homo sapiens
mRNA; cDNA
DKFZp451O1715
(from clone
DKFZp451O1715)

Q9NPB8 258 2.00E-111

Glycerophosphocho
line
phosphodiesterase
GPCPD1

SPAPB1E7.05_3 133 6.00E-32 COG0584 pfam03009 GDPD

Glycerophosphoryl
diester
phosphodiesterase
family. Escherichia
coli has two
sequence related
isozymes of
glycerophosphoryl
diester
phosphodiesterase
(GDPD) -
periplasmic and
cytosolic. This
family also includes
agrocinopine
synthase, the
similarity to GDPD
has been noted.
This family appears
to have weak but
not significant
matches to
mammalian
phospholipase C
pfam00388, which
suggests that this
family may adopt a
TIM barrel fold.

GO:0030643|cellular
phosphate ion
homeostasis;GO:004
6475|glycerophosph
olipid catabolic
process;GO:000751
9|skeletal muscle
tissue development;

GO:0005829|cytosol
;

GO:0047389|glycero
phosphocholine
phosphodiesterase
activity;GO:0008889
|glycerophosphodie
ster
phosphodiesterase
activity;GO:2001070
|starch binding;

K18695

GPCPD1;
glycerophosphochol
ine
phosphodiesterase
GPCPD1
[EC:3.1.4.2]

ENSG00000125779 1 0 2 2 1.256155629 1 1 0 3 0.591611393 0.658151772 0.758666319 up no PANK2 protein_coding chr20:3888839-
3929882:+

gi|23452046|gb|AA
N32907.1| 2628 0 pantothenate kinase

2 [Homo sapiens]
gi|426390807|ref|X
M_004061742.1| 4489 0

PREDICTED:
Gorilla gorilla
gorilla pantothenate
kinase 2 (PANK2),
mRNA

E7EU14 28.5 7.00E-07 Protein PPP5D1 SPBC4B4.01c 162 2.00E-41 COG5146 pfam03630 Fumble

Fumble. Fumble is
required for cell
division in
Drosophila. Mutants
lacking fumble
exhibit
abnormalities in
bipolar spindle
organisation,
chromosome
segregation, and
contractile ring
formation. Analyses
have demonstrated
that encodes three
protein isoforms, all
of which contain a
domain with high
similarity to the
pantothenate
kinases of A.
nidulans and
mouse. A role of
fumble in
membrane synthesis
has been proposed.

GO:0035556|intracel
lular signal
transduction;GO:00
46907|intracellular
transport;GO:00073
99|nervous system
development;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00058
86|plasma
membrane;

GO:0008022|protein
C-terminus
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;

K09680
coaW; type II
pantothenate kinase
[EC:2.7.1.33]

ENSG00000125817 0 1 0 2 0.63524412 1 0 0 2 0.368381533 0.844459426 NA up no CENPB protein_coding chr20:3783851-
3786690:-

gi|402883098|ref|XP
_003905066.1| 2319 0

PREDICTED: major
centromere
autoantigen B
[Papio anubis]

gi|568384835|ref|NG
_029040.2| 2840 0

Homo sapiens cell
division cycle 25B
(CDC25B),
RefSeqGene on
chromosome 20

P07199 184 7.00E-48 Major centromere
autoantigen B . . . . pfam03184 DDE_1

DDE superfamily
endonuclease. This
family of proteins
are related to
pfam00665 and are
probably
endonucleases of
the DDE
superfamily.
Transposase
proteins are
necessary for
efficient DNA
transposition. This
domain is a member
of the DDE
superfamily, which
contain three
carboxylate residues
that are believed to
be responsible for
coordinating metal
ions needed for
catalysis. The
catalytic activity of
this enzyme
involves DNA
cleavage at a
specific site
followed by a
strand transfer
reaction.
Interestingly this
family also includes
the CENP B

.

GO:0005694|chrom
osome;GO:0000775|
chromosome,
centromeric
region;GO:0005634|
nucleus;

GO:0019237|centro
meric DNA
binding;GO:000368
2|chromatin
binding;GO:000369
6|satellite DNA
binding;GO:004356
5|sequence-specific
DNA binding;

K11496 CENPB; centromere
protein B

ENSG00000125818 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PSMF1 protein_coding chr20:1113263-
1189415:+

gi|544464770|ref|XP
_005568629.1| 1352 9.00E-174

PREDICTED:
proteasome
inhibitor PI31
subunit isoform X1
[Macaca
fascicularis]

gi|426390632|ref|X
M_004061656.1| 4111 0

PREDICTED:
Gorilla gorilla
gorilla proteasome
(prosome,
macropain)
inhibitor subunit 1
(PI31), transcript
variant 1 (PSMF1),
mRNA

Q92530 279 2.00E-83
Proteasome
inhibitor PI31
subunit

. . . . pfam11566 PI31_Prot_N

PI31 proteasome
regulator N-
terminal. PI31 is a
regulatory subunit
of the immuno-
proteasome which
is an inhibitor of the
20 S proteasome in
vitro.PI31 is also an
F-box protein
Fbxo7.Skp1 binding
partner which
requires an N
terminal FP domain
in both proteins for
the interaction to
occur via the FP
beta sheets. The
structure of PI31 FP
domain contains a
novel alpha/beta-
fold and two
intermolecular
contact surfaces.
This is the N-
terminal domain of
the members.

GO:0031145|anapha
se-promoting
complex-dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000247
9|antigen processing
and presentation of
exogenous peptide
antigen via MHC
class I, TAP-
dependent;GO:0038
095|Fc-epsilon
receptor signaling
pathway;GO:000016
5|MAPK
cascade;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:190179
9|negative
regulation of
proteasomal protein
catabolic
process;GO:005143
6|negative
regulation of
ubiquitin-protein
ligase activity
involved in mitotic
cell
cycle;GO:0038061|N

GO:0005829|cytosol
;GO:0005783|endopl
asmic
reticulum;GO:00160
20|membrane;GO:0
005654|nucleoplasm
;GO:0048471|perinu
clear region of
cytoplasm;GO:0005
839|proteasome
core complex;

GO:0004866|endope
ptidase inhibitor
activity;GO:0070628
|proteasome
binding;

K06700
PSMF1; proteasome
inhibitor subunit 1
(PI31)

ENSG00000125834 0 0 1 0 0.278574498 1 0 0 0 0.56901628 0.852927912 NA up no STK35 protein_coding chr20:2101611-
2177038:+

gi|694977765|ref|XP
_514467.4| 2601 0

PREDICTED:
serine/threonine-
protein kinase 35
[Pan troglodytes]

gi|260099624|ref|N
M_080836.3| 6414 0

Homo sapiens
serine/threonine
kinase 35 (STK35),
mRNA

Q8TDR2 755 0 Serine/threonine-
protein kinase 35 . . . . pfam00069 Pkinase Protein kinase

domain. .
GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08859

STK35, PDIK1,
CLIK1;
serine/threonine
kinase 35
[EC:2.7.11.1]



ENSG00000125845 0 1 0 0 0.333131291 0 0 2 0 -0.176010633 0.953030375 NA down no BMP2 protein_coding chr20:6767664-
6780280:+

gi|4557369|ref|NP_0
01191.1| 1998 0

bone
morphogenetic
protein 2
preproprotein
[Homo sapiens]

gi|544464354|ref|X
M_005568382.1| 3197 0

PREDICTED:
Macaca fascicularis
bone
morphogenetic
protein 2 (BMP2),
transcript variant
X1, mRNA

P12643 774 0
Bone
morphogenetic
protein 2

. . . . pfam00688 TGFb_propeptide

TGF-beta
propeptide. This
propeptide is
known as latency
associated peptide
(LAP) in TGF-beta.
LAP is a
homodimer which
is disulfide linked to
TGF-beta binding
protein.

GO:0000187|activati
on of MAPK
activity;GO:0009887
|organ
morphogenesis;GO:
0003181|atrioventric
ular valve
morphogenesis;GO:
0030509|BMP
signaling
pathway;GO:000313
0|BMP signaling
pathway involved in
heart
induction;GO:00302
82|bone
mineralization;GO:0
035630|bone
mineralization
involved in bone
maturation;GO:0001
658|branching
involved in ureteric
bud
morphogenesis;GO:
0060317|cardiac
epithelial to
mesenchymal
transition;GO:00550
07|cardiac muscle
cell
differentiation;GO:0
055008|cardiac
muscle tissue
morphogenesis;GO:

GO:0070724|BMP
receptor
complex;GO:000998
6|cell
surface;GO:0005576
|extracellular
region;GO:0005615|
extracellular space;

GO:0070700|BMP
receptor
binding;GO:003970
6|co-receptor
binding;GO:000512
5|cytokine
activity;GO:0019211
|phosphatase
activator
activity;GO:0046982
|protein
heterodimerization
activity;GO:0005102
|receptor
binding;GO:000474
5|retinol
dehydrogenase
activity;GO:0046332
|SMAD
binding;GO:000516
0|transforming
growth factor beta
receptor binding;

K04662
BMP2_4; bone
morphogenetic
protein 2/4

ENSG00000125851 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no PCSK2 protein_coding chr20:17226107-
17484578:+

gi|20336244|ref|NP_
002585.2| 3407 0

neuroendocrine
convertase 2
isoform 1
preproprotein
[Homo sapiens]

gi|583967290|ref|N
M_002594.4| 4740 0

Homo sapiens
proprotein
convertase
subtilisin/kexin type
2 (PCSK2),
transcript variant 1,
mRNA

P16519 1316 0 Neuroendocrine
convertase 2 SPAC22E12.09c_1 300 1.00E-88 COG1404 pfam00082 Peptidase_S8

Subtilase family.
Subtilases are a
family of serine
proteases. They
appear to have
independently and
convergently
evolved an
Asp/Ser/His
catalytic triad, like
that found in the
trypsin serine
proteases (see
pfam00089).
Structure is an
alpha/beta fold
containing a 7-
stranded parallel
beta sheet, order

GO:0034230|enkeph
alin
processing;GO:0030
070|insulin
processing;GO:0007
399|nervous system
development;GO:00
16540|protein
autoprocessing;

GO:0005615|extrace
llular
space;GO:0016020|
membrane;GO:0030
133|transport
vesicle;

GO:0004252|serine-
type endopeptidase
activity;

K01360

PCSK2; proprotein
convertase
subtilisin/kexin type
2 [EC:3.4.21.94]

ENSG00000125944 9 35 9 44 27.42125085 37 34 54 23 -0.212784763 0.653089628 0.755338837 down no HNRNPR protein_coding chr1:23303771-
23344336:-

gi|544408350|ref|XP
_005544535.1| 2218 0

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein R
isoform X1 [Macaca
fascicularis]

gi|34366941|emb|BX
647784.1| 7529 0

Homo sapiens
mRNA; cDNA
DKFZp686F0586
(from clone
DKFZp686F0586)

O43390 308 6.00E-100
Heterogeneous
nuclear
ribonucleoprotein R

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0007623|circadi
an
rhythm;GO:0010467
|gene
expression;GO:0061
157|mRNA
destabilization;GO:0
006397|mRNA
processing;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
43086|negative
regulation of
catalytic
activity;GO:0061014
|positive regulation
of mRNA catabolic
process;

GO:0043679|axon
terminus;GO:00710
13|catalytic step 2
spliceosome;GO:00
30425|dendrite;GO:
0005783|endoplasmi
c
reticulum;GO:00304
26|growth
cone;GO:0030529|ri
bonucleoprotein
complex;GO:000565
4|nucleoplasm;GO:0
005681|spliceosoma
l complex;

GO:0003730|mRNA
3'-UTR
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

K13161

HNRNPR;
heterogeneous
nuclear
ribonucleoprotein R

ENSG00000125952 0 3 0 7 3.622333815 7 7 5 6 -0.950196204 0.271611655 0.395237078 down no MAX protein_coding chr14:65006174-
65102695:-

gi|426377197|ref|XP
_004055359.1| 832 2.00E-110

PREDICTED:
protein max [Gorilla
gorilla gorilla]

gi|23273937|gb|BC0
36092.1| 3118 0

Homo sapiens MYC
associated factor X,
mRNA (cDNA
clone MGC:33818
IMAGE:5299106),
complete cds

P28574 92.8 4.00E-23 Protein max . . . . pfam00010 HLH
Helix-loop-helix
DNA-binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0071339|M
LL1
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0003677|DNA
binding; K04453 MAX; Max protein

ENSG00000125965 0 2 0 0 0.253141755 0 0 0 0 1.987228015 0.572276931 NA up no GDF5 protein_coding chr20:35433347-
35454746:-

gi|611435007|ref|NP
_000548.2| 2164 0

growth/differentiati
on factor 5
preproprotein
[Homo sapiens]

gi|22749746|gb|BC0
32495.1| 2554 0

Homo sapiens
growth
differentiation
factor 5, mRNA
(cDNA clone
MGC:40325
IMAGE:5243109),
complete cds

P43026 837 0 Growth/differentiati
on factor 5 . . . . pfam00019 TGF_beta

Transforming
growth factor beta
like domain.

GO:0048468|cell
development;GO:00
07267|cell-cell
signaling;GO:00605
91|chondroblast
differentiation;GO:0
002062|chondrocyte
differentiation;GO:0
030326|embryonic
limb
morphogenesis;GO:
0035136|forelimb
morphogenesis;GO:
0040007|growth;GO
:0035137|hindlimb
morphogenesis;GO:
0032331|negative
regulation of
chondrocyte
differentiation;GO:0
050680|negative
regulation of
epithelial cell
proliferation;GO:20
01054|negative
regulation of
mesenchymal cell
apoptotic
process;GO:004352
4|negative
regulation of
neuron apoptotic
process;GO:003051
3|positive regulation
of BMP signaling

GO:0005576|extrace
llular
region;GO:0005615|
extracellular
space;GO:0005622|i
ntracellular;GO:000
5886|plasma
membrane;

GO:0036122|BMP
binding;GO:000512
5|cytokine
activity;GO:0008083
|growth factor
activity;GO:0005160
|transforming
growth factor beta
receptor binding;

K04664
GDF5_6_7; growth
differentiation
factor 5/6/7

ENSG00000125971 4 0 3 2 1.746827122 1 0 1 0 2.869110595 0.05642405 0.124255447 up no DYNLRB1 protein_coding chr20:34516409-
34540958:+

gi|821010466|ref|XP
_012367385.1| 785 9.00E-102

PREDICTED:
dynein light chain
roadblock-type 1
isoform X2
[Nomascus
leucogenys]

gi|34189461|gb|BC0
07223.2| 1446 0

Homo sapiens
dynein, light chain,
roadblock-type 1,
mRNA (cDNA
clone
IMAGE:2989560)

Q9NP97 55.5 5.00E-08 Dynein light chain
roadblock-type 1 . . . . pfam03259 Robl_LC7

Roadblock/LC7
domain. This family
includes proteins
that are about 100
amino acids long
and have been
shown to be related.
Members of this
family of proteins
are associated with
both flagellar outer
arm dynein and
Drosophila and rat
brain cytoplasmic
dynein. It is
proposed that
roadblock/LC7
family members
may modulate
specific dynein
functions. This
family also includes
Golgi-associated
MP1 adapter protein
and MglB from
Myxococcus
xanthus, a protein
involved in gliding
motility. However
the family also
includes members
from non-motile
bacteria such as
Streptomyces
coelicolor

GO:0007018|microt
ubule-based
movement;GO:0006
810|transport;GO:00
07632|visual
behavior;

GO:0005813|centros
ome;GO:0097542|cil
iary
tip;GO:0005737|cyto
plasm;GO:0005868|
cytoplasmic dynein
complex;GO:003028
6|dynein
complex;GO:001602
0|membrane;GO:00
05874|microtubule;
GO:0072372|primar
y cilium;

GO:0045505|dynein
intermediate chain
binding;GO:000377
7|microtubule motor
activity;

K10419
DYNLRB, DNCL2;
dynein light chain
roadblock-type

ENSG00000125977 9 10 5 10 9.08191397 11 11 6 13 0.27923938 0.574796971 0.688645646 up no EIF2S2 protein_coding chr20:34088298-
34112332:-

gi|29826335|ref|NP_
003899.2| 1526 0

eukaryotic
translation initiation
factor 2 subunit 2
[Homo sapiens]

gi|77404354|ref|NM
_003908.3| 2592 0

Homo sapiens
eukaryotic
translation initiation
factor 2, subunit 2
beta, 38kDa
(EIF2S2), mRNA

P20042 592 0
Eukaryotic
translation initiation
factor 2 subunit 2

SPAC6B12.17c 216 3.00E-62 COG1601 pfam01873 eIF-5_eIF-2B

Domain found in
IF2B/IF5. This
family includes the
N terminus of eIF-
5, and the C
terminus of eIF-2
beta. This region
corresponds to the
whole of the
archaebacterial eIF-
2 beta homologue.
The region contains
a putative zinc
binding C4 finger.

GO:0001701|in
utero embryonic
development;GO:00
02176|male germ
cell
proliferation;GO:00
08584|male gonad
development;GO:00
06413|translational
initiation;GO:00550
85|transmembrane
transport;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005850|eu
karyotic translation
initiation factor 2
complex;

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000813
5|translation factor
activity, RNA
binding;GO:000374
3|translation
initiation factor
activity;

K03238
EIF2S2; translation
initiation factor 2
subunit 2

ENSG00000126003 0 1 0 0 0.228051418 1 0 0 0 0.569016491 0.861660548 NA up no PLAGL2 protein_coding chr20:32192503-
32207791:-

gi|1663696|dbj|BAA
12113.1| 2495 0 KIAA0198 [Homo

sapiens]
gi|157266320|ref|N
M_002657.3| 5656 0

Homo sapiens
pleiomorphic
adenoma gene-like
2 (PLAGL2),
mRNA

Q9UPG8 881 0 Zinc finger protein
PLAGL2 ECU03g0790 65.5 1.00E-10 COG5048 pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0034378|chylom
icron
assembly;GO:00066
29|lipid metabolic
process;GO:200124
4|positive regulation
of intrinsic
apoptotic signaling
pathway;GO:190395
5|positive regulation
of protein targeting
to
mitochondrion;GO:
0009791|post-
embryonic
development;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K19486
PLAGL2; zinc
finger protein
PLAGL2



ENSG00000126012 0 0 0 1 0.597505806 1 2 0 2 -1.456664953 0.43225537 NA down no KDM5C protein_coding chrX:53191321-
53225422:-

gi|109255243|ref|NP
_004178.2| 7090 0

lysine-specific
demethylase 5C
isoform 1 [Homo
sapiens]

gi|226442962|ref|N
M_001146702.1| 6096 0

Homo sapiens
lysine (K)-specific
demethylase 5C
(KDM5C),
transcript variant 2,
mRNA

A1YVX4 2398 0 Lysine-specific
demethylase 5C . . . . pfam08429 PLU-1

PLU-1-like protein.
Sequences in this
family bear
similarity to the
central region of
PLU-1. This is a
nuclear protein that
may have a role in
DNA-binding and
transcription, and is
closely associated
with the malignant
phenotype of breast
cancer. This region
is found in various
other Jumonji/ARID
domain-containing
proteins (see
pfam02373,
pfam01388).

GO:0016569|covale
nt chromatin
modification;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:001670
6|oxidoreductase
activity, acting on
paired donors, with
incorporation or
reduction of
molecular oxygen,
2-oxoglutarate as
one donor, and
incorporation of
one atom each of
oxygen into both
donors;GO:0008270
|zinc ion binding;

K11446

KDM5, JARID1;
histone demethylase
JARID1
[EC:1.14.11.-]

ENSG00000126067 1 1 0 1 0.733916959 1 0 1 1 0.52158759 0.741520108 NA up no PSMB2 protein_coding chr1:35599544-
35641844:-

gi|675669600|ref|XP
_002750652.2| 1244 4.00E-161

PREDICTED:
proteasome subunit
beta type-2
[Callithrix jacchus]

gi|315139003|ref|N
M_001199780.1| 4217 0

Homo sapiens
proteasome
(prosome,
macropain) subunit,
beta type, 2
(PSMB2), transcript
variant 3, mRNA

P49721 376 2.00E-122 Proteasome subunit
beta type-2 YER012w 101 2.00E-22 COG0638 pfam00227 Proteasome

Proteasome subunit.
The proteasome is a
multisubunit
structure that
degrades proteins.
Protein degradation
is an essential
component of
regulation because
proteins can
become misfolded,
damaged, or
unnecessary.
Proteasomes and
their homologues
vary greatly in
complexity: from
HslV (heat shock
locus v), which is
encoded by 1 gene
in bacteria, to the
eukaryotic 20S
proteasome, which
is encoded by more
than 14 genes.
Recently evidence
of two novel groups
of bacterial
proteasomes was
proposed. The first
is Anbu, which is
sparsely distributed
among
cyanobacteria and
proteobacteria The

GO:0031145|anapha
se-promoting
complex-dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000247
9|antigen processing
and presentation of
exogenous peptide
antigen via MHC
class I, TAP-
dependent;GO:0038
095|Fc-epsilon
receptor signaling
pathway;GO:000016
5|MAPK
cascade;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:005143
6|negative
regulation of
ubiquitin-protein
ligase activity
involved in mitotic
cell
cycle;GO:0038061|N
IK/NF-kappaB
signaling;GO:00902
63|positive
regulation of
canonical Wnt

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;GO:0000502|prote
asome
complex;GO:000583
9|proteasome core
complex;

GO:0004298|threoni
ne-type
endopeptidase
activity;

K02734
PSMB2; 20S
proteasome subunit
beta 4 [EC:3.4.25.1]

ENSG00000126107 0 0 0 0 0.409521496 2 0 2 0 -1.906014106 0.487758354 NA down no HECTD3 protein_coding chr1:45002540-
45011329:-

gi|402854331|ref|XP
_003891827.1| 4493 0

PREDICTED: E3
ubiquitin-protein
ligase HECTD3
[Papio anubis]

gi|157738608|ref|N
M_024602.5| 3602 0

Homo sapiens
HECT domain
containing E3
ubiquitin protein
ligase 3 (HECTD3),
mRNA

Q3U487 157 5.00E-44 E3 ubiquitin-protein
ligase HECTD3 SPAC19D5.04 94 1.00E-18 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:004278
7|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005634|nucleu
s;GO:0048471|perin
uclear region of
cytoplasm;

GO:0019905|syntaxi
n
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K12233

HECTD3; E3
ubiquitin-protein
ligase HECTD3
[EC:2.3.2.26]

ENSG00000126247 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CAPNS1 protein_coding chr19:36139575-
36150353:+

gi|530417333|ref|XP
_005259352.1| 1462 0

PREDICTED:
calpain small
subunit 1 isoform
X1 [Homo sapiens]

gi|33873870|gb|BC0
11903.2| 1555 0

Homo sapiens
calpain, small
subunit 1, mRNA
(cDNA clone
MGC:20290
IMAGE:4120579),
complete cds

P04574 69.7 8.00E-14 Calpain small
subunit 1 . . . . pfam01500 Keratin_B2

Keratin, high sulfur
B2 protein. High
sulfur proteins are
cysteine-rich
proteins synthesized
during the
differentiation of
hair matrix cells,
and form hair fibres
in association with
hair keratin
intermediate
filaments. This
family has been
divided up into four
regions, with the
second region
containing 8 copies
of a short repeat.
This family is also
known as B2 or
KAP1.

GO:0006508|proteol
ysis;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00058
86|plasma
membrane;

GO:0005509|calciu
m ion
binding;GO:000419
8|calcium-
dependent cysteine-
type endopeptidase
activity;

K08583
CAPNS1, CAPN4;
calpain, small
subunit 1

ENSG00000126254 0 0 0 3 0.418424923 0 0 0 1 1.544043735 0.580380988 NA up no RBM42 protein_coding chr19:35629030-
35637686:+

gi|545830327|ref|XP
_005664571.1| 633 2.00E-73

PREDICTED: RNA-
binding protein 42
isoform X4 [Sus
scrofa]

gi|34147641|ref|NM
_024321.3| 1650 0

Homo sapiens RNA
binding motif
protein 42
(RBM42), mRNA

Q0P5L0 62.8 3.00E-09 RNA-binding
protein 42 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

. .

ENSG00000126351 132 270 149 378 283.3024942 419 388 348 409 -0.284302877 0.193965544 0.310344871 down no THRA protein_coding chr17:40058290-
40093867:+

gi|545686860|ref|NP
_001270601.1| 2844 0

uncharacterized
protein
LOC101865809
[Macaca
fascicularis]

gi|635092610|ref|X
M_008012807.1| 4526 0

PREDICTED:
Chlorocebus
sabaeus thyroid
hormone receptor,
alpha (THRA),
transcript variant
X2, mRNA

P10827 65.9 2.00E-11 Thyroid hormone
receptor alpha . . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0070324
|thyroid hormone
binding;GO:000488
7|thyroid hormone
receptor
activity;GO:0008270
|zinc ion binding;

K05547
NR1A1, THRA;
thyroid hormone
receptor alpha

ENSG00000126368 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no NR1D1 protein_coding chr17:40092787-
40100725:-

gi|13430848|ref|NP_
068370.1| 2615 0

nuclear receptor
subfamily 1 group
D member 1 [Homo
sapiens]

gi|439253842|ref|N
M_021724.4| 2772 0

Homo sapiens
nuclear receptor
subfamily 1, group
D, member 1
(NR1D1), mRNA

P20393 1011 0
Nuclear receptor
subfamily 1 group
D member 1

. . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0030154|cell
differentiation;GO:0
071222|cellular
response to
lipopolysaccharide;
GO:0032922|circadi
an regulation of
gene
expression;GO:0007
623|circadian
rhythm;GO:0060086
|circadian
temperature
homeostasis;GO:000
5978|glycogen
biosynthetic
process;GO:001087
1|negative
regulation of
receptor
biosynthetic
process;GO:003414
4|negative
regulation of toll-
like receptor 4
signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription DNA

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0043197|de
ndritic
spine;GO:0000790|n
uclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0001046|core
promoter sequence-
specific DNA
binding;GO:002003
7|heme
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000487
9|RNA polymerase
II transcription
factor activity,
ligand-activated
sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0003714
|transcription
corepressor
activity;GO:0001222
|transcription
corepressor
binding;GO:004421
2|transcription
regulatory region

K03728

NR1D1; nuclear
receptor subfamily
1 group D member
1



ENSG00000126561 0 0 0 0 0.588214944 1 3 0 2 -2.438776829 0.236770057 NA down no STAT5A protein_coding chr17:42287547-
42311943:+

gi|21618342|ref|NP_
003143.2| 4184 0

signal transducer
and activator of
transcription 5A
isoform 1 [Homo
sapiens]

gi|221316717|ref|N
M_003152.3| 4301 0

Homo sapiens
signal transducer
and activator of
transcription 5A
(STAT5A),
transcript variant 2,
mRNA

P42229 245 7.00E-75
Signal transducer
and activator of
transcription 5A

. . . . pfam02864 STAT_bind

STAT protein, DNA
binding domain.
STAT proteins
(Signal Transducers
and Activators of
Transcription) are a
family of
transcription factors
that are specifically
activated to regulate
gene transcription
when cells
encounter cytokines
and growth factors.
This family
represents the DNA
binding domain of
STAT, which has
an ig-like fold.
STAT proteins also
include an SH2
domain pfam00017.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:004654
3|development of
secondary female
sexual
characteristics;GO:0
007565|female
pregnancy;GO:0007
259|JAK-STAT
cascade;GO:000759
5|lactation;GO:0019
915|lipid
storage;GO:0001553
|luteinization;GO:00
30879|mammary
gland
development;GO:00
01779|natural killer
cell
differentiation;GO:0
043066|negative
regulation of
apoptotic
process;GO:004564
7|negative
regulation of
erythrocyte
differentiation;GO:0
042104|positive
regulation of
activated T cell
proliferation;GO:00
45579|positive

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003677|DNA
binding;GO:000487
1|signal transducer
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

K11223

STAT5A; signal
transducer and
activator of
transcription 5A

ENSG00000126562 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no WNK4 protein_coding chr17:42780678-
42796936:+

gi|34365793|ref|NP_
115763.2| 4243 0

serine/threonine-
protein kinase
WNK4 [Homo
sapiens]

gi|260166636|ref|N
M_032387.4| 4001 0

Homo sapiens WNK
lysine deficient
protein kinase 4
(WNK4), mRNA

Q96J92 1599 0
Serine/threonine-
protein kinase
WNK4

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006821|chlorid
e
transport;GO:00721
56|distal tubule
morphogenesis;GO:
0035556|intracellula
r signal
transduction;GO:00
50801|ion
homeostasis;GO:000
6811|ion
transport;GO:00901
88|negative
regulation of
pancreatic juice
secretion;GO:00107
66|negative
regulation of
sodium ion
transport;GO:00324
14|positive
regulation of ion
transmembrane
transporter
activity;GO:0008104
|protein
localization;GO:000
6468|protein
phosphorylation;GO
:0050794|regulation
of cellular
process;GO:200002
1|regulation of ion
homeostasis;GO:007
0294|renal sodium

GO:0005923|bicellul
ar tight
junction;GO:000582
9|cytosol;GO:00160
20|membrane;

GO:0005524|ATP
binding;GO:001986
9|chloride channel
inhibitor
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K08867

WNK, PRKWNK;
WNK lysine
deficient protein
kinase [EC:2.7.11.1]

ENSG00000126698 3 12 5 10 7.13695454 8 12 2 9 0.440934293 0.473665976 0.598460069 up no DNAJC8 protein_coding chr1:28199456-
28233025:-

gi|112293277|ref|NP
_055095.2| 1142 1.00E-150

dnaJ homolog
subfamily C
member 8 [Homo
sapiens]

gi|112293276|ref|N
M_014280.2| 1759 0

Homo sapiens DnaJ
(Hsp40) homolog,
subfamily C,
member 8
(DNAJC8), mRNA

O75937 444 5.00E-152
DnaJ homolog
subfamily C
member 8

. . . . pfam00226 DnaJ

DnaJ domain. DnaJ
domains (J-
domains) are
associated with
hsp70 heat-shock
system and it is
thought that this
domain mediates
the interaction.
DnaJ-domain is
therefore part of a
chaperone (protein
folding) system.
The T-antigens,
although not in
Prosite are
confirmed as DnaJ
containing domains
from literature.

GO:0032502|develo
pmental
process;GO:000639
7|mRNA
processing;GO:0006
913|nucleocytoplas
mic
transport;GO:00003
81|regulation of
alternative mRNA
splicing, via
spliceosome;GO:00
08380|RNA splicing;

GO:0030529|ribonu
cleoprotein
complex;GO:001660
7|nuclear
speck;GO:0005634|
nucleus;

GO:0003729|mRNA
binding;GO:004482
2|poly(A) RNA
binding;

K09528
DNAJC8; DnaJ
homolog subfamily
C member 8

ENSG00000126705 8 6 8 6 5.522347259 1 2 6 2 1.957174966 0.008493778 0.032265205 up yes AHDC1 protein_coding chr1:27534035-
27604431:-

gi|694884375|ref|XP
_009450016.1| 5540 0

PREDICTED: AT-
hook DNA-binding
motif-containing
protein 1 isoform
X1 [Pan
troglodytes]

gi|297282663|ref|X
M_002808282.1| 6017 0

PREDICTED:
Macaca mulatta A.T
hook DNA-binding
motif-containing
protein 1-like
(LOC716158),
mRNA

Q5TGY3 2081 0
AT-hook DNA-
binding motif-
containing protein 1

. . . . pfam07223 DUF1421

Protein of unknown
function
(DUF1421). This
family represents a
conserved region
approximately 350
residues long within
a number of plant
proteins of
unknown function.

. . GO:0003677|DNA
binding; . .

ENSG00000126746 0 4 0 7 7.04981223 24 15 8 11 -2.019801844 0.010789507 0.037687292 down yes ZNF384 protein_coding chr12:6666477-
6689572:-

gi|209180475|ref|NP
_001129206.1| 2453 0

zinc finger protein
384 isoform d
[Homo sapiens]

gi|331028515|ref|N
M_133476.4| 3131 0

Homo sapiens zinc
finger protein 384
(ZNF384), transcript
variant 2, mRNA

Q8TF68 243 1.00E-75 Zinc finger protein
384 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000126756 1 0 0 2 0.515298096 1 0 0 0 1.782431966 0.421287015 NA up no UXT protein_coding chrX:47651798-
47659161:-

gi|667284848|ref|XP
_008575604.1| 741 2.00E-96

PREDICTED:
protein UXT
isoform X1
[Galeopterus
variegatus]

gi|3183858|emb|AL0
09172.1| 750 0

Human DNA
sequence from
clone RP1-212G6
on chromosome
Xp11.3-11.4,
complete sequence

Q9UBK9 261 5.00E-87 Protein UXT . . . . pfam02996 Prefoldin

Prefoldin subunit.
This family
comprises of
several prefoldin
subunits. The
biogenesis of the
cytoskeletal proteins
actin and tubulin
involves interaction
of nascent chains of
each of the two
proteins with the
oligomeric protein
prefoldin (PFD) and
their subsequent
transfer to the
cytosolic
chaperonin CCT
(chaperonin
containing TCP-1).
Electron
microscopy shows
that eukaryotic
PFD, which has a
similar structure to
its archaeal
counterpart,
interacts with
unfolded actin
along the tips of its
projecting arms. In
its PFD-bound state,
actin seems to
acquire a
conformation

GO:0051297|centros
ome
organization;GO:00
00226|microtubule
cytoskeleton
organization;GO:00
47497|mitochondrio
n transport along
microtubule;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000585
6|cytoskeleton;GO:0
005634|nucleus;

GO:0048487|beta-
tubulin
binding;GO:000368
2|chromatin
binding;GO:000801
7|microtubule
binding;GO:000110
6|RNA polymerase
II transcription
corepressor activity;

. .

ENSG00000126777 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no KTN1 protein_coding chr14:55559072-
55701526:+

gi|118498356|ref|NP
_001072989.1| 5586 0 kinectin isoform a

[Homo sapiens]
gi|31873583|emb|BX
537523.1| 6223 0

Homo sapiens
mRNA; cDNA
DKFZp686L034
(from clone
DKFZp686L034)

O97961 256 3.00E-115 Kinectin . . . . pfam10174 Cast

RIM-binding
protein of the
cytomatrix active
zone. This is a
family of proteins
that form part of the
CAZ (cytomatrix at
the active zone)
complex which is
involved in
determining the site
of synaptic vesicle
fusion. The C-
terminus is a PDZ-
binding motif that
binds directly to
RIM (a small G
protein Rab-3A
effector). The
family also contains
four coiled-coil
domains.

GO:0007018|microt
ubule-based
movement;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0019894|kinesin
binding; K17975 KTN1; kinectin

ENSG00000126778 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no SIX1 protein_coding chr14:60643415-
60658259:-

gi|440910225|gb|EL
R60042.1| 1409 5.00E-180

Homeobox protein
SIX1, partial [Bos
mutus]

gi|194272188|ref|NG
_008231.1| 3165 0

Homo sapiens SIX
homeobox 1
(SIX1),
RefSeqGene on
chromosome 14

Q15475 526 9.00E-175 Homeobox protein
SIX1 . . . . pfam05920 Homeobox_KN

Homeobox KN
domain. This is a
homeobox
transcription factor
KN domain
conserved from
fungi to human and
plants.

GO:0035909|aorta
morphogenesis;GO:
0006915|apoptotic
process;GO:000165
8|branching
involved in ureteric
bud
morphogenesis;GO:
0008283|cell
proliferation;GO:00
90103|cochlea
morphogenesis;GO:
0048701|embryonic
cranial skeleton
morphogenesis;GO:
0048704|embryonic
skeletal system
morphogenesis;GO:
0030855|epithelial
cell
differentiation;GO:0
021610|facial nerve
morphogenesis;GO:
0061197|fungiform
papilla
morphogenesis;GO:
0048699|generation
of
neurons;GO:004883
9|inner ear
development;GO:00
42472|inner ear
morphogenesis;GO:
0001822|kidney
development;GO:00

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005634|
nucleus;GO:000566
7|transcription
factor complex;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K15614 SIX1; homeobox
protein SIX1



ENSG00000126787 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no DLGAP5 protein_coding chr14:55148112-
55191678:-

gi|197304662|dbj|B
AA02797.3| 4414 0 KIAA0008 [Homo

sapiens]
gi|226371666|ref|N
M_014750.4| 2973 0

Homo sapiens discs,
large (Drosophila)
homolog-associated
protein 5
(DLGAP5),
transcript variant 1,
mRNA

Q15398 237 3.00E-70 Disks large-
associated protein 5 . . . . pfam03359 GKAP

Guanylate-kinase-
associated protein
(GKAP) protein.

GO:0008283|cell
proliferation;GO:00
07079|mitotic
chromosome
movement towards
spindle
pole;GO:0045842|po
sitive regulation of
mitotic
metaphase/anaphase
transition;GO:00230
52|signaling;

GO:0005737|cytopla
sm;GO:0005815|mic
rotubule organizing
center;GO:0005634|
nucleus;GO:003161
6|spindle pole
centrosome;

GO:0004721|phosph
oprotein
phosphatase
activity;

K16804
DLGAP5, DLG7;
disks large-
associated protein 5

ENSG00000126803 25 46 17 44 27.98753431 29 29 15 22 0.978606514 0.006843925 0.027502438 up no HSPA2 protein_coding chr14:64535905-
64546173:+

gi|13676857|ref|NP_
068814.2| 3071 0

heat shock-related
70 kDa protein 2
[Homo sapiens]

gi|13872723|emb|AL
049869.6| 5329 0

Human
chromosome 14
DNA sequence BAC
R-973N13 of library
RPCI-11 from
chromosome 14 of
Homo sapiens
(Human), complete
sequence

P54652 1187 0 Heat shock-related
70 kDa protein 2 . . . . pfam00012 HSP70

Hsp70 protein.
Hsp70 chaperones
help to fold many
proteins. Hsp70
assisted folding
involves repeated
cycles of substrate
binding and release.
Hsp70 activity is
ATP dependent.
Hsp70 proteins are
made up of two
regions: the amino
terminus is the
ATPase domain and
the carboxyl
terminus is the
substrate binding
region.

GO:0030154|cell
differentiation;GO:0
009409|response to
cold;GO:0009408|re
sponse to
heat;GO:0007283|sp
ermatogenesis;

GO:0036128|CatSpe
r
complex;GO:000573
7|cytoplasm;GO:007
2687|meiotic
spindle;

GO:0005524|ATP
binding; K03283

HSPA1_8; heat
shock 70kDa
protein 1/8

ENSG00000126804 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no ZBTB1 protein_coding chr14:64503712-
64533690:+

gi|182509180|ref|NP
_001116801.1| 3714 0

zinc finger and BTB
domain-containing
protein 1 isoform 1
[Homo sapiens]

gi|182509177|ref|N
M_014950.2| 4119 0

Homo sapiens zinc
finger and BTB
domain containing 1
(ZBTB1), transcript
variant 2, mRNA

Q9Y2K1 256 1.00E-79
Zinc finger and BTB
domain-containing
protein 1

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0030183|B cel
differentiation;GO:0
006974|cellular
response to DNA
damage
stimulus;GO:003464
4|cellular response
to
UV;GO:0006338|chr
omatin
remodeling;GO:000
6281|DNA
repair;GO:0045087|i
nnate immune
response;GO:00427
89|mRNA
transcription from
RNA polymerase II
promoter;GO:00001
22|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00328
25|positive
regulation of natural
killer cell
differentiation;GO:2
000176|positive
regulation of pro-T
cell
differentiation;GO:0
045582|positive
regulation of T cell
differentiation;GO:0

GO:0016604|nuclear
body;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;

GO:0003677|DNA
binding;GO:007053
0|K63-linked
polyubiquitin
binding;GO:004687
2|metal ion
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;

K10488
ZBTB1; zinc finger
and BTB domain-
containing protein 1

ENSG00000126858 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RHOT1 protein_coding chr17:32142454-
32253374:+

gi|297272321|ref|XP
_001109912.2| 3788 0

PREDICTED:
mitochondrial Rho
GTPase 1-like
isoform 1 [Macaca
mulatta]

gi|570700834|ref|N
M_001033568.2| 3297 0

Homo sapiens ras
homolog family
member T1
(RHOT1), transcript
variant 1, mRNA

Q2HJF8 75.5 1.00E-12 Mitochondrial Rho
GTPase 1 . . . . pfam08356 EF_assoc_2

EF hand associated.
This region
predominantly
appears near EF-
hands (pfam00036)
in GTP-binding
proteins. It is found
in all three
eukaryotic
kingdoms.

GO:0019725|cellular
homeostasis;GO:009
7345|mitochondrial
outer membrane
permeabilization;G
O:0047497|mitocho
ndrion transport
along
microtubule;GO:005
1056|regulation of
small GTPase
mediated signal
transduction;GO:00
07264|small GTPase
mediated signal
transduction;

GO:0005829|cytosol
;GO:0031307|integra
l component of
mitochondrial outer
membrane;GO:0016
020|membrane;GO:
0005739|mitochondr
ion;GO:0005886|pla
sma membrane;

GO:0005509|calciu
m ion
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase activity;

K07870
RHOT1, ARHT1;
Ras homolog gene
family, member T1

ENSG00000126861 0 0 0 0 0.896114205 1 2 3 3 -3.041705673 0.056355026 NA down no OMG protein_coding chr17:31272013-
31297539:-

gi|114668253|ref|XP
_001174751.1| 2053 0

PREDICTED:
oligodendrocyte-
myelin glycoprotein
[Pan troglodytes]

gi|213385299|ref|NG
_009018.1| 2965 0

Homo sapiens
neurofibromin 1
(NF1), RefSeqGene
(LRG_214) on
chromosome 17

P23515 794 0 Oligodendrocyte-
myelin glycoprotein Z2242 59.7 2.00E-08 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0007409|axonog
enesis;GO:0007155|
cell
adhesion;GO:00507
71|negative
regulation of
axonogenesis;

GO:0031225|anchor
ed component of
membrane;GO:0005
886|plasma
membrane;

. K16666
OMG;
oligodendrocyte
myelin glycoprotein

ENSG00000126883 3 10 9 10 6.21625528 1 5 5 6 1.432213828 0.025821157 0.070660763 up no NUP214 protein_coding chr9:131125561-
131234670:+

gi|530427220|ref|XP
_005272274.1| 7370 0

PREDICTED:
nuclear pore
complex protein
Nup214 isoform X2
[Homo sapiens]

gi|526253067|ref|N
M_005085.3| 7600 0

Homo sapiens
nucleoporin 214kDa
(NUP214), mRNA

P35658 195 1.00E-55
Nuclear pore
complex protein
Nup214

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0070062|extracell
ular
exosome;GO:00059
25|focal
adhesion;GO:00432
34|protein
complex;GO:003258
7|ruffle membrane;

GO:0051015|actin
filament
binding;GO:000550
9|calcium ion
binding;

K14317

NUP214, CAN;
nuclear pore
complex protein
Nup214

ENSG00000126945 1 6 4 15 8.696693493 16 10 17 11 -0.637612401 0.277909976 0.402378414 down no HNRNPH2 protein_coding chrX:101408295-
101414133:+

gi|148688440|gb|ED
L20387.1| 1961 0

heterogeneous
nuclear
ribonucleoprotein
H2, isoform
CRA_b, partial
[Mus musculus]

gi|316983127|ref|N
M_019597.4| 2223 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein
H2 (H')
(HNRNPH2),
transcript variant 1,
mRNA

Q5RD26 742 0

Heterogeneous
nuclear
ribonucleoprotein
H2

. . . . pfam08080 zf-RNPHF

RNPHF zinc finger.
This domain is a
putative zinc-
binding domain
(CHHC motif) in
RNP H and F. The
domain is often
associated with
pfam00076.

.

GO:0005737|cytopla
sm;GO:0030529|rib
onucleoprotein
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;

K12898

HNRNPF_H;
heterogeneous
nuclear
ribonucleoprotein
F/H

ENSG00000126950 0 0 3 1 1.039319844 3 0 0 1 0.631326343 0.720912396 0.801732172 up no TMEM35A protein_coding chrX:101078720-
101096364:+

gi|444518831|gb|EL
V12416.1| 768 2.00E-91

Transmembrane
protein 35 [Tupaia
chinensis]

gi|215599598|ref|N
M_021637.2| 2068 0

Homo sapiens
transmembrane
protein 35
(TMEM35), mRNA

Q4R5F4 276 1.00E-86 Transmembrane
protein 35A . . . . pfam13564 DoxX_2

DoxX-like family.
This family of
uncharacterized
proteins are related
to DoxX
pfam07681.

.

GO:0016023|cytopla
smic membrane-
bounded
vesicle;GO:0016021|
integral component
of
membrane;GO:0005
778|peroxisomal
membrane;

. . .

ENSG00000126953 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no TIMM8A protein_coding chrX:101345661-
101349196:-

gi|109072562|ref|XP
_001095067.1| 532 1.00E-61

PREDICTED:
mitochondrial
import inner
membrane
translocase subunit
Tim8 A-like
[Macaca mulatta]

gi|225543155|ref|N
M_004085.3| 1437 0

Homo sapiens
translocase of inner
mitochondrial
membrane 8
homolog A (yeast)
(TIMM8A),
transcript variant 1,
mRNA

O60220 80.9 3.00E-17

Mitochondrial
import inner
membrane
translocase subunit
Tim8 A

. . . . pfam02953 zf-Tim10_DDP

Tim10/DDP family
zinc finger. Putative
zinc binding domain
with four conserved
cysteine residues.
This domain is
found in the human
disease protein
TIMM8A. Members
of this family such
as Tim9 and Tim10
are involved in
mitochondrial
protein import.
Members of this
family seem to be
localized to the
mitochondrial
intermembrane
space.

GO:0072321|chaper
one-mediated
protein
transport;GO:00073
99|nervous system
development;

GO:0005743|mitoch
ondrial inner
membrane;GO:0005
758|mitochondrial
intermembrane
space;GO:0005739|
mitochondrion;

GO:0046872|metal
ion binding; K17780

TIM8;
mitochondrial
import inner
membrane
translocase subunit
TIM8

ENSG00000127022 0 0 0 1 0.301719775 0 1 0 1 -0.142825035 0.955215068 NA down no CANX protein_coding chr5:179678628-
179730925:+

gi|795262127|ref|XP
_011811347.1| 2945 0

PREDICTED:
calnexin isoform X1
[Colobus angolensis
palliatus]

gi|66933003|ref|NM
_001746.3| 4237 0

Homo sapiens
calnexin (CANX),
transcript variant 1,
mRNA

P24643 305 3.00E-99 Calnexin . . . . pfam00262 Calreticulin Calreticulin family.

GO:0072583|clathri
n-mediated
endocytosis;GO:000
6457|protein
folding;GO:0048488
|synaptic vesicle
endocytosis;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0042
470|melanosome;G
O:0045202|synapse;

GO:0005509|calciu
m ion
binding;GO:003024
6|carbohydrate
binding;

K08054 CANX; calnexin

ENSG00000127083 0 0 0 0 0.59351342 2 3 0 1 -2.449158714 0.234478432 NA down no OMD protein_coding chr9:92414245-
92424461:-

gi|4826876|ref|NP_0
05005.1| 1971 0

osteomodulin
precursor [Homo
sapiens]

gi|176865970|ref|N
M_005014.2| 2449 0

Homo sapiens
osteomodulin
(OMD), mRNA

Q99983 763 0 Osteomodulin alr0124_1 71.6 4.00E-12 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0007155|cell
adhesion;GO:00181
46|keratan sulfate
biosynthetic
process;GO:004234
0|keratan sulfate
catabolic
process;GO:003050
0|regulation of bone
mineralization;

GO:0070062|extrace
llular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0005796|
Golgi
lumen;GO:0043202|l
ysosomal
lumen;GO:0005578|
proteinaceous
extracellular matrix;

. K08124 OMD; osteomodulin

ENSG00000127124 0 0 0 1 0.805765364 4 2 0 1 -1.960032512 0.271133855 NA down no HIVEP3 protein_coding chr1:41506365-
42035925:-

gi|29421200|dbj|BA
B13381.2| 9497 0 KIAA1555 protein

[Homo sapiens]
gi|347582596|ref|N
M_001127714.2| 12319 0

Homo sapiens
human
immunodeficiency
virus type I
enhancer binding
protein 3 (HIVEP3),
transcript variant 2,
mRNA

Q5T1R4 173 5.00E-43 Transcription factor
HIVEP3 . . . . pfam15449 Retinal

Retinal protein. This
family of proteins is
found in the
photoreceptor cells
of the retina.
Mutations of the
gene encoding this
protein have been
associated with
retinal disorders
such as retinitis
pigmentosa and
late-onset
progressive retinal
atrophy. The
function of this
family of proteins is
unknown, but it is
likely to be
important in the
development and
function of the
retina.

GO:0007275|multice
llular organismal
development;GO:00
45893|positive
regulation of
transcription, DNA-
templated;GO:00071
65|signal
transduction;GO:00
35914|skeletal
muscle cell
differentiation;GO:0
006366|transcription
from RNA
polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0046872|metal
ion
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K09239

HIVEP; human
immunodeficiency
virus type I
enhancer-binding
protein



ENSG00000127152 0 0 0 1 0.203596351 0 0 0 1 0.569016626 0.866491527 NA up no BCL11B protein_coding chr14:99169287-
99271524:-

gi|21040334|ref|NP_
612808.1| 3486 0

B-cell
lymphoma/leukemia
11B isoform 1
[Homo sapiens]

gi|532691785|ref|N
M_022898.2| 7603 0

Homo sapiens B-
cell CLL/lymphoma
11B (zinc finger
protein) (BCL11B),
transcript variant 2,
mRNA

Q9C0K0 1347 0
B-cell
lymphoma/leukemia
11B

. . . . pfam13465 zf-H2C2_2 Zinc-finger double
domain.

GO:0046632|alpha-
beta T cell
differentiation;GO:0
021902|commitment
of neuronal cell to
specific neuron type
in
forebrain;GO:00033
82|epithelial cell
morphogenesis;GO:
0003334|keratinocyt
e
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:000828
5|negative
regulation of cell
proliferation;GO:00
22008|neurogenesis;
GO:0042475|odonto
genesis of dentin-
containing
tooth;GO:0071678|o
lfactory bulb axon
guidance;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00433
68|positive T cell
selection;GO:00310
77|post embryonic

GO:0043005|neuron
projection;GO:0005
634|nucleus;

GO:0046872|metal
ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000127241 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no MASP1 protein_coding chr3:187217285-
187292022:-

gi|21264359|ref|NP_
624302.1| 3854 0

mannan-binding
lectin serine
protease 1 isoform 2
precursor [Homo
sapiens]

gi|34364939|emb|BX
641029.1| 5940 0

Homo sapiens
mRNA; cDNA
DKFZp686M0562
(from clone
DKFZp686M0562)

P48740 260 5.00E-81
Mannan-binding
lectin serine
protease 1

VC1200 112 5.00E-25 COG5640 pfam00089 Trypsin Trypsin.

GO:0006958|comple
ment activation,
classical
pathway;GO:004508
7|innate immune
response;

GO:0005576|extrace
llular region;

GO:0005509|calciu
m ion
binding;GO:000425
2|serine-type
endopeptidase
activity;

K03992

MASP1; mannan-
binding lectin serine
protease 1
[EC:3.4.21.-]

ENSG00000127314 40 42 26 24 27.92943752 16 27 17 15 1.433404099 0.000817192 0.005629544 up yes RAP1B protein_coding chr12:68610839-
68671901:+

gi|440894067|gb|EL
R46625.1| 904 4.00E-107

Ras-related protein
Rap-1b, partial [Bos
mutus]

gi|11079407|gb|AC0
08651.7|AC008651 12607 0

Homo sapiens
chromosome 5
clone CTB-187A7,
complete sequence

A6NIZ1 216 4.00E-70 Ras-related protein
Rap-1b-like protein . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:000628
1|DNA
repair;GO:0006260|
DNA
replication;GO:0006
269|DNA
replication,
synthesis of RNA
primer;GO:0000398|
mRNA splicing, via
spliceosome;GO:20
00042|negative
regulation of
double-strand break
repair via
homologous
recombination;GO:1
903775|regulation of
DNA double-strand
break processing;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0035861|sit
e of double-strand
break;GO:0005681|s
pliceosomal
complex;

GO:0005524|ATP
binding;GO:004314
1|ATP-dependent
5'-3' DNA helicase
activity;GO:0004004
|ATP-dependent
RNA helicase
activity;GO:0044822
|poly(A) RNA
binding;GO:001711
6|single-stranded
DNA-dependent
ATP-dependent
DNA helicase
activity;

K04353 RAP1A; Ras-related
protein Rap-1A

ENSG00000127481 0 0 0 0 1.272086352 3 3 0 7 -3.550863692 0.040250297 0.097453997 down no UBR4 protein_coding chr1:19074506-
19210276:-

gi|82659109|ref|NP_
065816.2| 25436 0

E3 ubiquitin-protein
ligase UBR4 [Homo
sapiens]

gi|82659108|ref|NM
_020765.2| 15882 0

Homo sapiens
ubiquitin protein
ligase E3
component n-
recognin 4 (UBR4),
mRNA

Q2TL32 606 0 E3 ubiquitin-protein
ligase UBR4 . . . . pfam13764 E3_UbLigase_R4

E3 ubiquitin-protein
ligase UBR4. This is
a family of E##
ubiquitin ligase
enzymes.

GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00160
21|integral
component of
membrane;GO:0005
634|nucleus;

GO:0016874|ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K10691

UBR4, ZUBR1; E3
ubiquitin-protein
ligase UBR4
[EC:2.3.2.27]

ENSG00000127483 0 2 0 7 1.608868741 2 1 2 1 0.881950991 0.479931967 0.604178314 up no HP1BP3 protein_coding chr1:20742661-
20787323:-

gi|56676330|ref|NP_
057371.2| 2184 0

heterochromatin
protein 1-binding
protein 3 [Homo
sapiens]

gi|71297500|gb|BC0
45660.1| 4528 0

Homo sapiens
heterochromatin
protein 1, binding
protein 3, mRNA
(cDNA clone
MGC:43701
IMAGE:5271429),
complete cds

Q5SSJ5 215 2.00E-64
Heterochromatin
protein 1-binding
protein 3

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0071456|cellular
response to
hypoxia;GO:007082
8|heterochromatin
organization;GO:00
06334|nucleosome
assembly;GO:00421
27|regulation of cell
proliferation;GO:00
97298|regulation of
nucleus
size;GO:0006355|reg
ulation of
transcription, DNA-
templated;

GO:0005694|chrom
osome;GO:0000786|
nucleosome;GO:000
5634|nucleus;

GO:0003677|DNA
binding;GO:003149
1|nucleosome
binding;

. .

ENSG00000127585 1 2 2 2 1.908889223 1 5 1 2 0.183196026 0.857292227 0.908393666 up no FBXL16 protein_coding chr16:692498-
705829:-

gi|635029688|ref|XP
_007978792.1| 2158 0

PREDICTED: F-
box/LRR-repeat
protein 16 isoform
X1 [Chlorocebus
sabaeus]

gi|289666745|ref|N
M_153350.3| 3543 0

Homo sapiens F-
box and leucine-
rich repeat protein
16 (FBXL16),
mRNA

A2RT62 85.5 6.00E-20 F-box/LRR-repeat
protein 16 . . . . pfam06873 SerH

Cell surface
immobilisation
antigen SerH. This
family consists of
several cell surface
immobilisation
antigen SerH
proteins which
seem to be specific
to Tetrahymena
thermophila. The
SerH locus of
Tetrahymena
thermophila is one
of several
paralogous loci with
genes encoding
variants of the
major cell surface
protein known as
the immobilisation
antigen (i-ag).

. GO:0005737|cytopla
sm; . K10282

FBXL16; F-box and
leucine-rich repeat
protein 16

ENSG00000127603 5 5 5 3 4.228431902 4 2 3 5 0.963482629 0.182581065 0.29845643 up no MACF1 protein_coding chr1:39081316-
39487177:+

gi|578798814|ref|XP
_006710591.1| 38412 0

PREDICTED:
microtubule-actin
cross-linking factor
1 isoform X15
[Homo sapiens]

gi|578798823|ref|X
M_006710533.1| 23479 0

PREDICTED:
Homo sapiens
microtubule-actin
crosslinking factor 1
(MACF1), transcript
variant X22, mRNA

D3ZHV2 339 3.00E-97
Microtubule-actin
cross-linking factor
1

ECU09g0290 182 7.00E-46 COG5069 pfam02187 GAS2
Growth-Arrest-
Specific Protein 2
Domain.

GO:0043001|Golgi
to plasma
membrane protein
transport;GO:00301
77|positive
regulation of Wnt
signaling
pathway;GO:001063
2|regulation of
epithelial cell
migration;GO:00518
93|regulation of
focal adhesion
assembly;GO:00328
86|regulation of
microtubule-based
process;GO:001605
5|Wnt signaling
pathway;GO:004206
0|wound healing;

GO:0005737|cytopla
sm;GO:0005794|Gol
gi
apparatus;GO:00160
20|membrane;GO:0
005874|microtubule;
GO:0005886|plasma
membrane;GO:0032
587|ruffle
membrane;

GO:0016887|ATPas
e
activity;GO:0005509
|calcium ion
binding;

K10382 DST; dystonin

ENSG00000127824 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no TUBA4A protein_coding chr2:219249711-
219278170:-

gi|795279976|ref|XP
_011820023.1| 2644 0

PREDICTED:
tubulin alpha-4A
chain isoform X1
[Mandrillus
leucophaeus]

gi|514052658|ref|N
M_001278552.1| 2499 0

Homo sapiens
tubulin, alpha 4a
(TUBA4A),
transcript variant 2,
mRNA

Q5XIF6 325 4.00E-108 Tubulin alpha-4A
chain SPBC800.05c 714 0 COG5023 pfam03953 Tubulin_C

Tubulin C-terminal
domain. This family
includes the tubulin
alpha, beta and
gamma chains.
Members of this
family are involved
in polymer
formation. Tubulins
are GTPases. FtsZ
can polymerize into
tubes, sheets, and
rings in vitro and is
ubiquitous in
eubacteria and
archaea. Tubulin is
the major
component of
microtubules. (The
FtsZ GTPases have
been split into their
won family).

GO:0007017|microt
ubule-based
process;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00058
74|microtubule;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0005200
|structural
constituent of
cytoskeleton;

K07374 TUBA; tubulin
alpha

ENSG00000127838 1 4 3 6 2.787609542 2 1 4 2 1.107892944 0.198775898 0.315337399 up no PNKD protein_coding chr2:218270392-
218346793:+

gi|116642887|ref|NP
_056303.3| 1765 0

probable hydrolase
PNKD isoform 1
precursor [Homo
sapiens]

gi|116642886|ref|N
M_015488.4| 3021 0

Homo sapiens
paroxysmal
nonkinesigenic
dyskinesia (PNKD),
transcript variant 1,
mRNA

Q8N490 571 0 Probable hydrolase
PNKD VC2236 148 2.00E-38 COG0491 pfam00753 Lactamase_B

Metallo-beta-
lactamase
superfamily.

GO:0019243|methyl
glyoxal catabolic
process to D-lactate
via S-lactoyl-
glutathione;GO:004
6929|negative
regulation of
neurotransmitter
secretion;GO:00508
84|neuromuscular
process controlling
posture;GO:0042053
|regulation of
dopamine metabolic
process;GO:003222
5|regulation of
synaptic
transmission,
dopaminergic;

GO:0016020|membr
ane;GO:0005739|mit
ochondrion;GO:000
5634|nucleus;

GO:0004416|hydrox
yacylglutathione
hydrolase
activity;GO:0046872
|metal ion binding;

. .

ENSG00000127947 0 4 0 1 1.397633987 2 2 0 4 -0.24886775 0.858346543 0.908393666 down no PTPN12 protein_coding chr7:77537275-
77640071:+

gi|62088628|dbj|BA
D92761.1| 3853 0

protein tyrosine
phosphatase, non-
receptor type 12
variant [Homo
sapiens]

gi|29476876|gb|BC0
50008.1| 3299 0

Homo sapiens
protein tyrosine
phosphatase, non-
receptor type 12,
mRNA (cDNA
clone MGC:48282
IMAGE:5268732),
complete cds

P35831 363 1.00E-119
Tyrosine-protein
phosphatase non-
receptor type 12

SPAC26F1.10c 127 9.00E-30 COG5599 pfam00102 Y_phosphatase Protein-tyrosine
phosphatase.

GO:0071364|cellular
response to
epidermal growth
factor
stimulus;GO:003533
5|peptidyl-tyrosine
dephosphorylation;
GO:0006470|protein
dephosphorylation;
GO:0042058|regulati
on of epidermal
growth factor
receptor signaling
pathway;GO:004224
6|tissue
regeneration;

GO:0042995|cell
projection;GO:0005
737|cytoplasm;GO:0
005829|cytosol;GO:
0005925|focal
adhesion;GO:00058
86|plasma
membrane;GO:0002
102|podosome;

GO:0004721|phosph
oprotein
phosphatase
activity;GO:0004725
|protein tyrosine
phosphatase
activity;GO:0017124
|SH3 domain
binding;

K18024

PTPN12_18_22;
tyrosine-protein
phosphatase non-
receptor type
12/18/22
[EC:3.1.3.48]



ENSG00000127995 0 0 0 0 0.495389996 2 2 0 1 -2.188107526 0.3070311 NA down no CASD1 protein_coding chr7:94509219-
94557019:+

gi|119597197|gb|EA
W76791.1| 4283 0

CAS1 domain
containing 1,
isoform CRA_c
[Homo sapiens]

gi|170784864|ref|N
M_022900.4| 3882 0

Homo sapiens
CAS1 domain
containing 1
(CASD1), mRNA

Q7TN73 122 1.00E-31 CAS1 domain-
containing protein 1 . . . . pfam07779 Cas1_AcylT

10 TM Acyl
Transferase domain
found in Cas1p.
Cas1p protein of
Cryptococcus
neoformans is
required for the
synthesis of O-
acetylated
glucuronoxylomann
ans, a consitutent of
the capsule, and is
critical for its
virulence. The multi
TM domain of the
Cas1p was unified
with the 10 TM
Sugar
Acyltransferase
superfamily. This
superfamily is
comprised of
members from the
OatA, MdoC,
OpgC, NolL and
GumG families in
addition to the
Cas1p family. The
Cas1p protein has a
N terminal PC-
Esterase domain
with the opposing
Acyl esterase
activity.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000128016 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ZFP36 protein_coding chr19:39406813-
39409412:+

gi|393539038|ref|NP
_003398.2| 1070 2.00E-138 tristetraprolin

[Homo sapiens]
gi|393539037|ref|N
M_003407.3| 1752 0

Homo sapiens
ZFP36 ring finger
protein (ZFP36),
mRNA

P26651 146 2.00E-41
mRNA decay
activator protein
ZFP36

ECU01g0830 100 5.00E-22 COG5063 pfam00642 zf-CCCH
Zinc finger C-x8-C-
x5-C-x3-H type
(and similar).

GO:0061158|3 -
UTR-mediated
mRNA
destabilization;GO:0
070935|3'-UTR-
mediated mRNA
stabilization;GO:007
1364|cellular
response to
epidermal growth
factor
stimulus;GO:004434
4|cellular response
to fibroblast growth
factor
stimulus;GO:007138
5|cellular response
to glucocorticoid
stimulus;GO:009701
1|cellular response
to granulocyte
macrophage colony-
stimulating factor
stimulus;GO:007122
2|cellular response
to
lipopolysaccharide;
GO:0071356|cellular
response to tumor
necrosis
factor;GO:0000165|
MAPK
cascade;GO:003527
8|negative
regulation of

GO:0005737|cytopla
sm;GO:0000932|cyt
oplasmic mRNA
processing
body;GO:0010494|c
ytoplasmic stress
granule;GO:0005829
|cytosol;GO:003052
9|ribonucleoprotein
complex;GO:000563
4|nucleus;

GO:0071889|14-3-3
protein
binding;GO:001709
1|AU-rich element
binding;GO:001995
7|C-C chemokine
binding;GO:000367
7|DNA
binding;GO:001989
9|enzyme
binding;GO:003107
2|heat shock protein
binding;GO:004687
2|metal ion
binding;GO:003592
5|mRNA 3'-UTR
AU-rich region
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:000372
9|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:001990
1|protein kinase
binding;GO:007006
3|RNA polymerase
binding;GO:000372
7|single-stranded
RNA binding;

K15308 TTP; tristetraprolin

ENSG00000128185 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no DGCR6L protein_coding chr22:20314276-
20320080:-

gi|301601623|ref|NP
_150282.2| 961 9.00E-127 protein DGCR6L

[Homo sapiens]
gi|301601622|ref|N
M_033257.3| 1154 0

Homo sapiens
DiGeorge syndrome
critical region gene
6-like (DGCR6L),
mRNA

Q9BY27 374 4.00E-128 Protein DGCR6L . . . . pfam07324 DGCR6

DiGeorge syndrome
critical region 6
(DGCR6) protein.
This family contains
DiGeorge syndrome
critical region 6
(DGCR6) proteins
(approximately 200
residues long) of a
number of
vertebrates. DGCR6
is a candidate for
involvement in the
DiGeorge syndrome
pathology by
playing a role in
neural crest cell
migration into the
third and fourth
pharyngeal
pouches, the
structures from
which derive the
organs affected in
DiGeorge
syndrome. Also
found in this family
is the Drosophila
melanogaster
gonadal protein gdl.

. GO:0005634|nucleu
s; . . .

ENSG00000128191 1 0 1 7 5.908688969 14 17 8 9 -1.972907187 0.013409703 0.04459907 down yes DGCR8 protein_coding chr22:20080232-
20111877:+

gi|390458607|ref|XP
_002806593.2| 3795 0

PREDICTED: LOW
QUALITY
PROTEIN:
microprocessor
complex subunit
DGCR8 [Callithrix
jacchus]

gi|48734700|gb|BC0
71568.1| 4661 0

Homo sapiens
DiGeorge syndrome
critical region gene
8, mRNA (cDNA
clone
IMAGE:30342289),
with apparent
retained intron

Q8WYQ5 190 0
Microprocessor
complex subunit
DGCR8

. . . . pfam00035 dsrm

Double-stranded
RNA binding motif.
Sequences gathered
for seed by
HMM_iterative_trai
ning Putative motif
shared by proteins
that bind to dsRNA.
At least some
DSRM proteins
seem to bind to
specific RNA
targets. Exemplified
by Staufen, which is
involved in
localisation of at
least five different
mRNAs in the early
Drosophila embryo.
Also by interferon-
induced protein
kinase in humans,
which is part of the
cellular response to
dsRNA.

GO:0031047|gene
silencing by
RNA;GO:0031053|p
rimary miRNA
processing;GO:0072
091|regulation of
stem cell
proliferation;GO:00
90502|RNA
phosphodiester
bond hydrolysis,
endonucleolytic;

GO:0005737|cytopla
sm;GO:0070877|mic
roprocessor
complex;GO:001563
0|microtubule
cytoskeleton;GO:00
05730|nucleolus;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;

GO:0003725|double
-stranded RNA
binding;GO:002003
7|heme
binding;GO:004687
2|metal ion
binding;GO:007087
8|primary miRNA
binding;GO:004280
3|protein
homodimerization
activity;

K18419

DCGR8;
microprocessor
complex subunit
DGCR8

ENSG00000128245 30 44 29 51 51.42007223 69 64 84 76 -0.402922631 0.110224598 0.199947652 down no YWHAH protein_coding chr22:31944461-
31957603:+

gi|83754683|pdb|2C
63|A 1297 1.00E-173

Chain A, 14-3-3
Protein Eta (human)
Complexed To
Peptide

gi|61744461|ref|NM
_003405.3| 1793 0

Homo sapiens
tyrosine 3-
monooxygenase/try
ptophan 5-
monooxygenase
activation protein,
eta (YWHAH),
mRNA

Q04917 299 1.00E-101 14-3-3 protein eta SPAC8E11.02c 310 1.00E-99 COG5040 pfam00244 2014/3/3 14-3-3 protein.

GO:0006713|glucoc
orticoid catabolic
process;GO:004292
1|glucocorticoid
receptor signaling
pathway;GO:000688
6|intracellular
protein
transport;GO:00860
10|membrane
depolarization
during action
potential;GO:006102
4|membrane
organization;GO:00
50774|negative
regulation of
dendrite
morphogenesis;GO:
1900740|positive
regulation of
protein insertion
into mitochondrial
membrane involved
in apoptotic
signaling
pathway;GO:004589
3|positive regulation
of transcription,
DNA-
templated;GO:00456
64|regulation of
neuron
differentiation;GO:2
000649|regulation of

GO:0005737|cytopla
sm;GO:0030659|cyt
oplasmic vesicle
membrane;GO:0005
829|cytosol;GO:007
0062|extracellular
exosome;GO:00147
04|intercalated
disc;GO:0005739|mi
tochondrion;GO:00
05886|plasma
membrane;

GO:0019899|enzym
e
binding;GO:003525
9|glucocorticoid
receptor
binding;GO:000515
9|insulin-like
growth factor
receptor
binding;GO:004432
5|ion channel
binding;GO:001990
4|protein domain
specific
binding;GO:004698
2|protein
heterodimerization
activity;GO:0017080
|sodium channel
regulator activity;

K16198 YWHAG_H; 14-3-3
protein gamma/eta

ENSG00000128272 0 0 0 0 0.306241289 2 0 1 0 -1.486957605 0.620259419 NA down no ATF4 protein_coding chr22:39519695-
39522685:+

gi|33469974|ref|NP_
877962.1| 1460 0

cyclic AMP-
dependent
transcription factor
ATF-4 [Homo
sapiens]

gi|584277093|ref|N
M_001675.4| 2019 0

Homo sapiens
activating
transcription factor
4 (ATF4), transcript
variant 1, mRNA

P18848 566 0

Cyclic AMP-
dependent
transcription factor
ATF-4

. . . . pfam00170 bZIP_1

bZIP transcription
factor. The Pfam
entry includes the
basic region and the
leucine zipper
region.

GO:0006520|cellular
amino acid
metabolic
process;GO:003419
8|cellular response
to amino acid
starvation;GO:00421
49|cellular response
to glucose
starvation;GO:00346
44|cellular response
to
UV;GO:0032922|cir
cadian regulation of
gene
expression;GO:0007
214|gamma-
aminobutyric acid
signaling
pathway;GO:000609
4|gluconeogenesis;G
O:0070059|intrinsic
apoptotic signaling
pathway in response
to endoplasmic
reticulum
stress;GO:0042789|
mRNA transcription
from RNA
polymerase II
promoter;GO:19032
04|negative
regulation of
oxidative stress-
induced neuron

GO:1990590|ATF1-
ATF4 transcription
factor
complex;GO:199058
9|ATF4-CREB1
transcription factor
complex;GO:199061
7|CHOP-ATF4
complex;GO:000573
7|cytoplasm;GO:003
2590|dendrite
membrane;GO:1990
037|Lewy body
core;GO:0005815|mi
crotubule
organizing
center;GO:0043005|
neuron
projection;GO:0034
399|nuclear
periphery;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0001046|core
promoter sequence-
specific DNA
binding;GO:000367
7|DNA
binding;GO:004352
2|leucine zipper
domain
binding;GO:004698
2|protein
heterodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000108
5|RNA polymerase
II transcription
factor
binding;GO:004356
5|sequence-specific
DNA

K04374

ATF4, CREB2;
cyclic AMP-
dependent
transcription factor
ATF-4

ENSG00000128463 24 35 28 29 41.41808436 49 62 68 63 -0.501803785 0.084547348 0.164313319 down no EMC4 protein_coding chr15:34224999-
34230156:+

gi|532103199|ref|XP
_005337202.1| 816 5.00E-106

PREDICTED: ER
membrane protein
complex subunit 4
[Ictidomys
tridecemlineatus]

gi|21750103|dbj|AK
091678.1| 1995 0

Homo sapiens
cDNA FLJ34359 fis,
clone
FEBRA2013951

Q5RC35 163 1.00E-48
ER membrane
protein complex
subunit 4

. . . . pfam06417 DUF1077

Protein of unknown
function
(DUF1077). This
family consists of
several hypothetical
eukaryotic proteins
of unknown
function.

.

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0042803|protein
homodimerization
activity;

. .



ENSG00000128512 6 6 4 2 4.082033958 7 0 2 3 1.215319468 0.177853116 0.29210313 up no DOCK4 protein_coding chr7:111726110-
112206411:-

gi|109734813|gb|AA
I17690.1| 10114 0 DOCK4 protein

[Homo sapiens]
gi|578814790|ref|X
M_006716188.1| 7980 0

PREDICTED:
Homo sapiens
dedicator of
cytokinesis 4
(DOCK4), transcript
variant X1, mRNA

P59764 469 4.00E-148
Dedicator of
cytokinesis protein
4

. . . . pfam06920 Ded_cyto

Dedicator of
cytokinesis. This
family represents a
conserved region
approximately 200
residues long within
a number of
eukaryotic dedicator
of cytokinesis
proteins. These are
potential guanine
nucleotide exchange
factors, which
activate some small
GTPases by
exchanging bound
GDP for free GTP.

GO:0060326|cell
chemotaxis;GO:190
4694|negative
regulation of
vascular smooth
muscle
contraction;GO:000
7264|small GTPase
mediated signal
transduction;

GO:0005829|cytosol
;GO:0016020|memb
rane;GO:0005886|pl
asma
membrane;GO:0032
420|stereocilium;GO
:0032421|stereociliu
m bundle;

GO:0005096|GTPas
e activator
activity;GO:0005085
|guanyl-nucleotide
exchange factor
activity;GO:0030165
|PDZ domain
binding;GO:004836
5|Rac GTPase
binding;GO:003097
1|receptor tyrosine
kinase binding;

K17697
DOCK4; dedicator
of cytokinesis
protein 4

ENSG00000128567 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PODXL protein_coding chr7:131500262-
131558217:-

gi|66277202|ref|NP_
001018121.1| 2394 0

podocalyxin
isoform 1 precursor
[Homo sapiens]

gi|27769324|gb|BC0
42466.1| 6140 0

Homo sapiens,
Similar to
podocalyxin-like,
clone
IMAGE:5172924,
mRNA

O00592 257 4.00E-81 Podocalyxin . . . . pfam06365 CD34_antigen

CD34/Podocalyxin
family. This family
consists of several
mammalian CD34
antigen proteins.
The CD34 antigen is
a human leukocyte
membrane protein
expressed
specifically by
lymphohematopoiet
ic progenitor cells.
CD34 is a
phosphoprotein.
Activation of
protein kinase C
(PKC) has been
found to enhance
CD34
phosphorylation.
This family contains
several eukaryotic
podocalyxin
proteins.
Podocalyxin is a
major membrane
protein of the
glomerular
epithelium and is
thought to be
involved in
maintenance of the
architecture of the
foot processes and
filtration slits

GO:0007155|cell
adhesion;GO:00164
77|cell
migration;GO:00721
75|epithelial tube
formation;GO:0072
015|glomerular
visceral epithelial
cell
development;GO:00
50900|leukocyte
migration;GO:00071
62|negative
regulation of cell
adhesion;GO:00224
08|negative
regulation of cell-
cell
adhesion;GO:00303
35|positive
regulation of cell
migration;GO:00336
34|positive
regulation of cell-
cell adhesion
mediated by
integrin;GO:003253
4|regulation of
microvillus
assembly;

GO:0016324|apical
plasma
membrane;GO:0044
297|cell
body;GO:0005737|c
ytoplasm;GO:00700
62|extracellular
exosome;GO:00056
15|extracellular
space;GO:0030175|f
ilopodium;GO:0005
887|integral
component of
plasma
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00300
27|lamellipodium;G
O:0045121|membra
ne
raft;GO:0031528|mi
crovillus
membrane;GO:0005
886|plasma
membrane;GO:0001
726|ruffle;GO:00360
57|slit diaphragm;

. K06817 PODXL;
podocalyxin-like

ENSG00000128573 2 1 5 0 3.004483911 5 4 3 4 -0.305657116 0.748729898 0.82213479 down no FOXP2 protein_coding chr7:114086327-
114693772:+

gi|585154785|ref|XP
_006729740.1| 2021 0

PREDICTED:
forkhead box
protein P2 isoform
X10 [Leptonychotes
weddellii]

gi|51476203|emb|CR
749236.1| 8248 0

Homo sapiens
mRNA; cDNA
DKFZp686H1726
(from clone
DKFZp686H1726)

O15409 114 7.00E-25 Forkhead box
protein P2 SPBC32H8.11 85.5 3.00E-16 COG5025 pfam00250 Fork_head Fork head domain.

GO:0043010|camera
-type eye
development;GO:00
21757|caudate
nucleus
development;GO:00
21549|cerebellum
development;GO:00
21987|cerebral
cortex
development;GO:00
40007|growth;GO:0
048286|lung
alveolus
development;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00605
01|positive
regulation of
epithelial cell
proliferation
involved in lung
morphogenesis;GO:
0002053|positive
regulation of
mesenchymal cell
proliferation;GO:00
09791|post-
embryonic
development;GO:00
21758|putamen
development;GO:00
60013|righting

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:004280
3|protein
homodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09409 FOXP; forkhead
box protein P

ENSG00000128585 0 0 1 3 1.000025286 3 2 0 0 0.073083756 0.965781318 0.977174259 up no MKLN1 protein_coding chr7:131110096-
131496636:+

gi|831228811|ref|XP
_003791660.2| 3889 0

PREDICTED:
muskelin [Otolemur
garnettii]

gi|223890247|ref|N
M_013255.4| 11156 0

Homo sapiens
muskelin 1,
intracellular
mediator containing
kelch motifs
(MKLN1), transcript
variant 2, mRNA

Q99PV3 367 2.00E-121 Muskelin . . . . pfam06588 Muskelin_N

Muskelin N-
terminus. This
family represents
the N-terminal
region of muskelin
and is found in
conjunction with
several pfam01344
repeats. Muskelin is
an intracellular,
kelch repeat protein
that is needed in
cell-spreading
responses to the
matrix adhesion
molecule,
thrombospondin-1.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
007160|cell-matrix
adhesion;GO:00083
60|regulation of cell
shape;

GO:0005938|cell
cortex;GO:0005829|
cytosol;GO:0001726
|ruffle;

. . .

ENSG00000128594 5 13 5 15 13.59186394 22 29 15 19 -0.675709182 0.128155691 0.224498768 down no LRRC4 protein_coding chr7:128027071-
128032107:-

gi|15029530|ref|NP_
071426.1| 3331 0

leucine-rich repeat-
containing protein 4
precursor [Homo
sapiens]

gi|426357771|ref|X
M_004046158.1| 3729 0

PREDICTED:
Gorilla gorilla
gorilla leucine rich
repeat containing 4,
transcript variant 1
(LRRC4), mRNA

Q9HBW1 88.2 3.00E-19 Leucine-rich repeat-
containing protein 4 SPy1798 72.8 5.00E-12 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:004642
6|negative
regulation of JAK-
STAT
cascade;GO:000646
9|negative
regulation of
protein kinase
activity;GO:0097119
|postsynaptic
density protein 95
clustering;GO:00508
07|regulation of
synapse
organization;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:004
3197|dendritic
spine;GO:0060076|e
xcitatory
synapse;GO:001602
1|integral
component of
membrane;GO:0045
211|postsynaptic
membrane;

GO:0004860|protein
kinase inhibitor
activity;

K16351 LRRC4, NGL2;
netrin-G2 ligand

ENSG00000128595 0 4 0 7 6.362400841 15 14 13 9 -1.818526759 0.01401896 0.045809332 down yes CALU protein_coding chr7:128739292-
128771807:+

gi|332224392|ref|XP
_003261350.1| 1788 0

PREDICTED:
calumenin isoform
X2 [Nomascus
leucogenys]

gi|314122178|ref|N
M_001199672.1| 4225 0

Homo sapiens
calumenin (CALU),
transcript variant 4,
mRNA

O43852 442 3.00E-144 Calumenin . . . . pfam13499 EF-hand_7 EF-hand domain
pair. .

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0005
576|extracellular
region;GO:0005794|
Golgi
apparatus;GO:00424
70|melanosome;GO:
0016020|membrane;
GO:0033018|sarcopl
asmic reticulum
lumen;

GO:0005509|calciu
m ion binding; . .

ENSG00000128606 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no LRRC17 protein_coding chr7:102912991-
102944949:+

gi|72534676|ref|NP_
001026862.1| 2269 0

leucine-rich repeat-
containing protein
17 isoform 1
precursor [Homo
sapiens]

gi|239582713|ref|N
M_005824.2| 2002 0

Homo sapiens
leucine rich repeat
containing 17
(LRRC17),
transcript variant 2,
mRNA

Q8N6Y2 219 1.00E-66
Leucine-rich repeat-
containing protein
17

ECU09g1430 50.4 2.00E-06 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0051607|defens
e response to
virus;GO:0060333|i
nterferon-gamma-
mediated signaling
pathway;GO:004306
5|positive regulation
of apoptotic
process;GO:003272
7|positive regulation
of interferon-alpha
production;GO:0032
728|positive
regulation of
interferon-beta
production;GO:0032
735|positive
regulation of
interleukin-12
production;GO:0045
944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00324
95|response to
muramyl
dipeptide;GO:00324
94|response to
peptidoglycan;GO:0
006351|transcription
, DNA-
templated;GO:00603
37|type I interferon
signaling pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0000975|regulat
ory region DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K10279
FBXL13; F-box and
leucine-rich repeat
protein 13

ENSG00000128607 1 3 0 3 6.563690762 21 10 7 19 -2.541763152 0.001242477 0.007843421 down yes KLHDC10 protein_coding chr7:130070510-
130135720:+

gi|795152820|ref|XP
_011794986.1| 2065 0

PREDICTED: kelch
domain-containing
protein 10 isoform
X1 [Colobus
angolensis palliatus]

gi|301171678|ref|N
M_014997.3| 6437 0

Homo sapiens kelch
domain containing
10 (KLHDC10),
mRNA

Q5U3Y0 184 6.00E-55
Kelch domain-
containing protein
10

. . . . pfam01344 Kelch_1

Kelch motif. The
kelch motif was
initially discovered
in Kelch. In this
protein there are six
copies of the motif.
It has been shown
that the Drosophila
ring canal kelch
protein is related to
Galactose Oxidase
for which a
structure has been
solved. The kelch
motif forms a beta
sheet. Several of
these sheets
associate to form a
beta propeller
structure as found
in pfam00064,
pfam00400 and
pfam00415.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. . .



ENSG00000128641 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MYO1B protein_coding chr2:191245185-
191425389:+

gi|675664835|ref|XP
_008997360.1| 5616 0

PREDICTED:
unconventional
myosin-Ib isoform
X2 [Callithrix
jacchus]

gi|194328684|ref|N
M_001130158.1| 5082 0

Homo sapiens
myosin IB
(MYO1B),
transcript variant 1,
mRNA

O43795 2145 0 Unconventional
myosin-Ib YKL129c 158 3.00E-43 COG5022 pfam00063 Myosin_head Myosin head (motor

domain).

GO:0051017|actin
filament bundle
assembly;GO:00300
48|actin filament-
based
movement;GO:0007
399|nervous system
development;GO:00
06892|post-Golgi
vesicle-mediated
transport;

GO:0005884|actin
filament;GO:000590
3|brush
border;GO:0071944|
cell
periphery;GO:00057
37|cytoplasm;GO:00
05769|early
endosome;GO:0010
008|endosome
membrane;GO:0070
062|extracellular
exosome;GO:00301
75|filopodium;GO:0
016459|myosin
complex;GO:004847
1|perinuclear region
of
cytoplasm;GO:0005
886|plasma
membrane;GO:0032
588|trans-Golgi
network membrane;

GO:0003779|actin
binding;GO:003089
8|actin-dependent
ATPase
activity;GO:0005524
|ATP
binding;GO:000551
6|calmodulin
binding;GO:000014
6|microfilament
motor
activity;GO:0003774
|motor
activity;GO:0005547
|phosphatidylinosito
l-3,4,5-
trisphosphate
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;

K10356 MYO1; myosin I

ENSG00000128652 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no HOXD3 protein_coding chr2:176136612-
176173102:+

gi|19923391|ref|NP_
008829.3| 1935 0

homeobox protein
Hox-D3 [Homo
sapiens]

gi|23510372|ref|NM
_006898.4| 2299 0

Homo sapiens
homeobox D3
(HOXD3), mRNA

P31249 206 2.00E-63 Homeobox protein
Hox-D3 . . . . pfam13293 DUF4074

Domain of
unknown function
(DUF4074). This
family is found at
the C-terminal of
Homeobox proteins
in Metazoa.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
51216|cartilage
development;GO:00
07160|cell-matrix
adhesion;GO:00487
04|embryonic
skeletal system
morphogenesis;GO:
0021615|glossophar
yngeal nerve
morphogenesis;GO:
0007219|Notch
signaling
pathway;GO:001062
8|positive regulation
of gene
expression;GO:0045
666|positive
regulation of
neuron
differentiation;GO:0
030878|thyroid
gland
development;GO:00
06351|transcription,
DNA-templated;

GO:0016235|aggres
ome;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09303 HOX_3; homeobox
protein HoxA/B/D3

ENSG00000128656 0 1 1 3 6.38309573 13 9 13 23 -3.046196292 0.00027993 0.002382148 down yes CHN1 protein_coding chr2:174799363-
175005369:-

gi|4502813|ref|NP_0
01813.1| 2483 0

N-chimaerin
isoform 1 [Homo
sapiens]

gi|331028574|ref|N
M_001822.5| 2447 0

Homo sapiens
chimerin 1 (CHN1),
transcript variant 1,
mRNA

P15882 307 1.00E-101 N-chimaerin . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0048013|ephrin
receptor signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
08045|motor neuron
axon
guidance;GO:00507
70|regulation of
axonogenesis;GO:00
07165|signal
transduction;

GO:0005737|cytopla
sm;

GO:0005096|GTPas
e activator
activity;GO:0046872
|metal ion
binding;GO:000156
5|phorbol ester
receptor activity;

. .

ENSG00000128692 47 81 43 64 51.52034465 31 35 51 58 0.965334613 0.001912755 0.010887702 up no EIF2S2P4 processed_pseudog
ene

chr2:170751805-
170752788:+

gi|119631642|gb|EA
X11237.1| 1592 0

hCG2006325,
isoform CRA_b
[Homo sapiens]

gi|169791007|ref|NG
_005660.3| 984 0

Homo sapiens
eukaryotic
translation initiation
factor 2, subunit 2
beta pseudogene 4
(EIF2S2P4) on
chromosome 2

P20042 591 0
Eukaryotic
translation initiation
factor 2 subunit 2

SPAC6B12.17c 214 9.00E-66 COG1601 pfam01873 eIF-5_eIF-2B

Domain found in
IF2B/IF5. This
family includes the
N terminus of eIF-
5, and the C
terminus of eIF-2
beta. This region
corresponds to the
whole of the
archaebacterial eIF-
2 beta homologue.
The region contains
a putative zinc
binding C4 finger.

GO:0001701|in
utero embryonic
development;GO:00
02176|male germ
cell
proliferation;GO:00
08584|male gonad
development;GO:00
06413|translational
initiation;GO:00550
85|transmembrane
transport;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005850|eu
karyotic translation
initiation factor 2
complex;

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000813
5|translation factor
activity, RNA
binding;GO:000374
3|translation
initiation factor
activity;

K03238
EIF2S2; translation
initiation factor 2
subunit 2

ENSG00000128708 12 15 18 22 15.03437927 10 15 16 11 0.908838678 0.026056606 0.070900108 up no HAT1 protein_coding chr2:171922448-
171983682:+

gi|694897448|ref|XP
_001146318.3| 2309 0

PREDICTED:
histone
acetyltransferase
type B catalytic
subunit isoform X1
[Pan troglodytes]

gi|71297072|gb|BC0
45673.1| 3839 0

Homo sapiens
histone
acetyltransferase 1,
mRNA (cDNA
clone
IMAGE:5298826),
with apparent
retained intron

O14929 218 2.00E-60

Histone
acetyltransferase
type B catalytic
subunit

. . . . pfam10394 Hat1_N

Histone acetyl
transferase HAT1
N-terminus. This
domain is the N-
terminal half of the
structure of histone
acetyl transferase
HAT1. It is often
found in association
with the C-terminal
part of the GNAT
Acetyltransf_1
(pfam00583)
domain. It seems to
be motifs C and D
of the structure.
Histone
acetyltransferases
(HATs) catalyse the
transfer of an acetyl
group from acetyl-
CoA to the lysine E-
amino groups on
the N-terminal tails
of histones. HATs
are involved in
transcription since
histones tend to be
hyper-acetylated in
actively transcribed
regions of
chromatin, whereas
in transcriptionally
silent regions
histones are hypo

GO:0006348|chrom
atin silencing at
telomere;GO:000632
3|DNA
packaging;GO:0006
335|DNA
replication-
dependent
nucleosome
assembly;GO:00063
36|DNA replication-
independent
nucleosome
assembly;GO:00439
67|histone H4
acetylation;GO:0006
475|internal protein
amino acid
acetylation;GO:0007
584|response to
nutrient;

GO:0005737|cytopla
sm;GO:0043231|intr
acellular membrane-
bounded
organelle;GO:00007
90|nuclear
chromatin;GO:0000
784|nuclear
chromosome,
telomeric
region;GO:0016363|
nuclear
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
043234|protein
complex;

GO:0010485|H4
histone
acetyltransferase
activity;GO:0004402
|histone
acetyltransferase
activity;GO:0042393
|histone binding;

K11303

HAT1, KAT1;
histone
acetyltransferase 1
[EC:2.3.1.48]

ENSG00000128709 0 1 2 0 0.480758791 0 0 0 0 2.688265608 0.309280019 NA up no HOXD9 protein_coding chr2:176122720-
176124937:+

gi|194363768|ref|NP
_055028.3| 878 5.00E-109

homeobox protein
Hox-D9 [Homo
sapiens]

gi|194363767|ref|N
M_014213.3| 1850 0

Homo sapiens
homeobox D9
(HOXD9), mRNA

P28356 342 2.00E-110 Homeobox protein
Hox-D9 . . . . pfam00046 Homeobox Homeobox domain.

GO:0008344|adult
locomotory
behavior;GO:00099
52|anterior/posterior
pattern
specification;GO:00
35115|embryonic
forelimb
morphogenesis;GO:
0048704|embryonic
skeletal system
morphogenesis;GO:
0035137|hindlimb
morphogenesis;GO:
0030879|mammary
gland
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00489
35|peripheral
nervous system
neuron
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00099
54|proximal/distal
pattern
formation;GO:0007
338|single

GO:0005634|nucleu
s;

GO:0000977|RNA
polymerase II
regulatory region
sequence-specific
DNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09294
HOX_9; homeobox
protein
HoxA/B/C/D9

ENSG00000128881 0 0 1 0 1.369419273 5 6 0 1 -2.732921483 0.100489878 0.185585563 down no TTBK2 protein_coding chr15:42738734-
42920809:-

gi|27451602|gb|AA
O14996.1| 7640 0 tau-tubulin kinase

[Homo sapiens]
gi|18249987|gb|AC0
90510.4| 7526 0

Homo sapiens
chromosome 15
clone CTD-2036P10
map 15q21.1,
complete sequence

Q6IQ55 2348 0 Tau-tubulin kinase
2 . . . . pfam00038 Filament Intermediate

filament protein.

GO:0042384|cilium
assembly;GO:00181
05|peptidyl-serine
phosphorylation;GO
:0008360|regulation
of cell
shape;GO:0007224|s
moothened
signaling pathway;

GO:0005814|centrio
le;GO:0036064|ciliar
y basal
body;GO:0035869|ci
liary transition
zone;GO:0005829|cy
tosol;GO:0005615|e
xtracellular
space;GO:0005634|n
ucleus;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08815
TTBK; tau tubulin
kinase
[EC:2.7.11.26]

ENSG00000128908 0 0 0 1 0.312175034 1 0 1 0 -0.171702821 0.945833621 NA down no INO80 protein_coding chr15:40978880-
41116354:-

gi|6330933|dbj|BAA
86573.1| 6772 0 KIAA1259 protein

[Homo sapiens]
gi|528881095|ref|N
M_017553.2| 6328 0

Homo sapiens
INO80 complex
subunit (INO80),
transcript variant 1,
mRNA

Q9ULG1 216 8.00E-63 DNA helicase
INO80 . . . . pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar, ETL1).

GO:0051301|cell
division;GO:007147
9|cellular response
to ionizing
radiation;GO:00346
44|cellular response
to
UV;GO:0006338|chr
omatin
remodeling;GO:000
6302|double-strand
break
repair;GO:0000724|
double-strand break
repair via
homologous
recombination;GO:0
000070|mitotic sister
chromatid
segregation;GO:003
0307|positive
regulation of cell
growth;GO:0010571
|positive regulation
of nuclear cell cycle
DNA
replication;GO:0045
944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:20000
45|regulation of
G1/S transition of
mitotic cell

GO:0031011|Ino80
complex;GO:000587
4|microtubule;GO:0
005634|nucleus;

GO:0043014|alpha-
tubulin
binding;GO:000552
4|ATP
binding;GO:001688
7|ATPase
activity;GO:0003677
|DNA
binding;GO:000367
8|DNA helicase
activity;

K11665

INO80, INOC1;
DNA helicase
INO80
[EC:3.6.4.12]



ENSG00000128915 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ICE2 protein_coding chr15:60419609-
60479160:-

gi|37202123|ref|NP_
078887.2| 4908 0

little elongation
complex subunit 2
isoform a [Homo
sapiens]

gi|446713795|ref|N
M_024611.5| 7209 0

Homo sapiens
interactor of little
elongation complex
ELL subunit 2
(ICE2), transcript
variant 1, mRNA

Q659A1 249 2.00E-75 Little elongation
complex subunit 2 . . . . pfam10505 NARG2_C

NMDA receptor-
regulated gene
protein 2 C-
terminus. The
transition of
neuronal cells from
pre-cursor to
mature state is
regulated by the N-
methyl-d-aspartate
(NMDA) receptor, a
glutamate-gated ion
channel that is
permeable to Ca2+.
NMDA receptors
probably mediate
this activity by
permitting
expression of
NARG2. NARG2 is
transiently
expressed, being a
regulatory protein
that is present in the
nucleus of dividing
cells and then
down-regulated as
progenitors exit the
cell cycle and begin
to differentiate.
NARG2 contains
repeats of
(S/T)PXX, (11 in
mouse, six in
human) a putative

GO:0045945|positiv
e regulation of
transcription from
RNA polymerase III
promoter;GO:00427
95|snRNA
transcription from
RNA polymerase II
promoter;GO:00427
96|snRNA
transcription from
RNA polymerase III
promoter;

GO:0015030|Cajal
body;GO:0035363|h
istone locus
body;GO:0005654|n
ucleoplasm;GO:000
8023|transcription
elongation factor
complex;GO:003532
7|transcriptionally
active chromatin;

. . .

ENSG00000128918 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no ALDH1A2 protein_coding chr15:57953424-
58497866:-

gi|25777724|ref|NP_
003879.2| 2768 0

retinal
dehydrogenase 2
isoform 1 [Homo
sapiens]

gi|34536225|dbj|AK
128709.1| 4059 0

Homo sapiens
cDNA FLJ46876 fis,
clone
UTERU3014611,
highly similar to
Retinal
dehydrogenase 2
(EC 1.2.1.36)

O43315 80.9 2.00E-17 Aquaporin-9 SPAC9E9.09c 559 0 COG1012 pfam00171 Aldedh

Aldehyde
dehydrogenase
family. This family
of dehydrogenases
act on aldehyde
substrates. Members
use NADP as a
cofactor. The family
includes the
following members:
The prototypical
members are the
aldehyde
dehydrogenases
EC:1.2.1.3.
Succinate-
semialdehyde
dehydrogenase
EC:1.2.1.16.
Lactaldehyde
dehydrogenase
EC:1.2.1.22.
Benzaldehyde
dehydrogenase
EC:1.2.1.28.
Methylmalonate-
semialdehyde
dehydrogenase
EC:1.2.1.27.
Glyceraldehyde-3-
phosphate
dehydrogenase
EC:1.2.1.9. Delta-1-
pyrroline-5-
carboxylate

GO:0001525|angiog
enesis;GO:0008015|
blood
circulation;GO:0072
554|blood vessel
lumenization;GO:00
01974|blood vessel
remodeling;GO:000
3209|cardiac atrium
morphogenesis;GO:
0003208|cardiac
ventricle
morphogenesis;GO:
0044344|cellular
response to
fibroblast growth
factor
stimulus;GO:003592
4|cellular response
to vascular
endothelial growth
factor
stimulus;GO:003591
2|dorsal aorta
morphogenesis;GO:
1903588|negative
regulation of blood
vessel endothelial
cell proliferation
involved in
sprouting
angiogenesis;GO:00
90051|negative
regulation of cell
migration involved

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion
binding;GO:000511
2|Notch binding;

K07249
E1.2.1.36; retinal
dehydrogenase
[EC:1.2.1.36]

ENSG00000128989 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ARPP19 protein_coding chr15:52547045-
52569883:-

gi|694959568|ref|XP
_009427423.1| 668 1.00E-84

PREDICTED:
cAMP-regulated
phosphoprotein 19
isoform X1 [Pan
troglodytes]

gi|30268364|emb|AL
833077.2| 5263 0

Homo sapiens
mRNA; cDNA
DKFZp451F1219
(from clone
DKFZp451F1219)

Q712U6 118 4.00E-34 cAMP-regulated
phosphoprotein 19 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051301|cell
division;GO:000008
6|G2/M transition of
mitotic cell
cycle;GO:0007067|
mitotic nuclear
division;

GO:0005737|cytopla
sm;

GO:0019212|phosph
atase inhibitor
activity;GO:0051721
|protein
phosphatase 2A
binding;GO:000486
4|protein
phosphatase
inhibitor
activity;GO:0008601
|protein
phosphatase type
2A regulator
activity;

. .

ENSG00000129083 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no COPB1 protein_coding chr11:14443440-
14500027:-

gi|7705369|ref|NP_0
57535.1| 4877 0

coatomer subunit
beta [Homo
sapiens]

gi|221316628|ref|N
M_016451.4| 3481 0

Homo sapiens
coatomer protein
complex, subunit
beta 1 (COPB1),
transcript variant 1,
mRNA

D2SW95 123 1.00E-30 Coatomer subunit
beta SPBC146.14c 130 1.00E-33 COG5096 pfam01602 Adaptin_N

Adaptin N terminal
region. This family
consists of the N
terminal region of
various alpha, beta
and gamma
subunits of the AP-
1, AP-2 and AP-3
adaptor protein
complexes. The
adaptor protein
(AP) complexes are
involved in the
formation of
clathrin-coated pits
and vesicles. The N-
terminal region of
the various adaptor
proteins (APs) is
constant by
comparison to the
C-terminal which is
variable within
members of the AP-
2 family; and it has
been proposed that
this constant region
interacts with
another uniform
component of the
coated vesicles.

GO:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00068
91|intra-Golgi
vesicle-mediated
transport;GO:00068
86|intracellular
protein
transport;GO:00068
90|retrograde
vesicle-mediated
transport, Golgi to
ER;GO:0016032|vira
l process;

GO:0030126|COPI
vesicle
coat;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00057
89|endoplasmic
reticulum
membrane;GO:0005
793|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
05794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0005
798|Golgi-
associated
vesicle;GO:0043231|
intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005886|plasma
membrane;GO:0030
133|transport
vesicle;

GO:0005198|structu
ral molecule
activity;

K17301
COPB1, SEC26;
coatomer, subunit
beta

ENSG00000129116 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PALLD protein_coding chr4:168497066-
168928457:+

gi|767931475|ref|XP
_011530075.1| 5805 0

PREDICTED:
palladin isoform X7
[Homo sapiens]

gi|93102360|ref|NM
_016081.3| 5809 0

Homo sapiens
palladin,
cytoskeletal
associated protein
(PALLD), transcript
variant 2, mRNA

P0C5E3 69.7 7.00E-11 Palladin (Fragment) . . . . pfam07679 I-set Immunoglobulin I-
set domain.

GO:0030036|actin
cytoskeleton
organization;GO:00
16477|cell
migration;GO:00033
82|epithelial cell
morphogenesis;GO:
0003334|keratinocyt
e development;

GO:0015629|actin
cytoskeleton;GO:00
05884|actin
filament;GO:003042
4|axon;GO:0005737|
cytoplasm;GO:0005
925|focal
adhesion;GO:00304
26|growth
cone;GO:0030027|la
mellipodium;GO:00
05739|mitochondrio
n;GO:0005634|nucle
us;GO:0005886|plas
ma
membrane;GO:0002
102|podosome;GO:0
001726|ruffle;GO:00
30018|Z disc;

. . .

ENSG00000129128 0 0 0 1 0.310375368 2 0 0 0 -0.176451146 0.95380862 NA down no SPCS3 protein_coding chr4:176319964-
176332245:+

gi|11345462|ref|NP_
068747.1| 944 1.00E-114

signal peptidase
complex subunit 3
[Homo sapiens]

gi|221139766|ref|N
M_021928.3| 4571 0

Homo sapiens
signal peptidase
complex subunit 3
(SPCS3), mRNA

P61009 279 3.00E-94 Signal peptidase
complex subunit 3 . . . . pfam04573 SPC22

Signal peptidase
subunit.
Translocation of
polypeptide chains
across the
endoplasmic
reticulum
membrane is
triggered by signal
sequences. During
translocation of the
nascent chain
through the
membrane, the
signal sequence of
most secretory and
membrane proteins
is cleaved off.
Cleavage occurs by
the signal peptidase
complex (SPC)
which consists of
four subunits in
yeast and five in
mammals. This
family is common
to yeast and
mammals.

GO:0006465|signal
peptide processing;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0031
090|organelle
membrane;GO:0005
787|signal peptidase
complex;

GO:0008233|peptida
se activity; K12948

SPCS3, SPC3;
signal peptidase
complex subunit 3
[EC:3.4.-.-]

ENSG00000129159 15 48 35 94 148.0545671 325 285 258 365 -2.251817109 4.63E-11 1.34E-08 down yes KCNC1 protein_coding chr11:17734774-
17856804:+

gi|332835957|ref|XP
_001172719.2| 2672 0

PREDICTED:
potassium voltage-
gated channel
subfamily C
member 1 isoform
X1 [Pan
troglodytes]

gi|163792199|ref|N
M_004976.4| 6791 0

Homo sapiens
potassium channel,
voltage gated Shaw
related subfamily C,
member 1
(KCNC1), transcript
variant 2, mRNA

P15388 83.6 9.00E-16

Potassium voltage-
gated channel
subfamily C
member 1

DR0830 60.1 2.00E-08 COG1226 pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K04887

KCNC1; potassium
voltage-gated
channel Shaw-
related subfamily C
member 1



ENSG00000129244 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ATP1B2 protein_coding chr17:7646627-
7657768:+

gi|49574491|ref|NP_
001669.3| 1579 0

sodium/potassium-
transporting ATPase
subunit beta-2
isoform 1 [Homo
sapiens]

gi|291869|gb|M8118
1.1|HUMATPBII 2726 0

Human
sodium/potassium
ATPase beta-2
subunit (atpb2)
mRNA, complete
cds

P14415 357 2.00E-123
Sodium/potassium-
transporting ATPase
subunit beta-2

. . . . pfam00287 Na_K-ATPase Sodium / potassium
ATPase beta chain.

GO:0007155|cell
adhesion;GO:00860
64|cell
communication by
electrical coupling
involved in cardiac
conduction;GO:003
0007|cellular
potassium ion
homeostasis;GO:000
6883|cellular
sodium ion
homeostasis;GO:003
4220|ion
transmembrane
transport;GO:00509
00|leukocyte
migration;GO:00860
09|membrane
repolarization;GO:0
032781|positive
regulation of
ATPase
activity;GO:1903288
|positive regulation
of potassium ion
import;GO:1901018|
positive regulation
of potassium ion
transmembrane
transporter
activity;GO:1903278
|positive regulation
of sodium ion
export from

GO:0016324|apical
plasma
membrane;GO:0005
737|cytoplasm;GO:0
005886|plasma
membrane;GO:0005
890|sodium:potassiu
m-exchanging
ATPase complex;

GO:0001671|ATPas
e activator
activity;GO:0051117
|ATPase
binding;GO:000539
1|sodium:potassium
-exchanging
ATPase activity;

K01540

ATP1B;
sodium/potassium-
transporting ATPase
subunit beta

ENSG00000129245 39 36 44 35 32.29325214 18 19 30 17 1.48531647 0.000166561 0.001554567 up yes FXR2 protein_coding chr17:7591230-
7614871:-

gi|511880853|ref|XP
_004760325.1| 2679 0

PREDICTED: LOW
QUALITY
PROTEIN: fragile X
mental retardation
syndrome-related
protein 2 [Mustela
putorius furo]

gi|259013555|ref|N
M_004860.3| 2957 0

Homo sapiens
fragile X mental
retardation,
autosomal homolog
2 (FXR2), mRNA

P51116 221 8.00E-67

Fragile X mental
retardation
syndrome-related
protein 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0017148|negativ
e regulation of
translation;

GO:0005737|cytopla
sm;GO:0022625|cyt
osolic large
ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00160
20|membrane;GO:0
005634|nucleus;GO:
0005844|polysome;

GO:0003729|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0003723
|RNA binding;

K15516
FMR; fragile X
mental retardation
protein

ENSG00000129250 0 0 0 2 1.004063239 3 2 0 3 -1.523776818 0.360678594 0.492634178 down no KIF1C protein_coding chr17:4997948-
5028401:+

gi|40788334|dbj|BA
A31681.2| 4764 0 KIAA0706 protein

[Homo sapiens]
gi|291327508|ref|N
M_006612.5| 7917 0

Homo sapiens
kinesin family
member 1C
(KIF1C), mRNA

O43896 1816 0 Kinesin-like protein
KIF1C SPAC1834.07 219 6.00E-59 COG5059 pfam00225 Kinesin Kinesin motor

domain.

GO:0030705|cytosk
eleton-dependent
intracellular
transport;GO:00070
18|microtubule-
based
movement;GO:0006
890|retrograde
vesicle-mediated
transport, Golgi to
ER;

GO:0005783|endopl
asmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00058
71|kinesin
complex;GO:000587
4|microtubule;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0003777
|microtubule motor
activity;GO:0003774
|motor
activity;GO:0044822
|poly(A) RNA
binding;

K10392 KIF1; kinesin
family member 1

ENSG00000129292 0 1 0 3 1.441251699 2 3 2 3 -0.913747058 0.44573033 0.573176187 down no PHF20L1 protein_coding chr8:132775358-
132848807:+

gi|111120331|ref|NP
_057102.4| 4804 0

PHD finger protein
20-like protein 1
isoform 1 [Homo
sapiens]

gi|34364955|emb|BX
641040.1| 7778 0

Homo sapiens
mRNA; cDNA
DKFZp686L08110
(from clone
DKFZp686L08110)

A2VE56 209 4.00E-65 PHD finger protein
20-like protein 1 SPAC22E12.11c 65.1 2.00E-09 COG2940 pfam12618 DUF3776

Protein of unknown
function
(DUF3776). This
domain family is
found in
eukaryotes, and is
approximately 100
amino acids in
length.

GO:0006355|regulati
on of transcription,
DNA-templated;

GO:0005634|nucleu
s; . K18402 PHF20; PHD finger

protein 20

ENSG00000129315 0 0 0 0 0.397266571 2 1 0 1 -1.868954978 0.41476958 NA down no CCNT1 protein_coding chr12:48688458-
48716998:-

gi|17978466|ref|NP_
001231.2| 3422 0 cyclin-T1 isoform a

[Homo sapiens]
gi|356582431|ref|N
M_001240.3| 6973 0

Homo sapiens
cyclin T1 (CCNT1),
transcript variant a,
mRNA

O60563 382 3.00E-120 Cyclin-T1 SPBC32F12.06 85.5 2.00E-16 COG5333 pfam00134 Cyclin_N

Cyclin, N-terminal
domain. Cyclins
regulate cyclin
dependent kinases
(CDKs). Human
cyclin-O is a Uracil-
DNA glycosylase
that is related to
other cyclins.
Cyclins contain two
domains of similar
all-alpha fold, of
which this family
corresponds with
the N-terminal
domain.

GO:0007049|cell
cycle;GO:0051301|c
ell
division;GO:190036
4|negative
regulation of mRNA
polyadenylation;GO
:0045737|positive
regulation of cyclin-
dependent protein
serine/threonine
kinase
activity;GO:1901409
|positive regulation
of phosphorylation
of RNA polymerase
II C-terminal
domain;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00064
68|protein
phosphorylation;GO
:0006351|transcripti
on, DNA-
templated;GO:00160
32|viral process;

GO:0000307|cyclin-
dependent protein
kinase holoenzyme
complex;GO:000802
4|positive
transcription
elongation factor
complex
b;GO:0005634|nucle
us;

GO:0097322|7SK
snRNA
binding;GO:000368
2|chromatin
binding;GO:001653
8|cyclin-dependent
protein
serine/threonine
kinase regulator
activity;GO:0044212
|transcription
regulatory region
DNA binding;

K15188 CCNT; cyclin T

ENSG00000129351 0 0 0 2 2.605626664 8 6 4 6 -3.075061653 0.011006104 0.038171592 down yes ILF3 protein_coding chr19:10654261-
10692417:+

gi|212549555|ref|NP
_001131145.1| 2901 0

interleukin
enhancer-binding
factor 3 isoform e
[Homo sapiens]

gi|212549552|ref|N
M_017620.2| 6119 0

Homo sapiens
interleukin enhancer
binding factor 3,
90kDa (ILF3),
transcript variant 4,
mRNA

Q12906 219 1.00E-64
Interleukin
enhancer-binding
factor 3

. . . . pfam07528 DZF

DZF domain. The
function of this
domain is
unknown. It is often
found associated
with pfam00098 or
pfam00035. This
domain has been
predicted to belong
to the
nucleotidyltransfera
se superfamily.

GO:0051607|defens
e response to
virus;GO:0017148|n
egative regulation of
translation;GO:0045
071|negative
regulation of viral
genome
replication;GO:0006
479|protein
methylation;GO:000
6468|protein
phosphorylation;GO
:0006351|transcripti
on, DNA-templated;

GO:0005737|cytopla
sm;GO:0030529|rib
onucleoprotein
complex;GO:000573
0|nucleolus;GO:000
5634|nucleus;

GO:0003677|DNA
binding;GO:000372
5|double-stranded
RNA
binding;GO:001989
9|enzyme
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K13090
ILF3; interleukin
enhancer-binding
factor 3

ENSG00000129472 0 1 0 0 1.118766627 5 2 0 3 -2.468456484 0.132726578 0.231106659 down no RAB2B protein_coding chr14:21459020-
21476973:-

gi|21361884|ref|NP_
116235.2| 1160 5.00E-149

ras-related protein
Rab-2B isoform 1
[Homo sapiens]

gi|254281336|ref|N
M_032846.3| 2928 0

Homo sapiens
RAB2B, member
RAS oncogene
family (RAB2B),
transcript variant 1,
mRNA

Q8WUD1 367 3.00E-128 Ras-related protein
Rab-2B . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0045921|positiv
e regulation of
exocytosis;GO:0015
031|protein
transport;GO:00072
64|small GTPase
mediated signal
transduction;GO:00
16192|vesicle-
mediated transport;

GO:0005789|endopl
asmic reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00001
39|Golgi
membrane;GO:0005
886|plasma
membrane;

GO:0005525|GTP
binding; K07878 RAB2B; Ras-related

protein Rab-2B

ENSG00000129675 2 1 1 0 1.30367012 3 1 1 1 0.07254094 0.954855779 0.97157448 up no ARHGEF6 protein_coding chrX:136665547-
136782088:-

gi|22027525|ref|NP_
004831.1| 3838 0

rho guanine
nucleotide exchange
factor 6 [Homo
sapiens]

gi|426397570|ref|X
M_004064939.1| 5858 0

PREDICTED:
Gorilla gorilla
gorilla Rac/Cdc42
guanine nucleotide
exchange factor
(GEF) 6, transcript
variant 1
(ARHGEF6),
mRNA

Q15052 1483 0
Rho guanine
nucleotide exchange
factor 6

. . . . pfam00621 RhoGEF

RhoGEF domain.
Guanine nucleotide
exchange factor for
Rho/Rac/Cdc42-like
GTPases Also called
Dbl-homologous
(DH) domain. It
appears that
pfam00169 domains
invariably occur C-
terminal to
RhoGEF/DH
domains.

GO:0006915|apopto
tic
process;GO:000725
4|JNK
cascade;GO:003003
2|lamellipodium
assembly;GO:00430
65|positive
regulation of
apoptotic
process;GO:003502
3|regulation of Rho
protein signal
transduction;GO:00
51056|regulation of
small GTPase
mediated signal
transduction;

GO:0005829|cytosol
;GO:0005622|intrace
llular;GO:0030027|la
mellipodium;

GO:0005096|GTPas
e activator
activity;GO:0005085
|guanyl-nucleotide
exchange factor
activity;GO:0005089
|Rho guanyl-
nucleotide exchange
factor activity;

K05729

ARHGEF6, PIXA;
Rho guanine
nucleotide exchange
factor 6

ENSG00000129682 0 6 1 12 14.68663796 24 36 34 31 -2.320804264 8.51E-05 0.000929409 down yes FGF13 protein_coding chrX:138614731-
139222777:-

gi|213417610|ref|NP
_001132972.1| 1369 0

fibroblast growth
factor 13 isoform 2
[Homo sapiens]

gi|3618141|emb|AL0
31386.1| 12025 0

Human DNA
sequence from
clone RP6-27P15 on
chromosome Xq25-
26.3, complete
sequence

Q5RDS9 270 3.00E-89 Fibroblast growth
factor 13 . . . . pfam00167 FGF

Fibroblast growth
factor. Fibroblast
growth factors are a
family of proteins
involved in growth
and differentiation
in a wide range of
contexts. They are
found in a wide
range of organisms,
from nematodes to
humans. Most share
an internal core
region of high
similarity,
conserved residues
in which are
involved in binding
with their receptors.
On binding, they
cause dimerization
of their tyrosine
kinase receptors
leading to
intracellular
signalling. There are
currently four
known tyrosine
kinase receptors for
fibroblast growth
factors. These
receptors can each
bind several
different members
of this family

GO:0021795|cerebra
l cortex cell
migration;GO:00452
00|establishment of
neuroblast
polarity;GO:002176
6|hippocampus
development;GO:00
07612|learning;GO:0
007613|memory;GO
:0046785|microtubul
e
polymerization;GO:
0048671|negative
regulation of
collateral
sprouting;GO:00070
26|negative
regulation of
microtubule
depolymerization;G
O:0001764|neuron
migration;GO:00726
59|protein
localization to
plasma membrane;

GO:0030424|axon;G
O:0005737|cytoplas
m;GO:0005829|cyto
sol;GO:0030425|den
drite;GO:0005576|ex
tracellular
region;GO:0030175|
filopodium;GO:003
0426|growth
cone;GO:0014704|in
tercalated
disc;GO:0005874|mi
crotubule;GO:00430
05|neuron
projection;GO:0005
634|nucleus;GO:000
5886|plasma
membrane;

GO:0048487|beta-
tubulin
binding;GO:004432
5|ion channel
binding;GO:000801
7|microtubule
binding;GO:001708
0|sodium channel
regulator activity;

K04358 FGF; fibroblast
growth factor

ENSG00000129968 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ABHD17A protein_coding chr19:1876810-
1885547:-

gi|194306562|ref|NP
_112490.3| 1541 0

alpha/beta hydrolase
domain-containing
protein 17A isoform
1 [Homo sapiens]

gi|21748563|dbj|AK
090438.1| 5392 0

Homo sapiens
mRNA for
FLJ00358 protein

Q96GS6 246 3.00E-121 Protein ABHD17A all8511 147 3.00E-39 COG1073 pfam12695 Abhydrolase_5

Alpha/beta
hydrolase family.
This family contains
a diverse range of
alpha/beta hydrolase
enzymes.

.

GO:0005576|extrace
llular
region;GO:0016020|
membrane;

GO:0016787|hydrol
ase activity; . .



ENSG00000130024 9 12 10 10 7.542980887 2 5 3 4 2.118511615 0.000375696 0.003018035 up yes PHF10 protein_coding chr6:169703905-
169725566:-

gi|194328734|ref|NP
_060758.2| 2277 0

PHD finger protein
10 isoform a [Homo
sapiens]

gi|523507366|gb|KC
839989.1| 4395 0

Homo sapiens
PHF10 isoform Sl
mRNA, complete
cds

Q4V7A6 156 6.00E-43 PHD finger protein
10 . . . . pfam00628 PHD

PHD-finger. PHD
folds into an
interleaved type of
Zn-finger chelating
2 Zn ions in a
similar manner to
that of the RING
and FYVE domains.
Several PHD fingers
have been identified
as binding modules
of methylated
histone H3.

GO:0007399|nervou
s system
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0071564|npBAF
complex;GO:000563
4|nucleus;

GO:0008270|zinc
ion binding; . .

ENSG00000130054 0 1 1 0 0.907491819 2 1 2 1 -1.011853726 0.494756583 NA down no FAM155B protein_coding chrX:69505241-
69532508:+

gi|507554554|ref|XP
_004661052.1| 1924 0

PREDICTED:
transmembrane
protein FAM155B
[Jaculus jaculus]

gi|56676336|ref|NM
_015686.2| 4013 0

Homo sapiens
family with
sequence similarity
155, member B
(FAM155B), mRNA

O75949 730 0 Transmembrane
protein FAM155B . . . . pfam15279 SOBP

Sine oculis-binding
protein. SOBP is
associated with
syndromic and
nonsyndromic
intellectual
disability. It carries
a zinc-finger of the
zf-C2H2 type at the
N-terminus, and a
highly characteristic
C-terminal
PhPhPhPhPhPh
motif. The deduced
873-amino acid
protein contains an
N-terminal nuclear
localisation signal
(NLS), followed by
2 FCS-type zinc
finger motifs, a
proline-rich region
(PR1), a putative
RNA-binding motif
region, and a C-
terminal NLS
embedded in a
second proline-rich
motif. SOBP is
expressed in various
human tissues,
including
developing mouse
brain at embryonic
day 14 In postnatal

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000130066 20 26 13 33 24.25494795 21 32 27 32 0.237014553 0.48080171 0.604834614 up no SAT1 protein_coding chrX:23783173-
23786226:+

gi|821035605|ref|XP
_012356375.1| 991 4.00E-132

PREDICTED:
diamine
acetyltransferase 1
isoform X1
[Nomascus
leucogenys]

gi|125976404|tpd|BR
000410.1| 1135 0

TPA_exp: Homo
sapiens AILE3
mRNA for
augmented
expression in SLE
3, complete cds

P21673 218 7.00E-70 Diamine
acetyltransferase 1 PA0478 96.3 3.00E-23 COG0454 pfam00583 Acetyltransf_1

Acetyltransferase
(GNAT) family.
This family contains
proteins with N-
acetyltransferase
functions such as
Elp3-related
proteins.

GO:0001525|angiog
enesis;GO:0046204|
nor-spermidine
metabolic
process;GO:000659
6|polyamine
biosynthetic
process;GO:003292
0|putrescine
acetylation;GO:0009
447|putrescine
catabolic
process;GO:004212
7|regulation of cell
proliferation;GO:00
32918|spermidine
acetylation;GO:0032
919|spermine
acetylation;GO:0046
208|spermine
catabolic process;

GO:0005829|cytosol
;GO:0005622|intrace
llular;

GO:0004145|diamin
e N-
acetyltransferase
activity;GO:0019809
|spermidine binding;

K00657
speG; diamine N-
acetyltransferase
[EC:2.3.1.57]

ENSG00000130150 1 0 1 1 0.690057639 0 0 2 0 1.196207447 0.535526074 NA up no MOSPD2 protein_coding chrX:14873441-
14922327:+

gi|22749197|ref|NP_
689794.1| 2716 0

motile sperm
domain-containing
protein 2 isoform 1
[Homo sapiens]

gi|426395231|ref|X
M_004063831.1| 4051 0

PREDICTED:
Gorilla gorilla
gorilla motile sperm
domain containing 2
(MOSPD2), mRNA

Q8NHP6 305 1.00E-99
Motile sperm
domain-containing
protein 2

. . . . pfam00650 CRAL_TRIO CRAL/TRIO
domain. .

GO:0016021|integral
component of
membrane;GO:0016
020|membrane;

. . .

ENSG00000130193 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no THEM6 protein_coding chr8:142727203-
142736927:+

gi|22761475|dbj|BA
C11600.1| 962 4.00E-122

unnamed protein
product [Homo
sapiens]

gi|16549804|dbj|AK
055140.1| 2266 0

Homo sapiens
cDNA FLJ30578 fis,
clone
BRAWH2006960

Q8WUY1 375 2.00E-123 Protein THEM6 . . . . pfam13279 4HBT_2

Thioesterase-like
superfamily. This
family contains a
wide variety of
enzymes, principally
thioesterases. These
enzymes are part of
the Hotdog fold
superfamily.

. GO:0005576|extrace
llular region; . . .

ENSG00000130227 1 3 1 2 2.762893727 7 5 2 4 -0.851473787 0.331845221 0.460086357 down no XPO7 protein_coding chr8:21919671-
22006585:+

gi|694925906|ref|XP
_001151243.2| 6068 0

PREDICTED: LOW
QUALITY
PROTEIN:
exportin-7 [Pan
troglodytes]

gi|154448891|ref|N
M_015024.4| 4861 0

Homo sapiens
exportin 7 (XPO7),
mRNA

Q5R9G4 90.5 1.00E-19 Exportin-7 YGR218w 49.3 2.00E-06 COG5101 pfam03810 IBN_N Importin-beta N-
terminal domain.

GO:0006886|intracel
lular protein
transport;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. K18460 XPO7, EXP7;
exportin-7

ENSG00000130254 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SAFB2 protein_coding chr19:5586999-
5624046:-

gi|40788876|dbj|BA
A09487.2| 3288 0 KIAA0138 [Homo

sapiens]
gi|116014330|ref|N
M_014649.2| 3318 0

Homo sapiens
scaffold attachment
factor B2 (SAFB2),
mRNA

Q14151 238 8.00E-71 Scaffold attachment
factor B2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K11447
UTX, UTY; histone
demethylase
[EC:1.14.11.-]

ENSG00000130307 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no USHBP1 protein_coding chr19:17249176-
17282786:-

gi|31543140|ref|NP_
114147.2| 2827 0

Usher syndrome
type-1C protein-
binding protein 1
isoform 1 [Homo
sapiens]

gi|13872868|dbj|AB
040046.1| 3471 0

Homo sapiens
mRNA for MCC2-
68, complete cds

Q8N6Y0 176 4.00E-50
Usher syndrome
type-1C protein-
binding protein 1

. . . . pfam10506 MCC-bdg_PDZ

PDZ domain of
MCC-2 bdg protein
for Usher
syndrome. The
protein has a high
homology to the
tumor suppressor
MCC (mutated in
colon cancer; or
MCC1 hereafter)
and was named
MCC2. MCC2
protein binds the
first PDZ domain of
AIE-75 with its C-
terminal amino
acids -DTFL. A
possible role of
MCC2 as a tumor
suppressor has been
put forward. The
carboxyl terminus
of the predicted
protein was DTFL
which matched the
consensus motif X-
S/T-X-phi (phi:
hydrophobic amino
acid residue) for
binding to the PDZ
domain of AIE-75.

GO:0070475|rRNA
base methylation;

GO:0005730|nucleol
us;GO:0005634|nucl
eus;

GO:0044822|poly(A
) RNA
binding;GO:000817
3|RNA
methyltransferase
activity;GO:0008757
|S-
adenosylmethionine
-dependent
methyltransferase
activity;

. .

ENSG00000130396 0 0 0 2 0.214828572 0 0 0 0 1.853998285 0.598914908 NA up no AFDN protein_coding chr6:167826922-
167972023:+

gi|119567869|gb|EA
W47484.1| 8865 0

myeloid/lymphoid
or mixed-lineage
leukemia (trithorax
homolog,
Drosophila);
translocated to, 4,
isoform CRA_e
[Homo sapiens]

gi|333108223|ref|N
M_001207008.1| 7459 0

Homo sapiens
myeloid/lymphoid
or mixed-lineage
leukemia;
translocated to, 4
(MLLT4), transcript
variant 1, mRNA

P55196 3106 0 Afadin . . . . pfam01843 DIL
DIL domain. The
DIL domain has no
known function.

GO:0034334|adhere
ns junction
maintenance;GO:00
48854|brain
morphogenesis;GO:
0021987|cerebral
cortex
development;GO:00
90557|establishment
of endothelial
intestinal
barrier;GO:0048872|
homeostasis of
number of
cells;GO:0060563|ne
uroepithelial cell
differentiation;GO:0
043547|positive
regulation of
GTPase
activity;GO:1902414
|protein localization
to cell
junction;GO:006001
9|radial glial cell
differentiation;GO:0
070445|regulation of
oligodendrocyte
progenitor
proliferation;GO:00
07165|signal
transduction;GO:00
21537|telencephalon
development;

GO:0005912|adhere
ns
junction;GO:004329
6|apical junction
complex;GO:004517
7|apical part of
cell;GO:0030054|cell
junction;GO:000591
3|cell-cell adherens
junction;GO:000591
1|cell-cell
junction;GO:000573
7|cytoplasm;GO:000
5654|nucleoplasm;G
O:0005886|plasma
membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00508
39|cell adhesion
molecule
binding;GO:001701
6|Ras GTPase
binding;

K05702 AF6, MLLT4;
afadin

ENSG00000130402 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no ACTN4 protein_coding chr19:38647649-
38731583:+

gi|12025678|ref|NP_
004915.2| 4816 0 alpha-actinin-4

[Homo sapiens]
gi|316660986|ref|N
M_004924.4| 3911 0

Homo sapiens
actinin, alpha 4
(ACTN4), mRNA

A5D7D1 132 1.00E-34 Alpha-actinin-4 SPAC15A10.08 258 2.00E-76 COG5069 pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

GO:0051017|actin
filament bundle
assembly;GO:00708
30|bicellular tight
junction
assembly;GO:00512
71|negative
regulation of
cellular component
movement;GO:1900
025|negative
regulation of
substrate adhesion-
dependent cell
spreading;GO:00353
57|peroxisome
proliferator
activated receptor
signaling
pathway;GO:000257
6|platelet
degranulation;GO:0
030335|positive
regulation of cell
migration;GO:00512
72|positive
regulation of
cellular component
movement;GO:1901
224|positive
regulation of
NIK/NF-kappaB
signaling;GO:00485
49|positive
regulation of

GO:0005903|brush
border;GO:0005911|
cell-cell
junction;GO:003086
3|cortical
cytoskeleton;GO:00
05737|cytoplasm;G
O:0070062|extracell
ular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0005925|f
ocal
adhesion;GO:00056
22|intracellular;GO:
0030529|ribonucleo
protein
complex;GO:004300
5|neuron
projection;GO:0005
634|nucleus;GO:004
8471|perinuclear
region of
cytoplasm;GO:0031
093|platelet alpha
granule
lumen;GO:0043234|
protein
complex;GO:003114
3|pseudopodium;G
O:0001725|stress
fiber;GO:0030018|Z
disc;

GO:0003779|actin
binding;GO:005101
5|actin filament
binding;GO:000550
9|calcium ion
binding;GO:003149
0|chromatin DNA
binding;GO:000517
8|integrin
binding;GO:004432
5|ion channel
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0035257
|nuclear hormone
receptor
binding;GO:000188
2|nucleoside
binding;GO:004482
2|poly(A) RNA
binding;GO:004280
3|protein
homodimerization
activity;GO:0042974
|retinoic acid
receptor
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA binding;

K05699 ACTN; actinin alpha



ENSG00000130449 12 22 25 22 21.84945228 32 20 22 25 0.262603691 0.481825803 0.605245726 up no ZSWIM6 protein_coding chr5:61332273-
61546170:+

gi|210147522|ref|NP
_065979.1| 5834 0

zinc finger SWIM
domain-containing
protein 6 [Homo
sapiens]

gi|210147521|ref|N
M_020928.1| 5501 0

Homo sapiens zinc
finger, SWIM-type
containing 6
(ZSWIM6), mRNA

Q9HCJ5 2114 0
Zinc finger SWIM
domain-containing
protein 6

all4744 55.8 1.00E-06 COG4715 pfam05235 CHAD

CHAD domain. The
CHAD domain is an
alpha-helical
domain functionally
associated with the
pfam01928
domains. It has
conserved histidines
that may chelate
metals.

GO:0048812|neuron
projection
morphogenesis;GO:
2001222|regulation
of neuron
migration;

. GO:0008270|zinc
ion binding; . .

ENSG00000130558 12 8 10 27 23.65296247 37 37 30 53 -0.946486783 0.019479618 0.057707537 down no OLFM1 protein_coding chr9:135075422-
135121179:+

gi|543871463|ref|NP
_001269540.1| 2638 0

noelin isoform 4
precursor [Homo
sapiens]

gi|21749047|dbj|AK
090818.1| 2624 0

Homo sapiens
cDNA FLJ33499 fis,
clone
BRAMY2004351,
highly similar to
Noelin precursor

Q99784 556 0 Noelin . . . . pfam02191 OLF Olfactomedin-like
domain.

GO:0003190|atriove
ntricular valve
formation;GO:0060
317|cardiac
epithelial to
mesenchymal
transition;GO:00106
29|negative
regulation of gene
expression;GO:0007
399|nervous system
development;GO:00
23041|neuronal
signal
transduction;GO:00
10718|positive
regulation of
epithelial to
mesenchymal
transition;GO:00106
28|positive
regulation of gene
expression;GO:0030
516|regulation of
axon extension;

GO:0030424|axon;G
O:0044295|axonal
growth
cone;GO:0005623|ce
ll;GO:0030054|cell
junction;GO:000578
3|endoplasmic
reticulum;GO:00056
15|extracellular
space;GO:0043025|n
euronal cell
body;GO:0043204|p
erikaryon;GO:00452
02|synapse;

. . .

ENSG00000130635 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no COL5A1 protein_coding chr9:134641774-
134844843:+

gi|190192196|dbj|B
AG48312.1| 1968 0

collagen type V
alpha 1 [Homo
sapiens]

gi|495528155|ref|N
M_000093.4| 8440 0

Homo sapiens
collagen, type V,
alpha 1 (COL5A1),
transcript variant 1,
mRNA

P20908 275 8.00E-78 Collagen alpha-1(V)
chain . . . . pfam01410 COLFI

Fibrillar collagen C-
terminal domain.
Found at C-termini
of fibrillar
collagens: Ephydatia
muelleri
procollagen EMF1
alpha, vertebrate
collagens
alpha(1)III,
alpha(1)II,
alpha(2)V etc.

.

GO:0005581|collage
n
trimer;GO:0005578|
proteinaceous
extracellular matrix;

GO:0005201|extrace
llular matrix
structural
constituent;GO:0008
201|heparin binding;

. .

ENSG00000130699 0 0 2 0 0.354187914 0 0 0 0 2.268839472 0.517791977 NA up no TAF4 protein_coding chr20:61953469-
62065810:-

gi|110832843|ref|NP
_003176.2| 2835 0

transcription
initiation factor
TFIID subunit 4
[Homo sapiens]

gi|110832842|ref|N
M_003185.3| 4628 0

Homo sapiens
TAF4 RNA
polymerase II,
TATA box binding
protein (TBP)-
associated factor,
135kDa (TAF4),
mRNA

O00268 62 5.00E-10
Transcription
initiation factor
TFIID subunit 4

. . . . pfam05236 TAF4

Transcription
initiation factor
TFIID component
TAF4 family. This
region of similarity
is found in
Transcription
initiation factor
TFIID component
TAF4.

GO:0006352|DNA-
templated
transcription,
initiation;GO:00015
41|ovarian follicle
development;GO:00
45893|positive
regulation of
transcription, DNA-
templated;GO:19017
96|regulation of
signal transduction
by p53 class
mediator;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
68|transcription
elongation from
RNA polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;GO:00160
32|viral process;

GO:0005737|cytopla
sm;GO:0071339|ML
L1
complex;GO:000565
4|nucleoplasm;GO:0
005669|transcription
factor TFIID
complex;GO:003327
6|transcription
factor TFTC
complex;

GO:0003677|DNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

K03129
TAF4; transcription
initiation factor
TFIID subunit 4

ENSG00000130723 0 0 0 0 2.094527632 13 3 0 5 -4.266104185 0.010518279 0.037188864 down yes PRRC2B protein_coding chr9:131394093-
131500197:+

gi|149192855|ref|NP
_037450.2| 9294 0 protein PRRC2B

[Homo sapiens]
gi|149192854|ref|N
M_013318.3| 11042 0

Homo sapiens
proline-rich coiled-
coil 2B (PRRC2B),
mRNA

Q5JSZ5 212 4.00E-60 Protein PRRC2B . . . . pfam07001 BAT2_N

BAT2 N-terminus.
This family
represents the N-
terminus
(approximately 200
residues) of the
proline-rich protein
BAT2. BAT2 is
similar to other
proteins with large
proline-rich
domains, such as
some nuclear
proteins, collagens,
elastin, and
synapsin.

GO:0030154|cell
differentiation; . GO:0044822|poly(A

) RNA binding; . .

ENSG00000130724 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CHMP2A protein_coding chr19:58551566-
58555124:-

gi|530416193|ref|XP
_005258803.1| 851 2.00E-111

PREDICTED:
charged
multivesicular body
protein 2a isoform
X1 [Homo sapiens]

gi|28422687|gb|BC0
47005.1| 1175 0

Homo sapiens
chromatin
modifying protein
2A, mRNA (cDNA
clone
IMAGE:4214219),
with apparent
retained intron

Q9DB34 258 7.00E-85
Charged
multivesicular body
protein 2a

YKL002w 102 4.00E-25 COG5491 pfam03357 Snf7

Snf7. This family of
proteins are
involved in protein
sorting and
transport from the
endosome to the
vacuole/lysosome in
eukaryotic cells.
Vacuoles/lysosomes
play an important
role in the
degradation of both
lipids and cellular
proteins. In order to
perform this
degradative
function,
vacuoles/lysosomes
contain numerous
hydrolases which
have been
transported in the
form of inactive
precursors via the
biosynthetic
pathway and are
proteolytically
activated upon
delivery to the
vacuole/lysosome.
The delivery of
transmembrane
proteins, such as
activated cell
surface receptors to

GO:0000920|cell
separation after
cytokinesis;GO:004
5184|establishment
of protein
localization;GO:001
0458|exit from
mitosis;GO:0010324
|membrane
invagination;GO:00
07080|mitotic
metaphase plate
congression;GO:006
0548|negative
regulation of cell
death;GO:1903723|n
egative regulation of
centriole
elongation;GO:0031
468|nuclear
envelope
reassembly;GO:000
6997|nucleus
organization;GO:19
03543|positive
regulation of
exosomal
secretion;GO:19021
88|positive
regulation of viral
release from host
cell;GO:0051291|pro
tein
heterooligomerizatio
n;GO:0051260|prote

GO:0005829|cytosol
;GO:0000815|ESCR
T III
complex;GO:007006
2|extracellular
exosome;GO:00319
02|late endosome
membrane;GO:0016
020|membrane;GO:
0030117|membrane
coat;GO:0005635|nu
clear envelope;

GO:0031210|phosph
atidylcholine
binding;GO:001990
4|protein domain
specific binding;

K12191
CHMP2A; charged
multivesicular body
protein 2A

ENSG00000130725 75 109 94 115 115.1206971 124 136 152 164 0.00066774 0.997511776 0.998086711 up no UBE2M protein_coding chr19:58555712-
58558960:-

gi|795351870|ref|XP
_011931728.1| 1005 7.00E-129

PREDICTED:
NEDD8-conjugating
enzyme Ubc12
[Cercocebus atys]

gi|150417997|ref|N
M_003969.3| 1508 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2M (UBE2M),
mRNA

P61082 382 4.00E-130 NEDD8-conjugating
enzyme Ubc12 . . . . pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0006464|cellular
protein modification
process;GO:004352
5|positive regulation
of neuron apoptotic
process;GO:004511
6|protein
neddylation;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular exosome;

GO:0005524|ATP
binding;GO:001978
8|NEDD8
transferase
activity;GO:0018169
|ribosomal S6-
glutamic acid ligase
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K10579

UBE2M, UBC12;
ubiquitin-
conjugating enzyme
E2 M

ENSG00000130779 0 0 0 0 0.38666962 0 1 0 3 -1.835092614 0.5155152 NA down no CLIP1 protein_coding chr12:122271432-
122422632:-

gi|351542242|ref|NP
_001234926.1| 6265 0

CAP-Gly domain-
containing linker
protein 1 isoform c
[Homo sapiens]

gi|351542241|ref|N
M_001247997.1| 5913 0

Homo sapiens CAP-
GLY domain
containing linker
protein 1 (CLIP1),
transcript variant 3,
mRNA

P30622 162 6.00E-89
CAP-Gly domain-
containing linker
protein 1

ECU06g0410 73.6 5.00E-13 COG5244 pfam01576 Myosin_tail_1

Myosin tail. The
myosin molecule is
a multi-subunit
complex made up
of two heavy chains
and four light
chains it is a
fundamental
contractile protein
found in all
eukaryote cell types.
This family consists
of the coiled-coil
myosin heavy chain
tail region. The
coiled-coil is
composed of the tail
from two molecules
of myosin. These
can then assemble
into the
macromolecular
thick filament. The
coiled-coil region
provides the
structural backbone
the thick filament.

GO:0001578|microt
ubule bundle
formation;GO:0007
067|mitotic nuclear
division;GO:190000
6|positive regulation
of dendrite
development;GO:00
31116|positive
regulation of
microtubule
polymerization;GO:
0044861|protein
transport into
plasma membrane
raft;GO:0007062|sist
er chromatid
cohesion;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000588
1|cytoplasmic
microtubule;GO:003
0659|cytoplasmic
vesicle
membrane;GO:0005
829|cytosol;GO:000
5768|endosome;GO:
0005882|intermediat
e
filament;GO:000077
6|kinetochore;GO:0
005874|microtubule;
GO:0015630|microt
ubule
cytoskeleton;GO:19
90752|microtubule
end;GO:0035371|mi
crotubule plus-
end;GO:0005635|nu
clear
envelope;GO:00017
26|ruffle;

GO:0046872|metal
ion
binding;GO:000801
7|microtubule
binding;GO:005101
0|microtubule plus-
end
binding;GO:004280
3|protein
homodimerization
activity;GO:0015631
|tubulin
binding;GO:000827
0|zinc ion binding;

K10421

CLIP1, RSN; CAP-
Gly domain-
containing linker
protein 1

ENSG00000130821 0 1 0 2 0.544360531 2 0 0 0 0.893247813 0.688893109 NA up no SLC6A8 protein_coding chrX:153688099-
153696593:+

gi|675770866|ref|XP
_002763443.2| 3092 0

PREDICTED: LOW
QUALITY
PROTEIN: sodium-
and chloride-
dependent creatine
transporter 1
[Callithrix jacchus]

gi|493131|gb|L31409
.1|HUMCRTR 3707 0

Homo sapiens
creatine transporter
mRNA, complete
cds

P28570 149 6.00E-41

Sodium- and
chloride-dependent
creatine transporter
1

MJ1319 198 3.00E-53 COG0733 pfam00209 SNF
Sodium:neurotrans
mitter symporter
family.

GO:0015881|creatin
e
transport;GO:19904
03|embryonic brain
development;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0015220|choline
transmembrane
transporter
activity;GO:0005308
|creatine
transmembrane
transporter
activity;GO:0005309
|creatine:sodium
symporter
activity;GO:0005328
|neurotransmitter:so
dium symporter
activity;

K05039

SLC6A6S; solute
carrier family 6
(neurotransmitter
transporter, GABA)
member
6/8/11/12/13



ENSG00000130939 0 0 0 0 0.491507277 2 0 0 3 -2.177536533 0.405258011 NA down no UBE4B protein_coding chr1:10032832-
10181239:+

gi|157739864|ref|NP
_001099032.1| 5930 0

ubiquitin
conjugation factor
E4 B isoform 1
[Homo sapiens]

gi|307344660|ref|N
M_001105562.2| 5267 0

Homo sapiens
ubiquitination factor
E4B (UBE4B),
transcript variant 1,
mRNA

O95155 2269 0
Ubiquitin
conjugation factor
E4 B

SPAC20H4.10 392 9.00E-115 COG5113 pfam10408 Ufd2P_core

Ubiquitin elongating
factor core. This is
the most conserved
part of the core
region of Ufd2P
ubiquitin elongating
factor or E4,
running from helix
alpha-11 to alpha-
38. It consists of 31
helices of variable
length connected by
loops of variable
size forming a
compact unit; the
helical packing
pattern of the
compact unit
consists of five
structural repeats
that resemble
tandem Armadillo
(ARM) repeats. This
domain is involved
in ubiquitination as
it binds Cdc48p and
escorts
ubiquitinated
proteins from
Cdc48p to the
proteasome for
degradation. The
core is structurally
similar to the
nuclear transporter

GO:0008626|granzy
me-mediated
apoptotic signaling
pathway;GO:003117
5|neuron projection
development;GO:00
43161|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:005186
5|protein
autoubiquitination;
GO:0006513|protein
monoubiquitination;
GO:0000209|protein
polyubiquitination;
GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:003497
6|response to
endoplasmic
reticulum
stress;GO:0009411|r
esponse to
UV;GO:0003222|ve
ntricular trabecula
myocardium
morphogenesis;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0000151|ub
iquitin ligase
complex;

GO:0005524|ATP
binding;GO:001989
9|enzyme
binding;GO:001687
4|ligase
activity;GO:0034450
|ubiquitin-ubiquitin
ligase activity;

K10597

UBE4B, UFD2;
ubiquitin
conjugation factor
E4 B [EC:2.3.2.27]

ENSG00000130940 0 0 1 0 0.278574498 1 0 0 0 0.56901628 0.852927912 NA up no CASZ1 protein_coding chr1:10636604-
10796650:-

gi|530360605|ref|XP
_005263536.1| 7508 0

PREDICTED: zinc
finger protein castor
homolog 1 isoform
X2 [Homo sapiens]

gi|395627668|ref|N
M_001079843.2| 7936 0

Homo sapiens
castor zinc finger 1
(CASZ1), transcript
variant 1, mRNA

Q86V15 321 5.00E-99 Zinc finger protein
castor homolog 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007417|central
nervous system
development;GO:00
45664|regulation of
neuron
differentiation;GO:0
006355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0043231|intr
acellular membrane-
bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000131018 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SYNE1 protein_coding chr6:152121684-
152637801:-

gi|330688408|ref|NP
_892006.3| 43817 0 nesprin-1 isoform 1

[Homo sapiens]
gi|330688407|ref|N
M_182961.3| 27748 0

Homo sapiens
spectrin repeat
containing, nuclear
envelope 1
(SYNE1), transcript
variant 1, mRNA

Q8NF91 2395 0 Nesprin-1 ECU09g0290 129 4.00E-29 COG5069 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0090286|cytosk
eletal anchoring at
nuclear
membrane;GO:0007
030|Golgi
organization;GO:00
42692|muscle cell
differentiation;GO:0
090292|nuclear
matrix anchoring at
nuclear
membrane;GO:0006
997|nucleus
organization;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00057
94|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0034
993|LINC
complex;GO:000563
5|nuclear
envelope;GO:00319
65|nuclear
membrane;GO:0005
640|nuclear outer
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0045211|postsy
naptic
membrane;GO:0030
017|sarcomere;

GO:0003779|actin
binding;GO:005101
5|actin filament
binding;GO:000552
1|lamin
binding;GO:004482
2|poly(A) RNA
binding;GO:004280
3|protein
homodimerization
activity;

K19326 SYNE1; nesprin-1

ENSG00000131051 318 170 245 118 175.6640245 76 76 124 71 2.013513602 3.19E-05 0.000443205 up yes RBM39 protein_coding chr20:35701347-
35742312:-

gi|821397759|ref|XP
_012389625.1| 1890 0

PREDICTED: RNA-
binding protein 39
isoform X3
[Orcinus orca]

gi|51476596|emb|CR
749443.1| 4319 0

Homo sapiens
mRNA; cDNA
DKFZp781C0423
(from clone
DKFZp781C0423)

Q14498 223 7.00E-66 RNA-binding
protein 39 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006397|mRNA
processing;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00083
80|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0015630|microt
ubule
cytoskeleton;GO:00
05815|microtubule
organizing
center;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:000371
3|transcription
coactivator activity;

K13091
RBM39, RNPC2;
RNA-binding
protein 39

ENSG00000131069 0 0 2 6 2.386720192 6 5 0 3 -0.408854215 0.743928191 0.819453895 down no ACSS2 protein_coding
chr20:34872146-
34927962:+

gi|253970489|ref|NP
_001070020.2| 3535 0

acetyl-coenzyme A
synthetase,
cytoplasmic isoform
2 [Homo sapiens]

gi|426391462|ref|X
M_004062044.1| 2984 0

PREDICTED:
Gorilla gorilla
gorilla acyl-CoA
synthetase short-
chain family
member 2,
transcript variant 1
(ACSS2), mRNA

Q9NR19 208 6.00E-62
Acetyl-coenzyme A
synthetase,
cytoplasmic

PA4733 152 5.00E-42 COG0365 pfam00501 AMP-binding AMP-binding
enzyme.

GO:0019413|acetate
biosynthetic
process;GO:001942
7|acetyl-CoA
biosynthetic process
from
acetate;GO:0006069|
ethanol
oxidation;GO:00086
10|lipid biosynthetic
process;GO:001954
2|propionate
biosynthetic
process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0043231|int
racellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;

GO:0003987|acetate
-CoA ligase
activity;GO:0016208
|AMP
binding;GO:000552
4|ATP binding;

K01895
ACSS, acs; acetyl-
CoA synthetase
[EC:6.2.1.1]

ENSG00000131089 1 4 2 7 8.546831298 20 13 9 26 -1.805362676 0.004172344 0.019010994 down yes ARHGEF9 protein_coding chrX:63634967-
63809274:-

gi|676275482|gb|KF
O29903.1| 3118 0

Rho guanine
nucleotide exchange
factor 9 [Fukomys
damarensis]

gi|169808402|ref|N
M_015185.2| 5412 0

Homo sapiens
Cdc42 guanine
nucleotide exchange
factor (GEF) 9
(ARHGEF9),
transcript variant 1,
mRNA

O43307 259 2.00E-82
Rho guanine
nucleotide exchange
factor 9

. . . . pfam00621 RhoGEF

RhoGEF domain.
Guanine nucleotide
exchange factor for
Rho/Rac/Cdc42-like
GTPases Also called
Dbl-homologous
(DH) domain. It
appears that
pfam00169 domains
invariably occur C-
terminal to
RhoGEF/DH
domains.

GO:0035023|regulati
on of Rho protein
signal transduction;

GO:0005737|cytopla
sm;

GO:0005089|Rho
guanyl-nucleotide
exchange factor
activity;

. .

ENSG00000131094 0 0 0 5 0.741832177 1 0 1 0 1.522204747 0.482047068 NA up no C1QL1 protein_coding chr17:44959693-
44968071:-

gi|5729785|ref|NP_0
06679.1| 928 2.00E-120

C1q-related factor
precursor [Homo
sapiens]

gi|33873950|gb|BC0
08798.2| 1292 0

Homo sapiens
complement
component 1, q
subcomponent-like
1, mRNA (cDNA
clone MGC:3776
IMAGE:3635430),
complete cds

O75973 362 5.00E-122 C1q-related factor . . . . pfam00386 C1q

C1q domain. C1q is
a subunit of the C1
enzyme complex
that activates the
serum complement
system.

GO:0007626|locom
otory
behavior;GO:00163
22|neuron
remodeling;

GO:0044301|climbi
ng
fiber;GO:0005581|c
ollagen
trimer;GO:0005737|
cytoplasm;GO:0098
793|presynapse;GO:
0043083|synaptic
cleft;

. . .

ENSG00000131149 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no GSE1 protein_coding chr16:85169525-
85676204:+

gi|635034175|ref|XP
_007992440.1| 3934 0

PREDICTED:
genetic suppressor
element 1 isoform
X1 [Chlorocebus
sabaeus]

gi|499137503|ref|N
M_014615.3| 7475 0

Homo sapiens Gse1
coiled-coil protein
(GSE1), transcript
variant 1, mRNA

Q14687 240 1.00E-62 Genetic suppressor
element 1 . . . . pfam12540 DUF3736

Protein of unknown
function
(DUF3736). This
domain family is
found in
eukaryotes, and is
typically between
135 and 160 amino
acids in length.

.

GO:0005737|cytopla
sm;GO:0072546|ER
membrane protein
complex;GO:001602
0|membrane;GO:00
05739|mitochondrio
n;GO:0005634|nucle
us;

. . .

ENSG00000131188 0 0 1 0 0.469522871 0 2 0 1 -0.71392053 0.753494159 NA down no PRR7 protein_coding chr5:177446445-
177456286:+

gi|21361937|ref|NP_
085044.2| 685 1.00E-83 proline-rich protein

7 [Homo sapiens]
gi|291575151|ref|N
M_030567.4| 1480 0

Homo sapiens
proline rich 7
(synaptic) (PRR7),
transcript variant 1,
mRNA

Q8TB68 137 3.00E-36 Proline-rich protein
7 . . . . pfam15449 Retinal

Retinal protein. This
family of proteins is
found in the
photoreceptor cells
of the retina.
Mutations of the
gene encoding this
protein have been
associated with
retinal disorders
such as retinitis
pigmentosa and
late-onset
progressive retinal
atrophy. The
function of this
family of proteins is
unknown, but it is
likely to be
important in the
development and
function of the
retina.

.

GO:0030054|cell
junction;GO:001602
1|integral
component of
membrane;GO:0045
211|postsynaptic
membrane;

. . .

ENSG00000131269 0 0 0 0 0.495248302 1 1 1 2 -2.188409107 0.2433889 NA down no ABCB7 protein_coding chrX:75053172-
75156732:-

gi|544521574|ref|XP
_005594031.1| 3907 0

PREDICTED: ATP-
binding cassette
sub-family B
member 7,
mitochondrial
isoform X1 [Macaca
fascicularis]

gi|411147368|ref|N
M_001271699.1| 2408 0

Homo sapiens ATP-
binding cassette,
sub-family B
(MDR/TAP),
member 7
(ABCB7), transcript
variant 5, mRNA

O75027 215 1.00E-63

ATP-binding
cassette sub-family
B member 7,
mitochondrial

YMR301c 539 4.00E-180 COG5265 pfam00005 ABC_tran

ABC transporter.
ABC transporters
for a large family of
proteins responsible
for translocation of
a variety of
compounds across
biological
membranes. ABC
transporters are the
largest family of
proteins in many
completely
sequenced bacteria.
ABC transporters
are composed of
two copies of this
domain and two
copies of a
transmembrane
domain pfam00664.
These four domains
may belong to a
single polypeptide
or belong in
different
polypeptide chains.

GO:0006879|cellular
iron ion
homeostasis;GO:005
5085|transmembran
e
transport;GO:00068
10|transport;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
739|mitochondrion;

GO:0005524|ATP
binding;GO:004262
6|ATPase activity,
coupled to
transmembrane
movement of
substances;GO:0015
232|heme
transporter activity;

K05662

ABCB7; ATP-
binding cassette,
subfamily B
(MDR/TAP),
member 7



ENSG00000131323 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no TRAF3 protein_coding chr14:102777476-
102911500:+

gi|22027616|ref|NP_
003291.2| 3057 0

TNF receptor-
associated factor 3
isoform 1 [Homo
sapiens]

gi|313661481|ref|N
M_145726.2| 7700 0

Homo sapiens TNF
receptor-associated
factor 3 (TRAF3),
transcript variant 2,
mRNA

Q13114 392 1.00E-132 TNF receptor-
associated factor 3 . . . . pfam00917 MATH

MATH domain.
This motif has been
called the Meprin
And TRAF-
Homology (MATH)
domain. This
domain is hugely
expanded in the
nematode C.
elegans.

GO:0006915|apopto
tic
process;GO:004508
7|innate immune
response;GO:00320
88|negative
regulation of NF-
kappaB
transcription factor
activity;GO:0032480
|negative regulation
of type I interferon
production;GO:0042
981|regulation of
apoptotic
process;GO:000181
7|regulation of
cytokine
production;GO:0050
688|regulation of
defense response to
virus;GO:0032648|r
egulation of
interferon-beta
production;GO:0030
162|regulation of
proteolysis;GO:0007
165|signal
transduction;GO:00
08063|Toll signaling
pathway;GO:000222
4|toll-like receptor
signaling
pathway;GO:003566
6|TRIF dependent

GO:0035631|CD40
receptor
complex;GO:000989
8|cytoplasmic side
of plasma
membrane;GO:0005
829|cytosol;GO:000
5768|endosome;GO:
0005739|mitochondr
ion;

GO:0016874|ligase
activity;GO:0019903
|protein
phosphatase
binding;GO:000487
1|signal transducer
activity;GO:0031996
|thioesterase
binding;GO:000516
4|tumor necrosis
factor receptor
binding;GO:003162
5|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K03174
TRAF3; TNF
receptor-associated
factor 3

ENSG00000131381 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no RBSN protein_coding chr3:15070073-
15099163:-

gi|70980547|ref|NP_
071735.2| 3541 0 rabenosyn-5 [Homo

sapiens]
gi|21734190|emb|AL
833545.1| 6583 0

Homo sapiens
mRNA; cDNA
DKFZp686J133
(from clone
DKFZp686J133)

Q9H1K0 249 8.00E-76 Rabenosyn-5 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007596|blood
coagulation;GO:003
4498|early
endosome to Golgi
transport;GO:00068
97|endocytosis;GO:
0016197|endosomal
transport;GO:00340
58|endosomal
vesicle
fusion;GO:0006895|
Golgi to endosome
transport;GO:00901
60|Golgi to
lysosome
transport;GO:00068
96|Golgi to vacuole
transport;GO:00150
31|protein
transport;GO:19033
58|regulation of
Golgi
organization;GO:00
00011|vacuole
inheritance;

GO:0010009|cytopla
smic side of
endosome
membrane;GO:0005
829|cytosol;GO:003
1901|early
endosome
membrane;GO:0005
768|endosome;GO:0
010008|endosome
membrane;GO:0070
062|extracellular
exosome;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00058
86|plasma
membrane;

GO:0017137|Rab
GTPase
binding;GO:000827
0|zinc ion binding;

K12481 ZFYVE20;
rabenosyn-5

ENSG00000131389 0 0 1 3 3.876789965 15 7 2 10 -2.624776273 0.014439139 0.046428707 down yes SLC6A6 protein_coding chr3:14402576-
14489349:+

gi|618857458|ref|NP
_001127839.2| 3417 0

sodium- and
chloride-dependent
taurine transporter
isoform c [Homo
sapiens]

gi|618857454|ref|N
M_003043.5| 6528 0

Homo sapiens
solute carrier family
6 (neurotransmitter
transporter),
member 6
(SLC6A6),
transcript variant 1,
mRNA

P31641 229 2.00E-70
Sodium- and
chloride-dependent
taurine transporter

HI0736 115 1.00E-26 COG0733 pfam00209 SNF
Sodium:neurotrans
mitter symporter
family.

GO:0003333|amino
acid transmembrane
transport;GO:00157
34|taurine transport;

GO:0005887|integral
component of
plasma membrane;

GO:0005328|neurotr
ansmitter:sodium
symporter
activity;GO:0005369
|taurine:sodium
symporter activity;

K05039

SLC6A6S; solute
carrier family 6
(neurotransmitter
transporter, GABA)
member
6/8/11/12/13

ENSG00000131462 1 2 0 0 2.05860873 8 2 3 3 -1.870369217 0.12227883 0.216829468 down no TUBG1 protein_coding chr17:42609676-
42615234:+

gi|31543831|ref|NP_
001061.2| 2347 0

tubulin gamma-1
chain [Homo
sapiens]

gi|222352112|ref|N
M_001070.4| 1611 0

Homo sapiens
tubulin, gamma 1
(TUBG1), mRNA

P23258 283 0 Tubulin gamma-1
chain SPBC32F12.04 643 0 COG5023 pfam03953 Tubulin_C

Tubulin C-terminal
domain. This family
includes the tubulin
alpha, beta and
gamma chains.
Members of this
family are involved
in polymer
formation. Tubulins
are GTPases. FtsZ
can polymerize into
tubes, sheets, and
rings in vitro and is
ubiquitous in
eubacteria and
archaea. Tubulin is
the major
component of
microtubules. (The
FtsZ GTPases have
been split into their
won family).

GO:0031122|cytopla
smic microtubule
organization;GO:00
07020|microtubule
nucleation;

GO:0005881|cytopla
smic
microtubule;GO:000
5829|cytosol;GO:00
00930|gamma-
tubulin
complex;GO:000587
4|microtubule;GO:0
015630|microtubule
cytoskeleton;GO:00
00242|pericentriolar
material;GO:000587
6|spindle
microtubule;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0005198
|structural molecule
activity;

K10389 TUBG; tubulin
gamma

ENSG00000131467 18 19 20 18 19.00863011 13 28 16 19 0.571819812 0.162005592 0.27146883 up no PSME3 protein_coding chr17:42824385-
42843758:+

gi|795246700|ref|XP
_011854159.1| 1444 0

PREDICTED:
proteasome
activator complex
subunit 3 isoform
X1 [Mandrillus
leucophaeus]

gi|388556514|ref|N
M_176863.2| 3144 0

Homo sapiens
proteasome
(prosome,
macropain)
activator subunit 3
(PA28 gamma; Ki)
(PSME3), transcript
variant 2, mRNA

P61291 300 3.00E-97
Proteasome
activator complex
subunit 3

. . . . pfam02252 PA28_beta

Proteasome
activator pa28 beta
subunit. PA28
activator complex
(also known as 11s
regulator of 20S
proteasome) is a
ring shaped
hexameric structure
of alternating alpha
and beta subunits.
This family
represents the beta
subunit. The
activator complex
binds to the 20S
proteasome ana
simulates peptidase
activity in and ATP-
independent
manner.

GO:0006915|apopto
tic
process;GO:000704
9|cell
cycle;GO:2001237|n
egative regulation of
extrinsic apoptotic
signaling
pathway;GO:001095
0|positive regulation
of endopeptidase
activity;GO:2000045
|regulation of G1/S
transition of mitotic
cell
cycle;GO:0061136|r
egulation of
proteasomal protein
catabolic process;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;GO:000565
4|nucleoplasm;GO:0
008537|proteasome
activator
complex;GO:000050
2|proteasome
complex;

GO:0061133|endope
ptidase activator
activity;GO:0097371
|MDM2/MDM4
family protein
binding;GO:000203
9|p53 binding;

K06698
PSME3; proteasome
activator subunit 3
(PA28 gamma)

ENSG00000131469 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no RPL27 protein_coding chr17:42998273-
43002959:+

gi|589960858|ref|XP
_006993004.1| 652 3.00E-84

PREDICTED: 60S
ribosomal protein
L27 [Peromyscus
maniculatus bairdii]

gi|34529866|dbj|AK
124148.1| 1850 0

Homo sapiens
cDNA FLJ42154 fis,
clone
THYMU2003542,
moderately  similar
to 60S
RIBOSOMAL
PROTEIN L27

P61354 201 4.00E-65 60S ribosomal
protein L27 YDR471w 149 2.00E-44 COG2163 pfam01777 Ribosomal_L27e

Ribosomal L27e
protein family. The
N-terminal region
of the eukaryotic
ribosomal L27 has
the KOW motif. C-
terminal region is
represented by this
family.

GO:1904044|respon
se to
aldosterone;GO:000
6412|translation;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0005840
|ribosome;

GO:0003735|structu
ral constituent of
ribosome;

K02901

RP-L27e, RPL27;
large subunit
ribosomal protein
L27e

ENSG00000131503 1 1 0 2 1.84938125 4 1 5 3 -1.217106894 0.275609598 0.399714505 down no ANKHD1 protein_coding chr5:140401814-
140539856:+

gi|46519147|ref|NP_
060217.1| 11536 0

ankyrin repeat and
KH domain-
containing protein 1
isoform 1 [Homo
sapiens]

gi|308044520|ref|N
M_017747.2| 8221 0

Homo sapiens
ankyrin repeat and
KH domain
containing 1
(ANKHD1),
transcript variant 1,
mRNA

Q8IWZ3 169 2.00E-45
Ankyrin repeat and
KH domain-
containing protein 1

all2748 200 1.00E-53 COG0666 pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0045087|innate
immune response;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0044822|poly(A
) RNA binding; K16726

ANKRD17, MASK;
ankyrin repeat
domain-containing
protein 17

ENSG00000131507 8 18 12 26 16.07385058 13 13 24 23 0.29559077 0.478980108 0.603417611 up no NDFIP1 protein_coding chr5:142108505-
142154443:+

gi|724942785|ref|XP
_010386566.1| 910 5.00E-110

PREDICTED:
NEDD4 family-
interacting protein 1
[Rhinopithecus
roxellana]

gi|34530795|dbj|AK
124884.1| 4101 0

Homo sapiens
cDNA FLJ42894 fis,
clone
BRHIP3008606

Q6DGP4 117 4.00E-31
NEDD4 family-
interacting protein
1-like

. . . . pfam10176 DUF2370

Protein of unknown
function
(DUF2370). This
family is conserved
from fungi to
humans. The
human member is
annotated as a
Golgi-associated
protein-Nedd4 WW
domain-binding
protein but this
could not be
confirmed.

GO:0030041|actin
filament
polymerization;GO:
0071420|cellular
response to
histamine;GO:00070
10|cytoskeleton
organization;GO:00
30335|positive
regulation of cell
migration;GO:00353
72|protein
localization to
microtubule;GO:200
0145|regulation of
cell
motility;GO:000836
0|regulation of cell
shape;GO:0032886|r
egulation of
microtubule-based
process;GO:005127
9|regulation of
release of
sequestered calcium
ion into
cytosol;GO:0007605
|sensory perception
of sound;

GO:0005829|cytosol
;GO:0005815|microt
ubule organizing
center;GO:0072686|
mitotic
spindle;GO:0032587
|ruffle membrane;

GO:0044325|ion
channel
binding;GO:004482
2|poly(A) RNA
binding;GO:000510
2|receptor binding;

. .

ENSG00000131508 388 530 441 520 462.5954408 434 471 478 465 0.591113895 0.001389289 0.00861359 up no UBE2D2 protein_coding chr5:139526431-
139628433:+

gi|297295209|ref|XP
_002804584.1| 1031 1.00E-136

PREDICTED:
ubiquitin-
conjugating enzyme
E2 D2-like, partial
[Macaca mulatta]

gi|33188457|ref|NM
_003339.2| 2702 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2D 2 (UBE2D2),
transcript variant 1,
mRNA

P62840 240 1.00E-79
Ubiquitin-
conjugating enzyme
E2 D2

SPBC119.02 254 3.00E-85 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0016567|protein
ubiquitination; .

GO:0005524|ATP
binding;GO:001674
0|transferase
activity;

K06689

UBE2D_E, UBC4,
UBC5; ubiquitin-
conjugating enzyme
E2 D/E
[EC:2.3.2.23]

ENSG00000131711 1 0 1 1 1.176408134 2 1 1 3 -0.635696681 0.62690585 0.734847101 down no MAP1B protein_coding chr5:72107234-
72209570:+

gi|530379305|ref|XP
_005248564.1| 6830 0

PREDICTED:
microtubule-
associated protein
1B isoform X1
[Homo sapiens]

gi|153945727|ref|N
M_005909.3| 11979 0

Homo sapiens
microtubule-
associated protein
1B (MAP1B),
mRNA

P46821 256 2.00E-76
Microtubule-
associated protein
1B

. . . . pfam00414 MAP1B_neuraxin Neuraxin and
MAP1B repeat.

GO:0048675|axon
extension;GO:00099
87|cellular
process;GO:001635
8|dendrite
development;GO:00
61162|establishment
of monopolar cell
polarity;GO:000157
8|microtubule
bundle
formation;GO:0047
497|mitochondrion
transport along
microtubule;GO:003
2387|negative
regulation of
intracellular
transport;GO:00457
73|positive
regulation of axon
extension;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
43197|dendritic
spine;GO:0005874|
microtubule;GO:000
5875|microtubule
associated
complex;GO:000175
0|photoreceptor
outer
segment;GO:000588
6|plasma
membrane;GO:0014
069|postsynaptic
density;

GO:0005198|structu
ral molecule
activity;

K10429 MAP1; microtubule-
associated protein 1



ENSG00000131725 1 0 1 7 4.491582544 8 8 5 13 -1.475611481 0.081562117 0.160318925 down no WDR44 protein_coding chrX:118346073-
118449961:+

gi|45238858|ref|NP_
061918.3| 4345 0

WD repeat-
containing protein
44 isoform 1 [Homo
sapiens]

gi|296841071|ref|N
M_019045.4| 4111 0

Homo sapiens WD
repeat domain 44
(WDR44), transcript
variant 1, mRNA

Q5JSH3 320 3.00E-99
WD repeat-
containing protein
44

. . . . pfam00400 WD40 WD domain, G-beta
repeat. .

GO:0005829|cytosol
;GO:0010008|endos
ome
membrane;GO:0005
794|Golgi
apparatus;GO:00484
71|perinuclear
region of cytoplasm;

. . .

ENSG00000131759 0 0 0 2 0.615836168 1 2 1 0 -0.55249647 0.772073207 NA down no RARA protein_coding chr17:40309192-
40357643:+

gi|694967113|ref|XP
_009430501.1| 2143 0

PREDICTED:
retinoic acid
receptor alpha
isoform X1 [Pan
troglodytes]

gi|300388173|ref|N
M_001145302.2| 3041 0

Homo sapiens
retinoic acid
receptor, alpha
(RARA), transcript
variant 4, mRNA

P10276 711 0 Retinoic acid
receptor alpha . . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0021575|hindbr
ain
morphogenesis;GO:
0032526|response to
retinoic
acid;GO:0006351|tra
nscription, DNA-
templated;

GO:0005623|cell;G
O:0005634|nucleus;

GO:0003708|retinoi
c acid receptor
activity;GO:0043565
|sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0008270
|zinc ion binding;

K08527
NR1B1, RARA;
retinoic acid
receptor alpha

ENSG00000131773 1 0 1 0 0.37608294 0 0 0 0 2.229344469 0.434785794 NA up no KHDRBS3 protein_coding chr8:135457457-
135656722:+

gi|755811110|ref|XP
_011289771.1| 1443 0

PREDICTED: KH
domain-containing,
RNA-binding,
signal transduction-
associated protein 3
[Felis catus]

gi|31874519|emb|BX
537666.1| 5444 0

Homo sapiens
mRNA; cDNA
DKFZp686N0494
(from clone
DKFZp686N0494)

O75525 124 7.00E-32

KH domain-
containing, RNA-
binding, signal
transduction-
associated protein 3

SPCC962.06c_1 73.9 1.00E-13 COG5176 pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0006397|mRNA
processing;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00072
83|spermatogenesis;
GO:0006351|transcri
ption, DNA-
templated;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA binding;

K14942

KHDRBS3, SLM2;
KH domain-
containing, RNA-
binding, signal
transduction-
associated protein 3

ENSG00000131788 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PIAS3 protein_coding chr1:145848522-
145859836:-

gi|115298686|ref|NP
_006090.2| 2924 0

E3 SUMO-protein
ligase PIAS3 [Homo
sapiens]

gi|115298685|ref|N
M_006099.3| 2901 0

Homo sapiens
protein inhibitor of
activated STAT, 3
(PIAS3), mRNA

O70260 96.3 3.00E-22 E3 SUMO-protein
ligase PIAS3 . . . . pfam14324 PINIT

PINIT domain. The
PINIT domain is a
protein domain that
is found in PIAS
proteins. The PINIT
domain is about 180
amino acids in
length.

GO:0033234|negativ
e regulation of
protein
sumoylation;GO:00
10628|positive
regulation of gene
expression;GO:0045
838|positive
regulation of
membrane
potential;GO:003323
5|positive regulation
of protein
sumoylation;GO:00
16925|protein
sumoylation;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00097
25|response to
hormone;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0016607|n
uclear
speck;GO:0005634|
nucleus;GO:004520
2|synapse;

GO:0016874|ligase
activity;GO:0015459
|potassium channel
regulator
activity;GO:0008022
|protein C-terminus
binding;GO:004748
5|protein N-
terminus
binding;GO:001978
9|SUMO transferase
activity;GO:0008270
|zinc ion binding;

K16064
PIAS3; E3 SUMO-
protein ligase
PIAS3

ENSG00000131791 0 0 0 0 0.488675763 0 4 0 1 -2.170232089 0.418133878 NA down no PRKAB2 protein_coding chr1:147155106-
147172550:-

gi|675742087|ref|XP
_008982460.1| 1289 2.00E-176

PREDICTED: 5'-
AMP-activated
protein kinase
subunit beta-2
isoform X1
[Callithrix jacchus]

gi|524553338|ref|N
M_005399.4| 5417 0

Homo sapiens
protein kinase,
AMP-activated, beta
2 non-catalytic
subunit (PRKAB2),
transcript variant 1,
mRNA

O43741 530 8.00E-173
5'-AMP-activated
protein kinase
subunit beta-2

. . . . pfam04739 AMPKBI

5'-AMP-activated
protein kinase beta
subunit, interation
domain. This region
is found in the beta
subunit of the 5'-
AMP-activated
protein kinase
complex, and its
yeast homologues
Sip1, Sip2 and
Gal83, which are
found in the SNF1
kinase complex.
This region is
sufficient for
interaction of this
subunit with the
kinase complex, but
is not solely
responsible for the
interaction, and the
interaction partner
is not known. The
isoamylase N-
terminal domain
(pfam02922) is
sometimes found in
proteins belonging
to this family.

GO:0006853|carniti
ne
shuttle;GO:0007050|
cell cycle
arrest;GO:0006633|f
atty acid
biosynthetic
process;GO:001623
6|macroautophagy;
GO:0006468|protein
phosphorylation;GO
:0042304|regulation
of fatty acid
biosynthetic
process;GO:004585
9|regulation of
protein kinase
activity;GO:1901796
|regulation of signal
transduction by p53
class
mediator;GO:00071
65|signal
transduction;

GO:0005829|cytosol
;GO:0005654|nucleo
plasm;GO:0031588|
nucleotide-activated
protein kinase
complex;

. K07199

PRKAB; 5'-AMP-
activated protein
kinase, regulatory
beta subunit

ENSG00000131876 8 12 13 7 7.5496738 1 6 3 4 2.119331532 0.001274222 0.008014673 up yes SNRPA1 protein_coding chr15:101281510-
101295282:-

gi|50593002|ref|NP_
003081.2| 1259 7.00E-172

U2 small nuclear
ribonucleoprotein
A' [Homo sapiens]

gi|21749255|dbj|AK
090986.1| 2431 0

Homo sapiens
cDNA FLJ33667 fis,
clone
BRAMY2027782,
moderately similar
to U2 SMALL
NUCLEAR
RIBONUCLEOPRO
TEIN A'

P57784 206 4.00E-65
U2 small nuclear
ribonucleoprotein
A'

SPBC1861.08c 193 3.00E-58 COG4886 pfam14580 LRR_9 Leucine-rich repeat.
GO:0006397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0005681|spliceo
somal complex;

GO:0003723|RNA
binding; K11092

SNRPA1; U2 small
nuclear
ribonucleoprotein
A'

ENSG00000132002 0 2 1 5 5.040055817 6 10 11 14 -1.904012503 0.01345171 0.044623383 down yes DNAJB1 protein_coding chr19:14514770-
14529770:-

gi|49168458|emb|C
AG38724.1| 1564 0 DNAJB1 [Homo

sapiens]
gi|710654|dbj|D4954
7.1|HUMHSP40 2227 0

Homo sapiens
hsp40 mRNA for
heat-shock protein
40, complete cds

P25685 185 1.00E-55
DnaJ homolog
subfamily B
member 1

. . . . pfam00226 DnaJ

DnaJ domain. DnaJ
domains (J-
domains) are
associated with
hsp70 heat-shock
system and it is
thought that this
domain mediates
the interaction.
DnaJ-domain is
therefore part of a
chaperone (protein
folding) system.
The T-antigens,
although not in
Prosite are
confirmed as DnaJ
containing domains
from literature.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:004642
6|negative
regulation of JAK-
STAT
cascade;GO:000646
9|negative
regulation of
protein kinase
activity;

GO:0005737|cytopla
sm;GO:0031012|extr
acellular
matrix;GO:0005578|
proteinaceous
extracellular matrix;

GO:0004860|protein
kinase inhibitor
activity;

K09507
DNAJB1; DnaJ
homolog subfamily
B member 1

ENSG00000132010 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ZNF20 protein_coding chr19:12092843-
12140407:-

gi|116875829|ref|NP
_066966.2| 2827 0

zinc finger protein
20 isoform 1 [Homo
sapiens]

gi|322303716|ref|N
M_021143.3| 3061 0

Homo sapiens zinc
finger protein 20
(ZNF20), transcript
variant 1, mRNA

P17024 353 3.00E-118 Zinc finger protein
20 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006955|immun
e
response;GO:00063
51|transcription,
DNA-templated;

GO:0043231|intracel
lular membrane-
bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000132122 0 0 0 0 0.40422302 1 0 2 1 -1.888406162 0.408851142 NA down no SPATA6 protein_coding chr1:48295372-
48472208:-

gi|9506603|ref|NP_0
61946.1| 2425 0

spermatogenesis-
associated protein 6
isoform 1 precursor
[Homo sapiens]

gi|555943715|ref|N
M_019073.3| 4973 0

Homo sapiens
spermatogenesis
associated 6
(SPATA6),
transcript variant 1,
mRNA

Q3U6K5 121 3.00E-32 Spermatogenesis-
associated protein 6 . . . . pfam14909 SPATA6

Spermatogenesis-
assoc protein 6.
This domain family
is found in
eukaryotes, and is
approximately 140
amino acids in
length. The family
has similarity to the
motor domain of
kinesin related
proteins and with
the Caenorhabditis
elegans neural
calcium sensor
protein (NCS###2).

GO:0030154|cell
differentiation;GO:0
044458|motile
cilium
assembly;GO:00072
75|multicellular
organismal
development;GO:00
07283|spermatogene
sis;

GO:0005576|extrace
llular
region;GO:0097224|
sperm connecting
piece;

. . .

ENSG00000132128 1 0 0 1 1.823655644 7 1 5 2 -2.37880034 0.076778533 0.154625908 down no LRRC41 protein_coding chr1:46261196-
46303608:-

gi|562872749|ref|XP
_006164293.1| 3514 0

PREDICTED:
leucine-rich repeat-
containing protein
41 [Tupaia
chinensis]

gi|34532066|dbj|AK
125827.1| 4452 0

Homo sapiens
cDNA FLJ43839 fis,
clone
TESTI4006079,
highly  similar to
Homo sapiens
MUF1 protein
(MUF1)

Q15345 293 1.00E-90
Leucine-rich repeat-
containing protein
41

SPAC15A10.03c 62.8 9.00E-16 COG0553 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030154|cell
differentiation;GO:0
044458|motile
cilium
assembly;GO:00072
75|multicellular
organismal
development;GO:00
07283|spermatogene
sis;

GO:0005576|extrace
llular
region;GO:0097224|
sperm connecting
piece;

GO:0032027|myosin
light chain binding; K10347

LRRC41, MUF1;
leucine-rich repeat-
containing protein
41

ENSG00000132170 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no PPARG protein_coding chr3:12287368-
12434356:+

gi|472352031|ref|XP
_004395693.1| 2685 0

PREDICTED:
peroxisome
proliferator-
activated receptor
gamma isoform X1
[Odobenus
rosmarus divergens]

gi|283132453|dbj|A
B472042.1| 2006 0

Homo sapiens
PPARG mRNA for
peroxisome
proliferative
activated receptor
gamma isoform 6
variant, complete
cds

P37231 285 1.00E-91

Peroxisome
proliferator-
activated receptor
gamma

. . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0006919|activati
on of cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:003110
0|organ
regeneration;GO:00
45165|cell fate
commitment;GO:00
48469|cell
maturation;GO:0071
455|cellular
response to
hyperoxia;GO:0032
869|cellular
response to insulin
stimulus;GO:007138
0|cellular response
to prostaglandin E
stimulus;GO:007130
0|cellular response
to retinoic
acid;GO:0071306|cel
lular response to
vitamin
E;GO:0030855|epith
elial cell
differentiation;GO:0
019395|fatty acid
oxidation;GO:00425
93|glucose
homeostasis;GO:000
7507|heart
development;GO:00

GO:0005829|cytosol
;GO:0005794|Golgi
apparatus;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0048471|perinucl
ear region of
cytoplasm;GO:0090
575|RNA
polymerase II
transcription factor
complex;

GO:0033613|activati
ng transcription
factor
binding;GO:005139
3|alpha-actinin
binding;GO:005054
4|arachidonic acid
binding;GO:000368
2|chromatin
binding;GO:000104
6|core promoter
sequence-specific
DNA
binding;GO:000367
7|DNA
binding;GO:000814
4|drug
binding;GO:001989
9|enzyme
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0004955
|prostaglandin
receptor
activity;GO:0046965
|retinoid X receptor
binding;GO:000487
9|RNA polymerase
II transcription
factor activity,
ligand-activated
sequence specific

K08530

NR1C3, PPARG;
peroxisome
proliferator-
activated receptor
gamma



ENSG00000132254 0 0 2 5 4.904773591 12 9 12 7 -2.05670105 0.013542199 0.044682909 down yes ARFIP2 protein_coding chr11:6474683-
6481479:-

gi|545847164|ref|XP
_003357184.2| 1900 0

PREDICTED:
arfaptin-2 isoform 2
[Sus scrofa]

gi|338827745|ref|N
M_001242854.1| 3846 0

Homo sapiens ADP-
ribosylation factor
interacting protein 2
(ARFIP2),
transcript variant 1,
mRNA

P53365 238 2.00E-156 Arfaptin-2 . . . . pfam06456 Arfaptin

Arfaptin-like
domain. Arfaptin
interacts with
ARF1, a small
GTPase involved in
vesicle budding at
the Golgi complex
and immature
secretory granules.
The structure of
arfaptin shows that
upon binding to a
small GTPase,
arfaptin forms an
elongated, crescent-
shaped dimer of
three-helix coiled-
coils. The N-
terminal region of
ICA69 is similar to
arfaptin.

GO:0030036|actin
cytoskeleton
organization;GO:00
30032|lamellipodiu
m
assembly;GO:00069
28|movement of cell
or subcellular
component;GO:003
4315|regulation of
Arp2/3 complex-
mediated actin
nucleation;GO:0031
529|ruffle
organization;GO:00
07264|small GTPase
mediated signal
transduction;

GO:0005938|cell
cortex;GO:0005913|
cell-cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05886|plasma
membrane;GO:0001
726|ruffle;GO:00325
88|trans-Golgi
network membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00055
25|GTP
binding;GO:003074
2|GTP-dependent
protein
binding;GO:007027
3|phosphatidylinosit
ol-4-phosphate
binding;GO:004836
5|Rac GTPase
binding;

. .

ENSG00000132294 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no EFR3A protein_coding chr8:131904088-
132013642:+

gi|48734705|gb|AAH
71611.1| 4573 0

EFR3A protein,
partial [Homo
sapiens]

gi|320089579|ref|N
M_015137.4| 5414 0

Homo sapiens EFR3
homolog A
(EFR3A), mRNA

Q14156 103 4.00E-24 Protein EFR3
homolog A . . . . pfam03213 Pox_P35 Poxvirus P35

protein.

GO:0090002|establis
hment of protein
localization to
plasma
membrane;GO:0046
854|phosphatidylino
sitol
phosphorylation;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00058
86|plasma
membrane;

. . .

ENSG00000132334 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PTPRE protein_coding chr10:127907061-
128085855:+

gi|119569570|gb|EA
W49185.1| 3654 0

protein tyrosine
phosphatase,
receptor type, E,
isoform CRA_d
[Homo sapiens]

gi|197304699|ref|N
M_006504.4| 5331 0

Homo sapiens
protein tyrosine
phosphatase,
receptor type, E
(PTPRE), transcript
variant 1, mRNA

P23469 208 1.00E-59
Receptor-type
tyrosine-protein
phosphatase epsilon

SPAC11E3.09 142 2.00E-35 COG5599 pfam00102 Y_phosphatase Protein-tyrosine
phosphatase.

GO:0046627|negativ
e regulation of
insulin receptor
signaling
pathway;GO:000647
0|protein
dephosphorylation;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0005
634|nucleus;GO:000
5886|plasma
membrane;

GO:0005001|transm
embrane receptor
protein tyrosine
phosphatase
activity;

K18033

PTPRE; receptor-
type tyrosine-
protein phosphatase
epsilon
[EC:3.1.3.48]

ENSG00000132341 0 1 1 0 0.505068465 0 1 1 0 0.597395213 0.7699613 NA up no RAN protein_coding chr12:130871879-
130877678:+

gi|821003894|ref|XP
_012365455.1| 1225 1.00E-168

PREDICTED: GTP-
binding nuclear
protein Ran isoform
X2 [Nomascus
leucogenys]

gi|441630411|ref|X
M_003276124.2| 2415 0

PREDICTED:
Nomascus
leucogenys RAN,
member RAS
oncogene family
(RAN), transcript
variant X3, mRNA

P42558 151 1.00E-89 GTP-binding
nuclear protein Ran . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0001654|eye
development;GO:00
06606|protein
import into
nucleus;GO:000005
5|ribosomal large
subunit export from
nucleus;GO:000005
6|ribosomal small
subunit export from
nucleus;GO:000726
4|small GTPase
mediated signal
transduction;

GO:0005635|nuclear
envelope;GO:00056
34|nucleus;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

K07936 RAN; GTP-binding
nuclear protein Ran

ENSG00000132359 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no RAP1GAP2 protein_coding chr17:2755705-
3037739:+

gi|767991838|ref|XP
_011522040.1| 3869 0

PREDICTED: rap1
GTPase-activating
protein 2 isoform
X1 [Homo sapiens]

gi|156086723|ref|N
M_015085.4| 6661 0

Homo sapiens
RAP1 GTPase
activating protein 2
(RAP1GAP2),
transcript variant 1,
mRNA

Q684P5 239 1.00E-106 Rap1 GTPase-
activating protein 2 . . . . pfam02145 Rap_GAP Rap/ran-GAP.

GO:0010977|negativ
e regulation of
neuron projection
development;GO:00
08361|regulation of
cell
size;GO:0051056|reg
ulation of small
GTPase mediated
signal transduction;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00430
05|neuron
projection;GO:0031
965|nuclear
membrane;GO:0048
471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0005096|GTPas
e activator activity; K17708

RAP1GAP2; RAP1
GTPase activating
protein 2

ENSG00000132388 17 39 20 56 53.76184649 105 81 77 97 -0.976475559 0.000923292 0.006212538 down no UBE2G1 protein_coding chr17:4269259-
4366628:-

gi|112180338|gb|AA
H26288.2| 1037 7.00E-128

UBE2G1 protein,
partial [Homo
sapiens]

gi|75992937|ref|NM
_003342.4| 3974 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2G 1 (UBE2G1),
mRNA

P62255 270 4.00E-91
Ubiquitin-
conjugating enzyme
E2 G1

SPBC1105.09 205 4.00E-59 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0070936|protein
K48-linked
ubiquitination;GO:0
070534|protein K63-
linked
ubiquitination;GO:0
000209|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;GO:0
006511|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular exosome;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K10575

UBE2G1, UBC7;
ubiquitin-
conjugating enzyme
E2 G1 [EC:2.3.2.23]

ENSG00000132405 0 0 0 0 0.498989327 0 2 2 1 -2.196253426 0.304881918 NA down no TBC1D14 protein_coding chr4:6909242-
7033118:+

gi|7243025|dbj|BAA
92560.1| 3524 0 KIAA1322 protein

[Homo sapiens]
gi|164565365|ref|N
M_020773.2| 4925 0

Homo sapiens
TBC1 domain
family, member 14
(TBC1D14),
transcript variant 1,
mRNA

Q9P2M4 221 4.00E-66 TBC1 domain
family member 14 SPAC23D3.03c 151 3.00E-37 COG5210 pfam00566 RabGAP-TBC

Rab-GTPase-TBC
domain.
Identification of a
TBC domain in
GYP6_YEAST and
GYP7_YEAST,
which are GTPase
activator proteins of
yeast Ypt6 and
Ypt7, implies that
these domains are
GTPase activator
proteins of Rab-like
small GTPases.

GO:0090630|activati
on of GTPase
activity;GO:0006886
|intracellular protein
transport;GO:00105
07|negative
regulation of
autophagy;GO:0071
955|recycling
endosome to Golgi
transport;GO:20007
85|regulation of
autophagosome
assembly;GO:00313
38|regulation of
vesicle fusion;

GO:0005776|autoph
agosome;GO:00058
29|cytosol;GO:0005
794|Golgi
apparatus;GO:00550
37|recycling
endosome;

GO:0005096|GTPas
e activator
activity;GO:0019901
|protein kinase
binding;GO:001713
7|Rab GTPase
binding;

. .

ENSG00000132424 3 10 2 39 35.68783556 108 71 55 59 -2.132204593 0.000639236 0.004643157 down yes PNISR protein_coding chr6:99398051-
99425331:-

gi|562887127|ref|XP
_006170968.1| 1949 0

PREDICTED:
arginine/serine-rich
protein PNISR
isoform X1 [Tupaia
chinensis]

gi|426354054|ref|X
M_004044437.1| 5034 0

PREDICTED:
Gorilla gorilla
gorilla PNN-
interacting
serine/arginine-rich
protein, transcript
variant 1 (PNISR),
mRNA

Q8TF01 109 2.00E-23 Arginine/serine-rich
protein PNISR . . . . pfam13868 Trichoplein

tumor suppressor,
Mitostatin.
Trichoplein or
mitostatin, was first
defined as a
meiosis-specific
nuclear structural
protein. It has since
been linked with
mitochondrial
movement. It is
associated with the
mitochondrial outer
membrane, and
over-expression
leads to reduction in
mitochondrial
motility whereas
lack of it enhances
mitochondrial
movement. The
activity appears to
be mediated
through binding the
mitochondria to the
actin intermediate
filaments (IFs).

.

GO:0005737|cytopla
sm;GO:0016607|nuc
lear
speck;GO:0005654|
nucleoplasm;

GO:0044822|poly(A
) RNA binding; K13170

SFRS18; splicing
factor,
arginine/serine-rich
18

ENSG00000132466 37 26 40 33 50.52474949 97 70 58 68 -0.4840155 0.187481689 0.302761127 down no ANKRD17 protein_coding chr4:73073376-
73258798:-

gi|557948112|ref|NP
_001273700.1| 10647 0

ankyrin repeat
domain-containing
protein 17 isoform c
[Homo sapiens]

gi|38683806|ref|NM
_032217.3| 9372 0

Homo sapiens
ankyrin repeat
domain 17
(ANKRD17),
transcript variant 1,
mRNA

O75179 244 1.00E-72
Ankyrin repeat
domain-containing
protein 17

all2748 201 1.00E-53 COG0666 pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0001955|blood
vessel
maturation;GO:0042
742|defense
response to
bacterium;GO:0045
087|innate immune
response;GO:00511
51|negative
regulation of
smooth muscle cell
differentiation;GO:0
045787|positive
regulation of cell
cycle;GO:1900087|p
ositive regulation of
G1/S transition of
mitotic cell
cycle;GO:0043123|p
ositive regulation of
I-kappaB
kinase/NF-kappaB
signaling;GO:19002
45|positive
regulation of MDA-
5 signaling
pathway;GO:190024
6|positive regulation
of RIG-I signaling
pathway;GO:000627
5|regulation of DNA
replication;GO:0016
032|viral process;

GO:0000785|chrom
atin;GO:0005737|cyt
oplasm;GO:0016020
|membrane;GO:000
5634|nucleus;

GO:0003682|chrom
atin
binding;GO:004482
2|poly(A) RNA
binding;

K16726

ANKRD17, MASK;
ankyrin repeat
domain-containing
protein 17

ENSG00000132471 0 1 0 1 0.335465704 1 0 0 0 1.211350038 0.622258782 NA up no WBP2 protein_coding chr17:75845699-
75856507:-

gi|829835808|ref|XP
_012634295.1| 1007 5.00E-128

PREDICTED: WW
domain-binding
protein 2 isoform
X1 [Microcebus
murinus]

gi|34535762|dbj|AK
128407.1| 3681 0

Homo sapiens
cDNA FLJ46550 fis,
clone
THYMU3038603

Q8R478 124 7.00E-33 WW domain-
binding protein 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0071391|cellular
response to estrogen
stimulus;GO:004581
5|positive regulation
of gene expression,
epigenetic;

GO:0000790|nuclear
chromatin;

GO:0001105|RNA
polymerase II
transcription
coactivator activity;

. .

ENSG00000132475 750 595 526 400 424.5125574 113 139 227 159 2.496737664 6.47E-10 1.25E-07 up yes H3F3B protein_coding chr17:75776434-
75785893:-

gi|602731422|ref|XP
_007451114.1| 773 2.00E-93

PREDICTED:
histone H3.3-like
[Lipotes vexillifer]

gi|23683057|gb|AC0
87289.9| 2787 0

Homo sapiens
chromosome 17,
clone RP11-552F3,
complete sequence

Q6P823 266 3.00E-90 Histone H3.3 . . . . pfam00125 Histone Core histone
H2A/H2B/H3/H4. .

GO:0000786|nucleo
some;GO:0005634|n
ucleus;

GO:0003677|DNA
binding; K11253 H3; histone H3

ENSG00000132485 2 2 0 3 2.550416155 5 6 0 5 -0.683073924 0.511636435 0.631272815 down no ZRANB2 protein_coding chr1:71063291-
71081297:-

gi|431896994|gb|EL
K06258.1| 656 2.00E-74

Zinc finger Ran-
binding domain-
containing protein 2
[Pteropus alecto]

gi|31874571|emb|BX
538141.1| 3671 0

Homo sapiens
mRNA; cDNA
DKFZp686N09117
(from clone
DKFZp686N09117)

Q5R580 252 5.00E-74
Zinc finger Ran-
binding domain-
containing protein 2

. . . . pfam00641 zf-RanBP
Zn-finger in Ran
binding protein and
others.

GO:0006397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0005634|nucleu
s;

GO:0003723|RNA
binding;GO:000827
0|zinc ion binding;

. .



ENSG00000132507 104 168 117 189 130.391808 121 125 105 125 0.807062048 7.58E-06 0.000151315 up no EIF5A protein_coding chr17:7306999-
7312463:+

gi|219555707|ref|NP
_001137232.1| 977 3.00E-129

eukaryotic
translation initiation
factor 5A-1 isoform
A [Homo sapiens]

gi|426383894|ref|X
M_004058464.1| 1465 0

PREDICTED:
Gorilla gorilla
gorilla eukaryotic
translation initiation
factor 5A, transcript
variant 1 (EIF5A),
mRNA

P10160 121 9.00E-32
Eukaryotic
translation initiation
factor 5A-1

SPAC26H5.10c 218 4.00E-68 COG0231 pfam01287 eIF-5a

Eukaryotic
elongation factor 5A
hypusine, DNA-
binding OB fold.
eIF5A, previously
thought to be an
initiation factor, has
been shown to be
required for peptide
chain elongation in
yeast.

GO:0051028|mRNA
transport;GO:00457
27|positive
regulation of
translation;GO:0045
901|positive
regulation of
translational
elongation;GO:0045
905|positive
regulation of
translational
termination;GO:001
5031|protein
transport;GO:00064
52|translational
frameshifting;

GO:0005789|endopl
asmic reticulum
membrane;GO:0005
643|nuclear pore;

GO:0043022|riboso
me
binding;GO:000374
6|translation
elongation factor
activity;

K03263 EIF5A; translation
initiation factor 5A

ENSG00000132510 1 0 0 0 0.30226919 0 0 1 0 0.569016202 0.849265505 NA up no KDM6B protein_coding chr17:7839904-
7854796:+

gi|530410134|ref|XP
_005256611.1| 5828 0

PREDICTED:
lysine-specific
demethylase 6B
isoform X2 [Homo
sapiens]

gi|122937250|ref|N
M_001080424.1| 6700 0

Homo sapiens
lysine (K)-specific
demethylase 6B
(KDM6B), mRNA

O15054 111 1.00E-24 Lysine-specific
demethylase 6B . . . . pfam02373 JmjC

JmjC domain,
hydroxylase. The
JmjC domain
belongs to the
Cupin superfamily.
JmjC-domain
proteins may be
protein
hydroxylases that
catalyse a novel
histone
modification. This
is confirmed to be a
hydroxylase: the
human JmjC protein
named Tyw5p
unexpectedly acts in
the biosynthesis of a
hypermodified
nucleoside,
hydroxy-
wybutosine, in
tRNA-Phe by
catalyzing
hydroxylation.

GO:0055007|cardiac
muscle cell
differentiation;GO:0
045165|cell fate
commitment;GO:00
70301|cellular
response to
hydrogen
peroxide;GO:00454
46|endothelial cell
differentiation;GO:0
021766|hippocampu
s
development;GO:00
02437|inflammatory
response to
antigenic
stimulus;GO:004833
3|mesodermal cell
differentiation;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00148
23|response to
activity;GO:0060992
|response to
fungicide;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0003682|chrom
atin
binding;GO:005121
3|dioxygenase
activity;GO:0032452
|histone
demethylase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion
binding;GO:004356
5|sequence-specific
DNA binding;

K11448

KDM6B, JMJD3;
lysine-specific
demethylase 6B
[EC:1.14.11.-]

ENSG00000132535 3 10 2 30 29.81187944 70 48 62 64 -2.084773469 0.000129434 0.001269476 down yes DLG4 protein_coding chr17:7189890-
7219702:-

gi|4557529|ref|NP_0
01356.1| 3936 0

disks large homolog
4 isoform 1
precursor [Homo
sapiens]

gi|197927399|ref|N
M_001365.3| 3975 0

Homo sapiens discs,
large homolog 4
(Drosophila)
(DLG4), transcript
variant 1, mRNA

P31016 528 0 Disks large
homolog 4 YDR454c 103 1.00E-23 COG0194 pfam00625 Guanylate_kin Guanylate kinase.

GO:0097113|AMPA
glutamate receptor
clustering;GO:00609
97|dendritic spine
morphogenesis;GO:
0045184|establishme
nt of protein
localization;GO:004
5197|establishment
or maintenance of
epithelial cell
apical/basal
polarity;GO:003564
1|locomotory
exploration
behavior;GO:00020
91|negative
regulation of
receptor
internalization;GO:0
050885|neuromuscu
lar process
controlling
balance;GO:004516
1|neuronal ion
channel
clustering;GO:00072
04|positive
regulation of
cytosolic calcium
ion
concentration;GO:2
000463|positive
regulation of
excitatory

GO:0032281|AMPA
glutamate receptor
complex;GO:001632
3|basolateral plasma
membrane;GO:0030
054|cell
junction;GO:000573
7|cytoplasm;GO:003
2839|dendrite
cytoplasm;GO:0043
197|dendritic
spine;GO:0005783|e
ndoplasmic
reticulum;GO:00600
76|excitatory
synapse;GO:003123
4|extrinsic
component of
cytoplasmic side of
plasma
membrane;GO:0044
224|juxtaparanode
region of
axon;GO:0016020|m
embrane;GO:004430
6|neuron projection
terminus;GO:00443
09|neuron
spine;GO:0014069|p
ostsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0045
202|synapse;GO:000
8021|synaptic

GO:0033130|acetylc
holine receptor
binding;GO:003169
7|beta-1 adrenergic
receptor
binding;GO:003174
8|D1 dopamine
receptor
binding;GO:003525
4|glutamate receptor
binding;GO:000438
5|guanylate kinase
activity;GO:0035255
|ionotropic
glutamate receptor
binding;GO:009710
9|neuroligin family
protein
binding;GO:003181
2|P2Y1 nucleotide
receptor
binding;GO:003016
5|PDZ domain
binding;GO:000802
2|protein C-
terminus
binding;GO:003240
3|protein complex
binding;GO:001990
1|protein kinase
binding;GO:001990
3|protein
phosphatase
binding;GO:000510
2|receptor

K11828 DLG4, PSD95; discs
large protein 4

ENSG00000132549 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no VPS13B protein_coding chr8:99013266-
99877580:+

gi|35493713|ref|NP_
060360.3| 20954 0

vacuolar protein
sorting-associated
protein 13B isoform
5 [Homo sapiens]

gi|384551660|ref|N
M_017890.4| 14094 0

Homo sapiens
vacuolar protein
sorting 13 homolog
B (yeast) (VPS13B),
transcript variant 5,
mRNA

Q7Z7G8 241 7.00E-72
Vacuolar protein
sorting-associated
protein 13B

SPBC16C6.02c 62.8 5.00E-09 COG5043 pfam12624 Chorein_N

N-terminal region
of Chorein, a TM
vesicle-mediated
sorter. Although
mutations in the
full-length vacuolar
protein sorting 13A
(VPS13A) protein
in vertebrates lead
to the disease of
chorea-
acanthocytosis, the
exact function of
any of the regions
within the protein is
not yet known. This
region is the
proposed leucine
zipper at the N-
terminus. The full-
length protein is a
transmembrane
protein with a
presumed role in
vesicle-mediated
sorting and
intracellular protein
transport.

GO:0015031|protein
transport; . . K19526

VPS13B; vacuolar
protein sorting-
associated protein
13B

ENSG00000132563 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no REEP2 protein_coding chr5:138439017-
138446969:+

gi|585722524|ref|XP
_006903140.1| 1165 2.00E-157

PREDICTED:
receptor expression-
enhancing protein 2
isoform X1
[Elephantulus
edwardii]

gi|424036627|ref|N
M_001271803.1| 2167 0

Homo sapiens
receptor accessory
protein 2 (REEP2),
transcript variant 1,
mRNA

Q2KI30 269 3.00E-89
Receptor
expression-
enhancing protein 2

SPBC30D10.09c 67.4 9.00E-12 COG5052 pfam03134 TB2_DP1_HVA22

TB2/DP1, HVA22
family. This family
includes members
from a wide variety
of eukaryotes. It
includes the
TB2/DP1 (deleted in
polyposis) protein,
which in humans is
deleted in severe
forms of familial
adenomatous
polyposis, an
autosomal dominant
oncological
inherited disease.
The family also
includes the plant
protein of known
similarity to
TB2/DP1, the
HVA22 abscisic
acid-induced
protein, which is
thought to be a
regulatory protein.

GO:0071786|endopl
asmic reticulum
tubular network
organization;GO:00
02230|positive
regulation of
defense response to
virus by
host;GO:0032596|pr
otein transport into
membrane
raft;GO:0032386|reg
ulation of
intracellular
transport;GO:00509
13|sensory
perception of bitter
taste;GO:0050916|se
nsory perception of
sweet
taste;GO:0098792|xe
nophagy;

GO:0005881|cytopla
smic
microtubule;GO:000
5783|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00058
87|integral
component of
plasma membrane;

. K17338

REEP1_2_3_4;
receptor expression-
enhancing protein
1/2/3/4

ENSG00000132581 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no SDF2 protein_coding chr17:28648356-
28662189:-

gi|119571509|gb|EA
W51124.1| 1115 3.00E-152

stromal cell-derived
factor 2, isoform
CRA_d, partial
[Homo sapiens]

gi|359279929|ref|N
M_006923.3| 1565 0

Homo sapiens
stromal cell-derived
factor 2 (SDF2),
transcript variant 1,
mRNA

Q3SZ45 390 1.00E-132 Stromal cell-derived
factor 2 YGR199w 55.8 2.00E-07 COG1928 pfam01248 Ribosomal_L7Ae

Ribosomal protein
L7Ae/L30e/S12e/Ga
dd45 family. This
family includes:
Ribosomal L7A
from metazoa,
Ribosomal L8-A
and L8-B from
fungi, 30S
ribosomal protein
HS6 from
archaebacteria, 40S
ribosomal protein
S12 from
eukaryotes,
Ribosomal protein
L30 from
eukaryotes and
archaebacteria.
Gadd45 and
MyD118.

GO:0071712|ER-
associated
misfolded protein
catabolic
process;GO:000648
6|protein
glycosylation;

GO:0005789|endopl
asmic reticulum
membrane;GO:0005
576|extracellular
region;

GO:0004169|dolichy
l-phosphate-
mannose-protein
mannosyltransferase
activity;

. .

ENSG00000132589 0 1 0 1 0.335465704 1 0 0 0 1.211350038 0.622258782 NA up no FLOT2 protein_coding chr17:28879335-
28897679:-

gi|795158759|ref|XP
_011796218.1| 2398 0

PREDICTED:
flotillin-2 isoform
X1 [Colobus
angolensis palliatus]

gi|94538361|ref|NM
_004475.2| 2614 0

Homo sapiens
flotillin 2 (FLOT2),
mRNA

Q14254 329 2.00E-109 Flotillin-2 BS_yuaG 226 1.00E-63 COG2268 pfam01145 Band_7

SPFH domain /
Band 7 family. This
family has been
called SPFH, Band
7 or PHB domain.
Recent phylogenetic
analysis has shown
this domain to be a
slipin or Stomatin-
like integral
membrane domain
conserved from
protozoa to
mammals.

GO:0007155|cell
adhesion;GO:00900
02|establishment of
protein localization
to plasma
membrane;GO:0001
765|membrane raft
assembly;GO:19029
92|negative
regulation of
amyloid precursor
protein catabolic
process;GO:001062
9|negative
regulation of gene
expression;GO:1903
905|positive
regulation of
establishment of T
cell
polarity;GO:004486
0|protein
localization to
plasma membrane
raft;GO:0050821|pro
tein
stabilization;GO:004
5661|regulation of
myoblast
differentiation;

GO:0002080|acroso
mal
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0005
901|caveola;GO:000
5913|cell-cell
adherens
junction;GO:004429
1|cell-cell contact
zone;GO:0030864|c
ortical actin
cytoskeleton;GO:00
30139|endocytic
vesicle;GO:0005768|
endosome;GO:0070
062|extracellular
exosome;GO:00166
00|flotillin
complex;GO:000592
5|focal
adhesion;GO:00300
27|lamellipodium;G
O:0048471|perinucl
ear region of
cytoplasm;GO:0001
931|uropod;

GO:0035255|ionotro
pic glutamate
receptor
binding;GO:000202
0|protease binding;

K07192 FLOT; flotillin



ENSG00000132600 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PRMT7 protein_coding chr16:68310974-
68358563:+

gi|9506615|ref|NP_0
61896.1| 3734 0

protein arginine N-
methyltransferase 7
isoform 1 [Homo
sapiens]

gi|15620924|dbj|AB
067520.1| 3470 0

Homo sapiens
mRNA for
KIAA1933 protein,
partial cds

Q922X9 94.7 5.00E-21 Protein arginine N-
methyltransferase 7 YBR034c 60.1 9.00E-10 COG0500 pfam01500 Keratin_B2

Keratin, high sulfur
B2 protein. High
sulfur proteins are
cysteine-rich
proteins synthesized
during the
differentiation of
hair matrix cells,
and form hair fibres
in association with
hair keratin
intermediate
filaments. This
family has been
divided up into four
regions, with the
second region
containing 8 copies
of a short repeat.
This family is also
known as B2 or
KAP1.

GO:0030154|cell
differentiation;GO:0
043046|DNA
methylation
involved in gamete
generation;GO:0034
969|histone arginine
methylation;GO:001
6571|histone
methylation;GO:001
8216|peptidyl-
arginine
methylation;GO:000
6349|regulation of
gene expression by
genetic
imprinting;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00003
87|spliceosomal
snRNP
assembly;GO:00063
51|transcription,
DNA-templated;

GO:0005829|cytosol
;GO:0005730|nucleo
lus;GO:0005634|nuc
leus;

GO:0016277|[myeli
n basic protein]-
arginine N-
methyltransferase
activity;GO:0044020
|histone
methyltransferase
activity (H4-R3
specific);GO:000846
9|histone-arginine
N-methyltransferase
activity;GO:0035242
|protein-arginine
omega-N
asymmetric
methyltransferase
activity;GO:0035241
|protein-arginine
omega-N
monomethyltransfer
ase
activity;GO:0035243
|protein-arginine
omega-N symmetric
methyltransferase
activity;GO:0043021
|ribonucleoprotein
complex
binding;GO:000875
7|S-
adenosylmethionine
-dependent
methyltransferase
activity;

K11438

PRMT7; protein
arginine N-
methyltransferase 7
[EC:2.1.1.-]

ENSG00000132613 0 0 0 0 1.491710678 4 7 2 2 -3.777372083 0.009101883 0.03376254 down yes MTSS1L protein_coding chr16:70661204-
70686066:-

gi|46195763|ref|NP_
612392.1| 3024 0 MTSS1-like protein

[Homo sapiens]
gi|91176336|ref|NM
_138383.2| 4977 0

Homo sapiens
metastasis
suppressor 1-like
(MTSS1L), mRNA

Q6P9S0 184 1.00E-53 MTSS1-like protein . . . . pfam08397 IMD

IRSp53/MIM
homology domain.
The N-terminal
predicted helical
stretch of the insulin
receptor tyrosine
kinase substrate p53
(IRSp53) is an
evolutionary
conserved F-actin
bundling domain
involved in
filopodium
formation. The
domain has been
named IMD after
the IRSp53 and
missing in
metastasis (MIM)
proteins in which it
occurs. Filopodium-
inducing IMD
activity is regulated
by Cdc42 and Rac1
and is SH3-
independent.

GO:0097581|lamelli
podium
organization;GO:00
61024|membrane
organization;GO:00
07009|plasma
membrane
organization;GO:00
97178|ruffle
assembly;

GO:0030864|cortical
actin
cytoskeleton;GO:00
30027|lamellipodiu
m;GO:0005886|plas
ma
membrane;GO:0001
726|ruffle;

GO:0003785|actin
monomer
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;GO:004836
5|Rac GTPase
binding;

. .

ENSG00000132639 10 40 25 94 173.0114009 417 424 270 412 -2.785653925 3.67E-11 1.34E-08 down yes SNAP25 protein_coding chr20:10218830-
10307418:+

gi|537150988|gb|ER
E71496.1| 1108 3.00E-144

synaptosomal-
associated protein
25 [Cricetulus
griseus]

gi|10439652|dbj|AK
026732.1| 2241 0

Homo sapiens
cDNA: FLJ23079
fis, clone
LNG06039, highly
similar to D21267
Homo sapiens
mRNA

P60881 416 2.00E-140
Synaptosomal-
associated protein
25

. . . . pfam05739 SNARE

SNARE domain.
Most if not all
vesicular membrane
fusion events in
eukaryotic cells are
believed to be
mediated by a
conserved fusion
machinery, the
SNARE [soluble N-
ethylmaleimide-
sensitive factor
(NSF) attachment
protein (SNAP)
receptors]
machinery. The
SNARE domain is
thought to act as a
protein-protein
interaction module
in the assembly of a
SNARE protein
complex.

GO:0007409|axonog
enesis;GO:0048791|
calcium ion-
dependent
exocytosis of
neurotransmitter;G
O:0016197|endosom
al
transport;GO:00068
87|exocytosis;GO:00
30252|growth
hormone
secretion;GO:00076
16|long-term
memory;GO:004688
7|positive regulation
of hormone
secretion;GO:00320
24|positive
regulation of insulin
secretion;GO:00109
75|regulation of
neuron projection
development;GO:00
51963|regulation of
synapse
assembly;GO:00304
31|sleep;GO:003162
9|synaptic vesicle
fusion to
presynaptic
membrane;GO:0016
082|synaptic vesicle
priming;

GO:0015629|actin
cytoskeleton;GO:00
30424|axon;GO:004
4295|axonal growth
cone;GO:0030054|ce
ll
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05768|endosome;G
O:0030175|filopodi
um;GO:0030426|gro
wth
cone;GO:0043229|in
tracellular
organelle;GO:00300
27|lamellipodium;G
O:0016020|membra
ne;GO:0045121|me
mbrane
raft;GO:0043005|ne
uron
projection;GO:0043
025|neuronal cell
body;GO:0048471|p
erinuclear region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0031
201|SNARE
complex;GO:007004
4|synaptobrevin 2-
SNAP-25-syntaxin-
1a
complex;GO:007003

GO:0048306|calciu
m-dependent
protein
binding;GO:004432
5|ion channel
binding;GO:001702
2|myosin
binding;GO:001990
4|protein domain
specific
binding;GO:004748
5|protein N-
terminus
binding;GO:000548
4|SNAP receptor
activity;GO:0000149
|SNARE
binding;GO:001707
5|syntaxin-1
binding;GO:000524
9|voltage-gated
potassium channel
activity;

K18211

SNAP25;
synaptosomal-
associated protein
25

ENSG00000132640 0 0 1 0 0.273276022 0 0 0 1 0.569016299 0.853781729 NA up no BTBD3 protein_coding chr20:11890723-
11926609:+

gi|40788996|dbj|BA
A76796.2| 2741 0 KIAA0952 protein

[Homo sapiens]
gi|543173114|ref|N
M_014962.3| 4909 0

Homo sapiens BTB
(POZ) domain
containing 3
(BTBD3), transcript
variant 1, mRNA

F7ASZ0 337 2.00E-112 BTB/POZ domain-
containing protein 3 . . . . pfam08005 PHR

PHR domain. This
domain is called
PHR as it was
original found in
the proteins PAM,
highwire and RPM.
This domain can be
duplicated in the
highwire, PFAM
and PRM sequence.
The C-terminal
region of the
protein BTBD1
includes the PHR
domain and is
known to interact
with Topoisomerase
I, an enzyme which
relaxes DNA
supercoils.

GO:0021987|cerebra
l cortex
development;GO:00
48813|dendrite
morphogenesis;GO:
0043161|proteasome
-mediated ubiquitin-
dependent protein
catabolic
process;GO:004278
7|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:003016
2|regulation of
proteolysis;

GO:0005829|cytosol
;GO:0005634|nucleu
s;GO:0019005|SCF
ubiquitin ligase
complex;

GO:0031625|ubiquit
in protein ligase
binding;

K10478

BTBD3_6;
BTB/POZ domain-
containing protein
3/6

ENSG00000132669 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no RIN2 protein_coding chr20:19886521-
20002457:+

gi|336088636|ref|NP
_001229510.1| 4476 0

ras and Rab
interactor 2 isoform
1 [Homo sapiens]

gi|336088635|ref|N
M_001242581.1| 4505 0

Homo sapiens Ras
and Rab interactor 2
(RIN2), transcript
variant 1, mRNA

Q8WYP3 208 6.00E-62 Ras and Rab
interactor 2 . . . . pfam02204 VPS9

Vacuolar sorting
protein 9 (VPS9)
domain. This
domain acts as a
GDP-GTP exchange
factor (GEF). It
activates Rab
GTPases by
stimulating the
release of GDP and
allowing GTP to
bind.

GO:0006897|endocy
tosis;GO:0007264|s
mall GTPase
mediated signal
transduction;

GO:0005737|cytopla
sm;

GO:0005096|GTPas
e activator
activity;GO:0030695
|GTPase regulator
activity;GO:0017112
|Rab guanyl-
nucleotide exchange
factor activity;

. .

ENSG00000132680 0 0 0 1 0.79555232 0 4 1 2 -1.943988853 0.274943957 NA down no KIAA0907 protein_coding chr1:155913043-
155934400:-

gi|332220690|ref|XP
_003259487.1| 2400 0

PREDICTED:
UPF0469 protein
KIAA0907 homolog
[Nomascus
leucogenys]

gi|4240302|dbj|AB0
20714.1| 4484 0

Homo sapiens
mRNA for
KIAA0907 protein,
partial cds

Q7Z7F0 200 3.00E-137 UPF0469 protein
KIAA0907 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0005634|nucleu
s;

GO:0003723|RNA
binding; . .

ENSG00000132718 1 9 1 33 30.0130307 76 59 55 60 -2.226598049 0.001047042 0.006758141 down yes SYT11 protein_coding chr1:155859509-
155885199:+

gi|58257717|dbj|BA
A07527.2| 2277 0 KIAA0080 [Homo

sapiens]
gi|295444798|ref|N
M_152280.4| 5240 0

Homo sapiens
synaptotagmin XI
(SYT11), mRNA

Q9BT88 768 0 Synaptotagmin-11 . . . . pfam00168 C2 C2 domain.

GO:0048791|calciu
m ion-dependent
exocytosis of
neurotransmitter;G
O:1900165|negative
regulation of
interleukin-6
secretion;GO:00469
29|negative
regulation of
neurotransmitter
secretion;GO:00507
65|negative
regulation of
phagocytosis;GO:19
00243|negative
regulation of
synaptic vesicle
endocytosis;GO:190
4468|negative
regulation of tumor
necrosis factor
secretion;GO:00017
78|plasma
membrane
repair;GO:0051289|
protein
homotetramerizatio
n;GO:1900424|regul
ation of defense
response to
bacterium;GO:0006
906|vesicle fusion;

GO:0030424|axon;G
O:0044297|cell
body;GO:0030054|c
ell
junction;GO:004319
7|dendritic
spine;GO:0032009|e
arly
phagosome;GO:006
0076|excitatory
synapse;GO:006007
7|inhibitory
synapse;GO:000588
7|integral
component of
plasma
membrane;GO:0005
764|lysosome;GO:0
001891|phagocytic
cup;GO:0045335|ph
agocytic
vesicle;GO:0005886|
plasma
membrane;GO:0014
069|postsynaptic
density;GO:0098793
|presynapse;GO:004
8787|presynaptic
active zone
membrane;GO:0055
037|recycling
endosome;GO:0008
021|synaptic
vesicle;GO:0030672|
synaptic vesicle

GO:0030276|clathri
n
binding;GO:004687
2|metal ion
binding;GO:004280
3|protein
homodimerization
activity;GO:0019905
|syntaxin
binding;GO:003162
5|ubiquitin protein
ligase binding;

. .

ENSG00000132821 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no VSTM2L protein_coding chr20:37903104-
37945350:+

gi|119596458|gb|EA
W76052.1| 1065 7.00E-138

chromosome 20
open reading frame
102, isoform
CRA_b [Homo
sapiens]

gi|149588714|ref|N
M_080607.2| 1959 0

Homo sapiens V-set
and transmembrane
domain containing 2
like (VSTM2L),
mRNA

Q96N03 388 5.00E-130

V-set and
transmembrane
domain-containing
protein 2-like
protein

. . . . pfam07679 I-set Immunoglobulin I-
set domain.

GO:0043524|negativ
e regulation of
neuron apoptotic
process;

GO:0005737|cytopla
sm;GO:0005576|extr
acellular region;

. . .

ENSG00000132953 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no XPO4 protein_coding chr13:20777329-
20903048:-

gi|148886661|ref|NP
_071904.4| 5887 0 exportin-4 [Homo

sapiens]
gi|148886660|ref|N
M_022459.4| 9885 0

Homo sapiens
exportin 4 (XPO4),
mRNA

Q9C0E2 2268 0 Exportin-4 . . . . pfam03276 Gag_spuma Spumavirus gag
protein.

GO:0046827|positiv
e regulation of
protein export from
nucleus;

GO:0005737|cytopla
sm;GO:0005643|nuc
lear
pore;GO:0005654|n
ucleoplasm;

GO:0005049|nuclear
export signal
receptor
activity;GO:0008536
|Ran GTPase
binding;

. .

ENSG00000132964 0 1 1 2 2.016776624 5 4 3 3 -1.421247723 0.174162085 0.288034822 down no CDK8 protein_coding chr13:26254104-
26405238:+

gi|558140053|ref|XP
_006092163.1| 2275 0

PREDICTED:
cyclin-dependent
kinase 8-like
isoform X1 [Myotis
lucifugus]

gi|530402010|ref|X
M_005266215.1| 3044 0

PREDICTED:
Homo sapiens
cyclin-dependent
kinase 8 (CDK8),
transcript variant
X1, mRNA

P49336 290 0 Cyclin-dependent
kinase 8 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:000469
3|cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0008353
|RNA polymerase II
carboxy-terminal
domain kinase
activity;

K02208

CDK8_11; cyclin-
dependent kinase
8/11 [EC:2.7.11.22
2.7.11.23]



ENSG00000132967 3 7 3 9 4.283535505 4 5 3 1 1.235030714 0.086009287 0.166089505 up no HMGB1P5 transcribed_process
ed_pseudogene

chr3:22381819-
22382929:+

gi|26342222|dbj|BA
C34773.1| 797 1.00E-104

unnamed protein
product [Mus
musculus]

gi|223941772|ref|NG
_000897.5| 985 0

Homo sapiens high
mobility group box
1 pseudogene 5
(HMGB1P5) on
chromosome 3

P07156 221 1.00E-69
High mobility group
protein B1
(Fragment)

YBR089c-a 63.2 2.00E-12 COG5648 pfam09011 HMG_box_2

HMG-box domain.
This short 71
residue domain is
an HMG-box
domain. HMG-box
domains mediate re-
modelling of
chromatin-structure.
Mammalian HMG-
box proteins are of
two types: those that
are non-sequence-
specific DNA-
binding proteins
with two HMG-box
domains and a long
highly acidic C-tail;
and a diverse group
of sequence-specific
transcription factor-
proteins with either
a single HMG-box
or up to six copies,
and no acidic C-tail.

GO:0002250|adaptiv
e immune
response;GO:00432
77|apoptotic cell
clearance;GO:00069
14|autophagy;GO:00
06935|chemotaxis;G
O:0006310|DNA
recombination;GO:0
006281|DNA
repair;GO:0006954|i
nflammatory
response;GO:00450
87|innate immune
response;GO:00170
55|negative
regulation of RNA
polymerase II
transcriptional
preinitiation
complex
assembly;GO:00973
50|neutrophil
clearance;GO:00511
06|positive
regulation of DNA
ligation;GO:0034165
|positive regulation
of toll-like receptor
9 signaling
pathway;GO:000284
0|regulation of T
cell mediated
immune response to
tumor cell;

GO:0000793|conden
sed
chromosome;GO:00
05793|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
05768|endosome;G
O:0005576|extracell
ular
region;GO:0005634|
nucleus;GO:000588
6|plasma membrane;

GO:0003677|DNA
binding; K10802

HMGB1; high
mobility group
protein B1

ENSG00000133026 1 0 4 4 2.921031978 4 5 2 5 -0.27529594 0.761423971 0.832387918 down no MYH10 protein_coding chr17:8474205-
8630761:-

gi|68533107|dbj|BA
E06108.1| 8810 0

MYH10 variant
protein [Homo
sapiens]

gi|365192531|ref|N
M_001256012.1| 7756 0

Homo sapiens
myosin, heavy
chain 10, non-
muscle (MYH10),
transcript variant 1,
mRNA

P35580 317 2.00E-97 Myosin-10 SPCC645.05c 778 0 COG5022 pfam00063 Myosin_head Myosin head (motor
domain).

GO:0030048|actin
filament-based
movement;GO:0031
032|actomyosin
structure
organization;GO:00
07512|adult heart
development;GO:00
35904|aorta
development;GO:00
07411|axon
guidance;GO:00550
03|cardiac myofibril
assembly;GO:00032
79|cardiac septum
development;GO:00
07155|cell
adhesion;GO:00082
83|cell
proliferation;GO:00
21680|cerebellar
Purkinje cell layer
development;GO:00
60976|coronary
vasculature
development;GO:00
06887|exocytosis;G
O:0021592|fourth
ventricle
development;GO:00
01701|in utero
embryonic
development;GO:00
21670|lateral
ventricle

GO:0015629|actin
cytoskeleton;GO:00
42641|actomyosin;G
O:0030424|axon;GO
:0005903|brush
border;GO:0005938|
cell
cortex;GO:0032154|
cleavage
furrow;GO:0005737
|cytoplasm;GO:0005
829|cytosol;GO:004
3197|dendritic
spine;GO:0070062|e
xtracellular
exosome;GO:00304
26|growth
cone;GO:0030027|la
mellipodium;GO:00
30496|midbody;GO:
0005739|mitochondr
ion;GO:0016459|my
osin
complex;GO:001646
0|myosin II
complex;GO:009751
3|myosin II
filament;GO:003159
4|neuromuscular
junction;GO:004302
5|neuronal cell
body;GO:0005634|n
ucleus;GO:0005886|
plasma
membrane;GO:0005

GO:0003779|actin
binding;GO:005101
5|actin filament
binding;GO:003089
8|actin-dependent
ATPase
activity;GO:0043531
|ADP
binding;GO:000552
4|ATP
binding;GO:000014
6|microfilament
motor activity;

K10352 MYH; myosin heavy
chain

ENSG00000133030 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no MPRIP protein_coding chr17:17042545-
17217679:+

gi|530410154|ref|XP
_005256620.1| 7799 0

PREDICTED:
myosin phosphatase
Rho-interacting
protein isoform X6
[Homo sapiens]

gi|338968847|ref|N
M_015134.3| 10960 0

Homo sapiens
myosin phosphatase
Rho interacting
protein (MPRIP),
transcript variant 1,
mRNA

P97434 83.6 3.00E-17
Myosin phosphatase
Rho-interacting
protein

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0042803|protein
homodimerization
activity;

. .

ENSG00000133056 0 0 0 2 1.711312124 6 4 2 3 -2.413151058 0.070496014 0.145345701 down no PIK3C2B protein_coding chr1:204422628-
204494724:-

gi|68533067|dbj|BA
E06088.1| 8102 0

PIK3C2B variant
protein [Homo
sapiens]

gi|194097346|ref|N
M_002646.3| 7606 0

Homo sapiens
phosphatidylinositol
-4-phosphate 3-
kinase, catalytic
subunit type 2 beta
(PIK3C2B), mRNA

O00750 273 3.00E-81

Phosphatidylinositol
4-phosphate 3-
kinase C2 domain-
containing subunit
beta

SPAC458.05 210 1.00E-54 COG5032 pfam00454 PI3_PI4_kinase

Phosphatidylinositol
3- and 4-kinase.
Some members of
this family probably
do not have lipid
kinase activity and
are protein kinases.

GO:0009267|cellular
response to
starvation;GO:00066
61|phosphatidylinos
itol biosynthetic
process;GO:004801
5|phosphatidylinosit
ol-mediated
signaling;GO:00434
91|protein kinase B
signaling;

GO:0005829|cytosol
;GO:0030139|endoc
ytic
vesicle;GO:0005783|
endoplasmic
reticulum;GO:00056
34|nucleus;GO:0005
942|phosphatidylino
sitol 3-kinase
complex;GO:000588
6|plasma membrane;

GO:0016303|1-
phosphatidylinositol
-3-kinase
activity;GO:0035005
|1-
phosphatidylinositol
-4-phosphate 3-
kinase
activity;GO:0005524
|ATP
binding;GO:000172
7|lipid kinase
activity;GO:0035091
|phosphatidylinosito
l binding;

K00923

PIK3C2;
phosphatidylinositol
-4-phosphate 3-
kinase
[EC:2.7.1.154]

ENSG00000133065 0 0 0 4 5.090460893 20 14 1 12 -3.18825673 0.008374102 0.031880352 down yes SLC41A1 protein_coding chr1:205789093-
205813748:-

gi|51702206|ref|NP_
776253.3| 2471 0

solute carrier family
41 member 1
[Homo sapiens]

gi|34368151|emb|BX
648979.1| 4857 0

Homo sapiens
mRNA; cDNA
DKFZp686F0367
(from clone
DKFZp686F0367)

Q5R839 291 2.00E-87 Solute carrier family
41 member 1 MA1437 65.5 1.00E-10 COG1824 pfam01769 MgtE

Divalent cation
transporter. This
region is the integral
membrane part of
the eubacterial MgtE
family of
magnesium
transporters.
Related regions are
found also in
archaebacterial and
eukaryotic proteins.
All the
archaebacterial and
eukaryotic examples
have two copies of
the region. This
suggests that the
eubacterial
examples may act as
dimers. Members of
this family probably
transport Mg2+ or
other divalent
cations into the cell.
The alignment
contains two highly
conserved
aspartates that may
be involved in
cation binding
(Bateman A
unpubl.)

GO:0010961|cellular
magnesium ion
homeostasis;GO:007
1286|cellular
response to
magnesium
ion;GO:0015693|ma
gnesium ion
transport;

GO:0016323|basolat
eral plasma
membrane;GO:0016
021|integral
component of
membrane;GO:0043
234|protein
complex;

GO:0015491|cation:
cation antiporter
activity;GO:0015095
|magnesium ion
transmembrane
transporter activity;

K15122 SLC41A; solute
carrier family 41

ENSG00000133083 1 1 2 0 3.463929719 10 5 4 9 -2.207446901 0.023086246 0.065182933 down no DCLK1 protein_coding chr13:35768652-
36131306:-

gi|40788228|dbj|BA
A20824.2| 3809 0 KIAA0369 [Homo

sapiens]
gi|306518603|ref|N
M_001195415.1| 7592 0

Homo sapiens
doublecortin-like
kinase 1 (DCLK1),
transcript variant 2,
mRNA

O15075 733 0
Serine/threonine-
protein kinase
DCLK1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0048675|axon
extension;GO:00074
17|central nervous
system
development;GO:00
21952|central
nervous system
projection neuron
axonogenesis;GO:00
48813|dendrite
morphogenesis;GO:
0016197|endosomal
transport;GO:00309
00|forebrain
development;GO:00
35556|intracellular
signal
transduction;GO:19
00181|negative
regulation of
protein localization
to
nucleus;GO:000739
9|nervous system
development;GO:00
01764|neuron
migration;GO:00181
05|peptidyl-serine
phosphorylation;GO
:0006468|protein
phosphorylation;GO
:0009615|response
to virus;

GO:0005887|integral
component of
plasma
membrane;GO:0005
622|intracellular;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0005057
|receptor signaling
protein activity;

K08805

DCLK1_2;
doublecortin-like
kinase 1/2
[EC:2.7.11.1]

ENSG00000133119 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no RFC3 protein_coding chr13:33818049-
33966558:+

gi|4506489|ref|NP_0
02906.1| 1910 0

replication factor C
subunit 3 isoform 1
[Homo sapiens]

gi|108773785|ref|N
M_002915.3| 2382 0

Homo sapiens
replication factor C
(activator 1) 3,
38kDa (RFC3),
transcript variant 1,
mRNA

P40938 740 0 Replication factor C
subunit 3 SPBC83.14c 369 5.00E-119 COG0470 pfam08542 Rep_fac_C

Replication factor C
C-terminal domain.
This is the C-
terminal domain of
RFC (replication
factor-C) protein of
the clamp loader
complex which
binds to the DNA
sliding clamp
(proliferating cell
nuclear antigen,
PCNA). The five
modules of RFC
assemble into a
right-handed spiral,
which results in
only three of the
five RFC subunits
(RFC-A, RFC-B
and RFC-C) making
contact with PCNA,
leaving a wedge-
shaped gap between
RFC-E and the
PCNA clamp-loader
complex. The C-
terminal is vital for
the correct
orientation of RFC-
E with respect to
RFC-A.

GO:0042769|DNA
damage response,
detection of DNA
damage;GO:000626
0|DNA
replication;GO:0006
271|DNA strand
elongation involved
in DNA
replication;GO:0000
731|DNA synthesis
involved in DNA
repair;GO:0070987|e
rror-free translesion
synthesis;GO:00422
76|error-prone
translesion
synthesis;GO:00062
97|nucleotide-
excision repair,
DNA gap
filling;GO:0033683|
nucleotide-excision
repair, DNA
incision;GO:000629
6|nucleotide-
excision repair,
DNA incision, 5'-to
lesion;GO:1900264|
positive regulation
of DNA-directed
DNA polymerase
activity;GO:1901796
|regulation of signal
transduction by p53

GO:0031390|Ctf18
RFC-like
complex;GO:000566
3|DNA replication
factor C
complex;GO:000565
4|nucleoplasm;

GO:0003689|DNA
clamp loader
activity;

K10756 RFC3_5; replication
factor C subunit 3/5



ENSG00000133135 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no RNF128 protein_coding chrX:106693794-
106796993:+

gi|37588873|ref|NP_
919445.1| 2215 0

E3 ubiquitin-protein
ligase RNF128
isoform 1 precursor
[Homo sapiens]

gi|37588872|ref|NM
_194463.1| 2817 0

Homo sapiens ring
finger protein 128,
E3 ubiquitin protein
ligase (RNF128),
transcript variant 1,
mRNA

Q8TEB7 857 0 E3 ubiquitin-protein
ligase RNF128 . . . . pfam13639 zf-RING_2 Ring finger domain.

GO:0042036|negativ
e regulation of
cytokine
biosynthetic
process;GO:190435
2|positive regulation
of protein catabolic
process in the
vacuole;GO:006146
2|protein
localization to
lysosome;GO:00427
87|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:003164
7|regulation of
protein stability;

GO:0005856|cytosk
eleton;GO:0005783|
endoplasmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0005
770|late
endosome;GO:0048
471|perinuclear
region of cytoplasm;

GO:0016874|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0008270
|zinc ion binding;

K10629

RNF128, GRAIL;
E3 ubiquitin-protein
ligase RNF128
[EC:2.3.2.27]

ENSG00000133216 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no EPHB2 protein_coding chr1:22710839-
22921500:+

gi|822606583|ref|NP
_001296122.1| 5489 0

ephrin type-B
receptor 2 isoform 4
precursor [Homo
sapiens]

gi|6165330|emb|AL0
35704.9| 7845 0

Human DNA
sequence from
clone RP1-74M1 on
chromosome
1p34.3-36.13,
complete sequence

P29323 2117 0 Ephrin type-B
receptor 2 . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0001525|angiog
enesis;GO:0007411|
axon
guidance;GO:00074
13|axonal
fasciculation;GO:00
48593|camera-type
eye
morphogenesis;GO:
0021952|central
nervous system
projection neuron
axonogenesis;GO:00
71679|commissural
neuron axon
guidance;GO:00220
38|corpus callosum
development;GO:00
60996|dendritic
spine
development;GO:00
60997|dendritic
spine
morphogenesis;GO:
0048013|ephrin
receptor signaling
pathway;GO:004247
2|inner ear
morphogenesis;GO:
0007612|learning;G
O:0050771|negative
regulation of
axonogenesis;GO:00
07399|nervous
system

GO:0030424|axon;G
O:0005829|cytosol;
GO:0030425|dendrit
e;GO:0005576|extra
cellular
region;GO:0005887|
integral component
of plasma
membrane;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma membrane;

GO:0005524|ATP
binding;GO:000804
6|axon guidance
receptor
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0005005
|transmembrane-
ephrin receptor
activity;

K05111
EPHB2, ERK, DRT;
Eph receptor B2
[EC:2.7.10.1]

ENSG00000133226 0 1 0 4 10.61952391 45 24 9 23 -3.907451412 1.67E-05 0.00029011 down yes SRRM1 protein_coding chr1:24631716-
24673267:+

gi|148698041|gb|ED
L29988.1| 689 1.00E-80

serine/arginine
repetitive matrix 1,
isoform CRA_d,
partial [Mus
musculus]

gi|115648109|ref|N
M_005839.3| 3920 0

Homo sapiens
serine/arginine
repetitive matrix 1
(SRRM1), transcript
variant 2, mRNA

Q52KI8 251 3.00E-75
Serine/arginine
repetitive matrix
protein 1

. . . . pfam01480 PWI PWI domain.
GO:0006397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0005634|nucleu
s; . K13171

SRRM1, SRM160;
serine/arginine
repetitive matrix
protein 1

ENSG00000133275 1 4 1 6 5.579115404 7 15 6 13 -1.305584712 0.060522386 0.130194377 down no CSNK1G2 protein_coding chr19:1941149-
1981338:+

gi|153791733|ref|NP
_001310.3| 1982 0

casein kinase I
isoform gamma-2
[Homo sapiens]

gi|153791732|ref|N
M_001319.6| 2902 0

Homo sapiens
casein kinase 1,
gamma 2
(CSNK1G2),
mRNA

P78368 60.1 2.00E-09 Casein kinase I
isoform gamma-2 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0006897|endocy
tosis;GO:0018105|pe
ptidyl-serine
phosphorylation;GO
:0046777|protein
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:0008360|regulation
of cell
shape;GO:0007165|s
ignal
transduction;GO:00
30148|sphingolipid
biosynthetic
process;GO:001605
5|Wnt signaling
pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0016020|m
embrane;GO:000563
4|nucleus;

GO:0005524|ATP
binding;GO:000194
8|glycoprotein
binding;GO:000028
7|magnesium ion
binding;GO:004227
7|peptide
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08958
CSNK1G; casein
kinase 1, gamma
[EC:2.7.11.1]

ENSG00000133302 1 3 1 2 2.262063561 3 2 3 5 -0.380834997 0.676844655 0.771852461 down no SLF1 protein_coding chr5:94618347-
94739436:+

gi|188219549|ref|NP
_115666.2| 5328 0

ankyrin repeat
domain-containing
protein 32 [Homo
sapiens]

gi|426349468|ref|X
M_004042274.1| 3992 0

PREDICTED:
Gorilla gorilla
gorilla ankyrin
repeat domain 32
(ANKRD32),
mRNA

A6QR20 54.3 8.00E-08
SMC5-SMC6
complex localization
factor protein 1

. . . . pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0006974|cellular
response to DNA
damage
stimulus;GO:000628
1|DNA
repair;GO:2000781|
positive regulation
of double-strand
break
repair;GO:0034184|
positive regulation
of maintenance of
mitotic sister
chromatid
cohesion;GO:00313
34|positive
regulation of
protein complex
assembly;GO:19901
66|protein
localization to site
of double-strand
break;

GO:0005737|cytopla
sm;GO:0005815|mic
rotubule organizing
center;GO:0005634|
nucleus;GO:003586
1|site of double-
strand break;

. . .

ENSG00000133318 0 0 0 0 0.397124878 1 0 1 2 -1.868432166 0.414917004 NA down no RTN3 protein_coding chr11:63681446-
63759891:+

gi|388240768|ref|NP
_001252518.1| 5109 0 reticulon-3 isoform

e [Homo sapiens]
gi|388240767|ref|N
M_001265589.1| 4937 0

Homo sapiens
reticulon 3 (RTN3),
transcript variant 5,
mRNA

O95197 146 7.00E-39 Reticulon-3 . . . . pfam02453 Reticulon

Reticulon.
Reticulon, also
know as
neuroendocrine-
specific protein
(NSP), is a protein
of unknown
function which
associates with the
endoplasmic
reticulum. This
family represents
the C-terminal
domain of the three
reticulon isoforms
and their
homologues.

GO:0006915|apopto
tic
process;GO:001619
2|vesicle-mediated
transport;

GO:0005789|endopl
asmic reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000133606 16 44 19 50 40.5465137 54 44 66 67 -0.372391865 0.249713452 0.375977186 down no MKRN1 protein_coding chr7:140453040-
140479569:-

gi|795295730|ref|XP
_011923725.1| 1902 0

PREDICTED: E3
ubiquitin-protein
ligase makorin-1
isoform X1
[Cercocebus atys]

gi|62088175|dbj|AB
209298.1| 3467 0

Homo sapiens
mRNA for makorin,
ring finger protein,
1 variant protein

Q9TT91 75.5 5.00E-14 E3 ubiquitin-protein
ligase makorin-1 SPAC3A11.02 63.9 2.00E-09 COG5084 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016567|protein
ubiquitination; .

GO:0016874|ligase
activity;GO:0008270
|zinc ion binding;

K15687

MKRN; E3
ubiquitin-protein
ligase makorin
[EC:2.3.2.27]

ENSG00000133612 23 40 25 71 64.41917505 102 101 116 109 -0.954338225 0.000496903 0.003780178 down no AGAP3 protein_coding chr7:151085831-
151144436:+

gi|15625586|gb|AAL
04173.1|AF413079_
1

4055 0 centaurin gamma3
[Homo sapiens]

gi|10241721|emb|AL
442089.1| 3742 0

Homo sapiens
mRNA; cDNA
DKFZp761E2216
(from clone
DKFZp761E2216)

Q8VHH5 229 3.00E-68

Arf-GAP with
GTPase, ANK
repeat and PH
domain-containing
protein 3

SPAC824.09c 96.3 2.00E-20 COG5347 pfam01412 ArfGap

Putative GTPase
activating protein
for Arf. Putative
zinc fingers with
GTPase activating
proteins (GAPs)
towards the small
GTPase, Arf. The
GAP of ARD1
stimulates GTPase
hydrolysis for
ARD1 but not
ARFs.

GO:0007264|small
GTPase mediated
signal transduction;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;

GO:0005525|GTP
binding;GO:000509
6|GTPase activator
activity;GO:0046872
|metal ion binding;

K12491

AGAP1_3; Arf-
GAP with GTPase,
ANK repeat and PH
domain-containing
protein 1/3

ENSG00000133627 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no ACTR3B protein_coding chr7:152759749-
152855378:+

gi|9966913|ref|NP_0
65178.1| 2235 0

actin-related protein
3B isoform 1
[Homo sapiens]

gi|62087927|dbj|AB
209174.1| 5453 0

Homo sapiens
mRNA for actin-
related protein 3-
beta variant protein

Q9P1U1 73.2 1.00E-12 Actin-related
protein 3B SPAC630.03 366 2.00E-120 COG5277 pfam00022 Actin Actin.

GO:0034314|Arp2/3
complex-mediated
actin nucleation;

GO:0005885|Arp2/3
protein
complex;GO:004299
5|cell
projection;GO:0005
737|cytoplasm;GO:0
070062|extracellular
exosome;

GO:0005524|ATP
binding; K18584

ACTR3, ARP3;
actin-related protein
3

ENSG00000133639 158 101 115 64 82.18177013 14 35 40 18 2.732060311 1.44E-07 7.57E-06 up yes BTG1 protein_coding chr12:92140278-
92145897:-

gi|4502473|ref|NP_0
01722.1| 922 1.00E-111 protein BTG1

[Homo sapiens]
gi|209447059|ref|N
M_001731.2| 4680 0

Homo sapiens B-
cell translocation
gene 1, anti-
proliferative
(BTG1), mRNA

P62325 236 6.00E-78 Protein BTG1 . . . . pfam07742 BTG BTG family.

GO:0008285|negativ
e regulation of cell
proliferation;GO:00
45766|positive
regulation of
angiogenesis;GO:00
43085|positive
regulation of
catalytic
activity;GO:0045603
|positive regulation
of endothelial cell
differentiation;GO:2
000271|positive
regulation of
fibroblast apoptotic
process;GO:004566
3|positive regulation
of myoblast
differentiation;GO:0
006479|protein
methylation;GO:000
6979|response to
oxidative
stress;GO:0043434|r
esponse to peptide
hormone;GO:00072
83|spermatogenesis;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0019899|enzym
e binding; K14443 TOB; protein

Tob/BTG

ENSG00000133657 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no ATP13A3 protein_coding chr3:194402672-
194498364:-

gi|148839292|ref|NP
_078800.3| 6268 0

probable cation-
transporting ATPase
13A3 [Homo
sapiens]

gi|148839291|ref|N
M_024524.3| 7322 0

Homo sapiens
ATPase type 13A3
(ATP13A3), mRNA

Q95JN5 213 3.00E-65
Probable cation-
transporting ATPase
13A3 (Fragment)

. . . . pfam00122 E1-E2_ATPase E1-E2 ATPase.
GO:0006874|cellular
calcium ion
homeostasis;

GO:0005887|integral
component of
plasma
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;

GO:0005524|ATP
binding;GO:001982
9|cation-
transporting ATPase
activity;GO:0046872
|metal ion binding;

K14951

ATP13A3_4_5;
cation-transporting
ATPase 13A3/4/5
[EC:3.6.3.-]



ENSG00000133703 0 2 2 1 3.299989229 9 8 3 6 -1.846224503 0.045234855 0.1060873 down no KRAS protein_coding chr12:25204789-
25250936:-

gi|537135138|gb|ER
E66116.1| 966 5.00E-128

GTPase KRas-like
isoform 2
[Cricetulus griseus]

gi|575403057|ref|N
M_004985.4| 5759 0

Homo sapiens
Kirsten rat sarcoma
viral oncogene
homolog (KRAS),
transcript variant b,
mRNA

P01116 369 1.00E-126 GTPase KRas SPAC17H9.09c 199 4.00E-56 COG1100 pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0030036|actin
cytoskeleton
organization;GO:00
07411|axon
guidance;GO:00192
21|cytokine-
mediated signaling
pathway;GO:003800
2|endocrine
signaling;GO:00071
73|epidermal
growth factor
receptor signaling
pathway;GO:006044
1|epithelial tube
branching involved
in lung
morphogenesis;GO:
0038128|ERBB2
signaling
pathway;GO:003809
5|Fc-epsilon
receptor signaling
pathway;GO:002189
7|forebrain astrocyte
development;GO:00
48873|homeostasis
of number of cells
within a
tissue;GO:0050900|l
eukocyte
migration;GO:00018
89|liver
development;GO:00
00165|MAPK

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0031234|ex
trinsic component
of cytoplasmic side
of plasma
membrane;GO:0005
925|focal
adhesion;GO:00160
20|membrane;GO:0
045121|membrane
raft;GO:0005739|mit
ochondrion;GO:000
5886|plasma
membrane;

GO:0019003|GDP
binding;GO:001900
2|GMP
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0032403
|protein complex
binding;

K07827 KRAS, KRAS2;
GTPase KRas

ENSG00000133794 13 15 12 12 11.00334874 6 10 10 5 1.320986127 0.007318534 0.028940719 up yes ARNTL protein_coding chr11:13276652-
13387266:+

gi|426367514|ref|XP
_004050776.1| 3290 0

PREDICTED: aryl
hydrocarbon
receptor nuclear
translocator-like
protein 1 isoform 4
[Gorilla gorilla
gorilla]

gi|34535629|dbj|AK
128317.1| 3847 0

Homo sapiens
cDNA FLJ46458 fis,
clone
THYMU3020869

O00327 348 8.00E-146

Aryl hydrocarbon
receptor nuclear
translocator-like
protein 1

. . . . pfam14598 PAS_11

PAS domain. This
family includes the
PAS-B domain of
NCOA1 (Nuclear
receptor coactivator
1), which binds to
an LXXLL motif in
the C-terminal
region of STAT6
(Signal transducer
and activator of
transcription 6).

GO:0045893|positiv
e regulation of
transcription, DNA-
templated;GO:00517
75|response to
redox
state;GO:0048511|rh
ythmic
process;GO:000635
1|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0016605|PM
L
body;GO:0005667|tr
anscription factor
complex;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K02296

ARNTL, BMAL1,
CYC; aryl
hydrocarbon
receptor nuclear
translocator-like
protein 1

ENSG00000133858 17 32 12 52 28.56287755 29 35 30 41 0.201599109 0.578024298 0.690605769 up no ZFC3H1 protein_coding chr12:71609472-
71667725:-

gi|87116683|ref|NP_
659419.3| 8197 0

zinc finger C3H1
domain-containing
protein [Homo
sapiens]

gi|29421173|dbj|AB
011118.2| 7591 0

Homo sapiens
mRNA for
KIAA0546 protein,
partial cds

O60293 78.2 1.00E-90
Zinc finger C3H1
domain-containing
protein

. . . . pfam10650 zf-C3H1

Putative zinc-finger
domain. This
domain is
conserved in fungi
and might be a zinc-
finger domain as it
contains three
conserved Cs and
an H in the C-x8-C-
x5-C-x3-H
conformation
typical of a zinc-
finger.

GO:0006396|RNA
processing;

GO:0005615|extrace
llular space;

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000133884 0 1 1 5 6.485765642 9 19 11 18 -2.563607083 0.00097083 0.006383944 down yes DPF2 protein_coding chr11:65333754-
65353249:+

gi|675790473|ref|XP
_003828671.2| 2027 0

PREDICTED: zinc
finger protein ubi-
d4 isoform X2 [Pan
paniscus]

gi|34365462|emb|BX
641135.1| 4717 0

Homo sapiens
mRNA; cDNA
DKFZp686K09123
(from clone
DKFZp686K09123)

P58268 253 1.00E-80 Zinc finger protein
ubi-d4 SPAC16.05c 48.5 6.00E-06 COG5189 pfam14051 Requiem_N

N-terminal domain
of DPF2/REQ. This
putative domain has
been detected on the
human DPF2
protein and was
subsequently
targeted for
structure
determination by
the Joint Center for
Structural Genomics
(JCSG). Possibly,
the C-terminus
extends by 30
amino acids and
forms a separate
domain. DPF2
interacts with
estrogen related
receptor alpha (Err-
alpha), an orphan
receptor which acts
as a regulator in
energy metabolizm.
It was also
identified as an
adaptor molecule
that links nuclear
factor kappa-light-
chain-enhancer of
activated B cells
(NF-kappa-B)
dimer RelB/p52 and
switch/sucrose

GO:0006915|apopto
tic
process;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0008270|zinc
ion binding; K13196

DPF2, REQ; zinc
finger protein ubi-
d4

ENSG00000133935 1 7 6 16 10.23764772 16 9 16 23 -0.655793266 0.251264103 0.375977186 down no C14orf1 protein_coding chr14:75649791-
75661189:-

gi|6841226|gb|AAF2
8966.1|AF161406_1 840 3.00E-103 HSPC288 [Homo

sapiens]
gi|426377535|ref|X
M_004055472.1| 2520 0

PREDICTED:
Gorilla gorilla
gorilla chromosome
14 open reading
frame, human
C14orf1
(C14H14orf1),
mRNA

Q5R589 287 8.00E-90
Probable ergosterol
biosynthetic protein
28

. . . . pfam03694 Erg28

Erg28 like protein.
This is a family of
integral membrane
proteins, which may
contain four
transmembrane
helices. Members of
this family are
thought to be
involved in sterol
C-4 demethylation.
In S. cerevisiae they
may tether Erg26p
(sterol
dehydrogenase/deca
rboxylase) and
Erg27p (3-
ketoreductase) to
the endoplasmic
reticulum or may
facilitate interaction
between these
proteins. The family
contains a
conserved arginine
and histidine that
may be functionally
important.

GO:0016126|sterol
biosynthetic
process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0030
133|transport
vesicle;

. . .

ENSG00000133958 0 0 0 0 0.29578603 1 1 0 1 -1.446026814 0.560607138 NA down no UNC79 protein_coding chr14:93333219-
93707876:+

gi|694957517|ref|XP
_009426615.1| 13412 0

PREDICTED:
protein unc-79
homolog isoform
X5 [Pan
troglodytes]

gi|635128943|ref|X
M_007987659.1| 8437 0

PREDICTED:
Chlorocebus
sabaeus unc-79
homolog (C.
elegans) (UNC79),
transcript variant
X3, mRNA

Q9P2D8 4822 0 Protein unc-79
homolog . . . . pfam14776 UNC-79

Cation-channel
complex subunit
UNC-79. This
family is a
component of a
cation-channel
complex.

GO:0048149|behavi
oral response to
ethanol;GO:0034220
|ion transmembrane
transport;GO:00352
64|multicellular
organism growth;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

. . .

ENSG00000133997 2 4 4 6 2.955190709 2 0 2 3 1.704490268 0.054130492 0.120320785 up no MED6 protein_coding chr14:70581257-
70600690:-

gi|820971687|ref|XP
_012359763.1| 1280 1.00E-171

PREDICTED: LOW
QUALITY
PROTEIN: mediator
of RNA polymerase
II transcription
subunit 6
[Nomascus
leucogenys]

gi|545746342|ref|N
M_005466.3| 1995 0

Homo sapiens
mediator complex
subunit 6 (MED6),
transcript variant 2,
mRNA

O75586 473 2.00E-162

Mediator of RNA
polymerase II
transcription
subunit 6

SPAC1002.15c 89 6.00E-20 COG5097 pfam04934 Med6

MED6 mediator sub
complex
component.
Component of RNA
polymerase II
holoenzyme and
mediator sub
complex.

GO:0006351|transcri
ption, DNA-
templated;

GO:0016592|mediat
or complex;

GO:0001104|RNA
polymerase II
transcription
cofactor activity;

K15128

MED6; mediator of
RNA polymerase II
transcription
subunit 6

ENSG00000134001 16 25 13 22 21.04970397 27 21 33 19 0.131755563 0.721469392 0.801837941 up no EIF2S1 protein_coding chr14:67359997-
67386516:+

gi|432107135|gb|EL
K32558.1| 1479 0

Eukaryotic
translation initiation
factor 2 subunit 1
[Myotis davidii]

gi|426377221|ref|X
M_004055321.1| 4296 0

PREDICTED:
Gorilla gorilla
gorilla eukaryotic
translation initiation
factor 2, subunit 1
alpha, 35kDa
(EIF2S1), mRNA

P05198 190 5.00E-58
Eukaryotic
translation initiation
factor 2 subunit 1

SPAC3G9.09c 290 7.00E-87 COG1093 pfam07541 EIF_2_alpha

Eukaryotic
translation initiation
factor 2 alpha
subunit. These
proteins share a
region of similarity
that falls towards
the C terminus from
pfam00575.

GO:0007568|aging
GO:0034198|cellular
response to amino
acid
starvation;GO:00346
05|cellular response
to
heat;GO:0034644|cel
lular response to
UV;GO:0032057|neg
ative regulation of
translational
initiation in
response to
stress;GO:0036499|P
ERK-mediated
unfolded protein
response;GO:19012
16|positive
regulation of
neuron
death;GO:2000676|p
ositive regulation of
type B pancreatic
cell apoptotic
process;GO:004677
7|protein
autophosphorylatio
n;GO:0034976|respo
nse to endoplasmic
reticulum
stress;GO:1990737|r
esponse to
manganese-induced
endoplasmic

GO:0010494|cytopla
smic stress
granule;GO:0005829
|cytosol;GO:003329
0|eukaryotic 48S
preinitiation
complex;GO:000585
0|eukaryotic
translation initiation
factor 2
complex;GO:007006
2|extracellular
exosome;GO:00974
51|glial limiting
end-
foot;GO:0016020|m
embrane;GO:004361
4|multi-eIF
complex;GO:000563
4|nucleus;GO:00058
44|polysome;GO:00
05840|ribosome;GO
:0044207|translation
initiation ternary
complex;

GO:0044822|poly(A
) RNA
binding;GO:004302
2|ribosome
binding;GO:000374
3|translation
initiation factor
activity;

K03237
EIF2S1; translation
initiation factor 2
subunit 1

ENSG00000134046 0 1 1 1 2.110624276 4 4 5 4 -1.990459682 0.070406648 0.145334056 down no MBD2 protein_coding chr18:54151601-
54224788:-

gi|560966975|ref|XP
_006205872.1| 1418 5.00E-179

PREDICTED:
methyl-CpG-
binding domain
protein 2, partial
[Vicugna pacos]

gi|322812159|ref|N
M_003927.4| 5188 0

Homo sapiens
methyl-CpG
binding domain
protein 2 (MBD2),
transcript variant 1,
mRNA

Q9UBB5 193 2.00E-55
Methyl-CpG-
binding domain
protein 2

. . . . pfam14048 MBD_C

C-terminal domain
of methyl-CpG
binding protein 2
and 3. CpG-
methylation is a
frequently occurring
epigenetic
modification of
vertebrate genomes
resulting in
transcriptional
repression. This
domain was found
at the C-terminus of
the methyl-CpG-
binding domain
(MBD) containing
proteins MBD2 and
MBD3, the latter
was shown to not
bind directly to
methyl-CpG DNA
but rather interact
with components of
the NuRD/Mi2
complex, an
abundant
deacetylase
complex. The
domain is subject to
structure
determination by
the Joint Center of
Structural
Genomics

GO:0007568|aging
GO:0043044|ATP-
dependent
chromatin
remodeling;GO:004
3623|cellular protein
complex
assembly;GO:00714
07|cellular response
to organic cyclic
compound;GO:0000
183|chromatin
silencing at
rDNA;GO:0048568|
embryonic organ
development;GO:00
07507|heart
development;GO:00
42711|maternal
behavior;GO:00063
46|methylation-
dependent
chromatin
silencing;GO:00001
22|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00355
63|positive
regulation of

GO:0005737|cytopla
sm;GO:0000792|het
erochromatin;GO:00
00118|histone
deacetylase
complex;GO:000079
0|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0043234|protein
complex;

GO:0070742|C2H2
zinc finger domain
binding;GO:000368
2|chromatin
binding;GO:000832
7|methyl-CpG
binding;GO:000372
9|mRNA
binding;GO:001990
4|protein domain
specific
binding;GO:000369
6|satellite DNA
binding;GO:003519
7|siRNA binding;

K11590
MBD2; methyl-
CpG-binding
domain protein 2



ENSG00000134108 0 0 0 0 2.303655528 8 7 5 3 -4.401841317 0.000707729 0.005076934 down yes ARL8B protein_coding chr3:5122220-
5180912:+

gi|817313921|ref|XP
_012327586.1| 1101 2.00E-139

PREDICTED: ADP-
ribosylation factor-
like protein 8B
[Aotus nancymaae]

gi|49472838|ref|NM
_018184.2| 2981 0

Homo sapiens ADP-
ribosylation factor-
like 8B (ARL8B),
mRNA

Q4R4S4 143 2.00E-40
ADP-ribosylation
factor-like protein
8B

. . . . pfam00025 Arf

ADP-ribosylation
factor family. Pfam
combines a number
of different Prosite
families together

GO:0051301|cell
division;GO:000705
9|chromosome
segregation;GO:000
7067|mitotic nuclear
division;GO:000726
4|small GTPase
mediated signal
transduction;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00319
02|late endosome
membrane;GO:0005
765|lysosomal
membrane;GO:0016
020|membrane;GO:
0030496|midbody;G
O:0051233|spindle
midzone;

GO:0005525|GTP
binding; K07955

ARL8; ADP-
ribosylation factor-
like protein 8

ENSG00000134109 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no EDEM1 protein_coding chr3:5187646-
5219957:+

gi|40788913|dbj|BA
A13203.2| 3354 0 KIAA0212 [Homo

sapiens]
gi|197304767|ref|N
M_014674.2| 6145 0

Homo sapiens ER
degradation
enhancer,
mannosidase alpha-
like 1 (EDEM1),
mRNA

Q925U4 121 1.00E-31

ER degradation-
enhancing alpha-
mannosidase-like
protein 1

. . . . pfam01532 Glyco_hydro_47

Glycosyl hydrolase
family 47. Members
of this family are
alpha-mannosidases
that catalyse the
hydrolysis of the
terminal 1,2-linked
alpha-D-mannose
residues in the
oligo-mannose
oligosaccharide
Man(9)(GlcNAc)(2)
.

GO:1904380|endopl
asmic reticulum
mannose
trimming;GO:00309
68|endoplasmic
reticulum unfolded
protein
response;GO:00304
33|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:009746
6|glycoprotein
ERAD
pathway;GO:003649
8|IRE1-mediated
unfolded protein
response;GO:19043
82|mannose
trimming involved
in glycoprotein
ERAD
pathway;GO:000649
1|N-glycan
processing;GO:1904
154|positive
regulation of
retrograde protein
transport, ER to
cytosol;GO:0036510
|trimming of
terminal mannose
on C branch;

GO:0005783|endopl
asmic
reticulum;GO:00443
22|endoplasmic
reticulum quality
control
compartment;GO:00
30176|integral
component of
endoplasmic
reticulum
membrane;

GO:0004559|alpha-
mannosidase
activity;GO:0005509
|calcium ion
binding;GO:000194
8|glycoprotein
binding;GO:000457
1|mannosyl-
oligosaccharide 1,2-
alpha-mannosidase
activity;GO:0051787
|misfolded protein
binding;

K10084

EDEM1; ER
degradation
enhancer,
mannosidase alpha-
like 1

ENSG00000134138 53 41 56 38 50.92240707 65 43 52 52 0.469456335 0.214520239 0.333266592 up no MEIS2 protein_coding chr15:36889204-
37101299:-

gi|148695936|gb|ED
L27883.1| 2344 0

myeloid ecotropic
viral integration
site-related gene 1,
isoform CRA_b,
partial [Mus
musculus]

gi|109080563|ref|X
M_001091052.1| 3327 0

PREDICTED:
Macaca mulatta
Meis homeobox 2,
transcript variant 5
(MEIS2), mRNA

O14770 211 3.00E-64 Homeobox protein
Meis2 . . . . pfam05920 Homeobox_KN

Homeobox KN
domain. This is a
homeobox
transcription factor
KN domain
conserved from
fungi to human and
plants.

GO:0001654|eye
development;GO:00
45638|negative
regulation of
myeloid cell
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00310
16|pancreas
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00708
48|response to
growth
factor;GO:0009612|r
esponse to
mechanical
stimulus;GO:000636
6|transcription from
RNA polymerase II
promoter;GO:00085
42|visual learning;

GO:0005634|nucleu
s;GO:0048471|perin
uclear region of
cytoplasm;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000371
2|transcription
cofactor
activity;GO:0003714
|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000813
4|transcription
factor
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K16670 MEIS2; homeobox
protein Meis2

ENSG00000134186 0 0 0 4 3.701766389 9 15 3 6 -2.653409026 0.018524703 0.055527301 down no PRPF38B protein_coding chr1:108692323-
108701803:+

gi|671023237|ref|XP
_008702439.1| 1078 4.00E-128

PREDICTED: LOW
QUALITY
PROTEIN: pre-
mRNA-splicing
factor 38B [Ursus
maritimus]

gi|311893317|ref|NR
_037185.1| 3728 0

Homo sapiens pre-
mRNA processing
factor 38B
(PRPF38B),
transcript variant 2,
non-coding RNA

Q5VTL8 261 3.00E-106 Pre-mRNA-splicing
factor 38B . . . . pfam03371 PRP38

PRP38 family.
Members of this
family are related to
the pre mRNA
splicing factor
PRP38 from yeast.
Therefore all the
members of this
family could be
involved in splicing.
This conserved
region could be
involved in RNA
binding. The
putative domain is
about 180 amino
acids in length.
PRP38 is a unique
component of the
U4/U6.U5 tri-small
nuclear
ribonucleoprotein
(snRNP) particle
and is necessary for
an essential step late
in spliceosome
maturation.

GO:0006397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0071011|precata
lytic spliceosome;

GO:0044822|poly(A
) RNA binding; K12850

PRPF38B; pre-
mRNA-splicing
factor 38B

ENSG00000134207 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SYT6 protein_coding chr1:114089291-
114153919:-

gi|209572719|sp|Q5
T7P8.3|SYT6_HUM
AN

2579 0

RecName:
Full=Synaptotagmin
-6; AltName:
Full=Synaptotagmin
VI; Short=SytVI

gi|399154126|ref|N
M_001270805.1| 4369 0

Homo sapiens
synaptotagmin VI
(SYT6), transcript
variant 3, mRNA

Q5T7P8 177 9.00E-51 Synaptotagmin-6 SPAPYUK71.03c 61.6 2.00E-08 COG5038 pfam00168 C2 C2 domain.

GO:0060478|acroso
mal vesicle
exocytosis;GO:0048
791|calcium ion-
dependent
exocytosis of
neurotransmitter;G
O:0017158|regulatio
n of calcium ion-
dependent
exocytosis;GO:0006
906|vesicle fusion;

GO:0030054|cell
junction;GO:000582
9|cytosol;GO:00703
82|exocytic
vesicle;GO:0019898|
extrinsic component
of
membrane;GO:0016
021|integral
component of
membrane;GO:0097
038|perinuclear
endoplasmic
reticulum;GO:00058
86|plasma
membrane;GO:0030
672|synaptic vesicle
membrane;

GO:0005509|calciu
m ion
binding;GO:003027
6|clathrin
binding;GO:000178
6|phosphatidylserin
e
binding;GO:004280
3|protein
homodimerization
activity;GO:0019905
|syntaxin binding;

. .

ENSG00000134215 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no VAV3 protein_coding chr1:107571160-
107965144:-

gi|219518983|gb|AA
I43970.1| 4458 0 VAV3 protein

[Homo sapiens]
gi|120432043|ref|N
M_006113.4| 4769 0

Homo sapiens vav 3
guanine nucleotide
exchange factor
(VAV3), transcript
variant 1, mRNA

Q9UKW4 194 2.00E-56
Guanine nucleotide
exchange factor
VAV3

. . . . pfam00621 RhoGEF

RhoGEF domain.
Guanine nucleotide
exchange factor for
Rho/Rac/Cdc42-like
GTPases Also called
Dbl-homologous
(DH) domain. It
appears that
pfam00169 domains
invariably occur C-
terminal to
RhoGEF/DH
domains.

GO:0001525|angiog
enesis;GO:0050853|
B cell receptor
signaling
pathway;GO:000697
4|cellular response
to DNA damage
stimulus;GO:004801
3|ephrin receptor
signaling
pathway;GO:003809
5|Fc-epsilon
receptor signaling
pathway;GO:003809
6|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
07229|integrin-
mediated signaling
pathway;GO:003003
2|lamellipodium
assembly;GO:00305
93|neutrophil
chemotaxis;GO:003
0168|platelet
activation;GO:00430
65|positive
regulation of
apoptotic
process;GO:003089
0|positive regulation
of B cell
proliferation;GO:00
45785|positive

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00058
86|plasma
membrane;

GO:0005096|GTPas
e activator
activity;GO:0005085
|guanyl-nucleotide
exchange factor
activity;GO:0046872
|metal ion
binding;GO:003067
6|Rac guanyl-
nucleotide exchange
factor
activity;GO:0005089
|Rho guanyl-
nucleotide exchange
factor
activity;GO:0005070
|SH3/SH2 adaptor
activity;

K05730
VAV; guanine
nucleotide exchange
factor VAV

ENSG00000134243 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SORT1 protein_coding chr1:109309568-
109397951:-

gi|17149834|ref|NP_
002950.3| 4000 0

sortilin isoform 1
preproprotein
[Homo sapiens]

gi|327315341|ref|N
M_002959.5| 7018 0

Homo sapiens
sortilin 1 (SORT1),
transcript variant 1,
mRNA

Q99523 67 8.00E-12 Sortilin . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006897|endocy
tosis;GO:0008333|en
dosome to lysosome
transport;GO:00325
09|endosome
transport via
multivesicular body
sorting
pathway;GO:000862
5|extrinsic apoptotic
signaling pathway
via death domain
receptors;GO:00071
86|G-protein
coupled receptor
signaling
pathway;GO:004632
3|glucose
import;GO:0006895|
Golgi to endosome
transport;GO:00072
75|multicellular
organismal
development;GO:00
14902|myotube
differentiation;GO:0
045599|negative
regulation of fat cell
differentiation;GO:0
051005|negative
regulation of
lipoprotein lipase
activity;GO:0007218
|neuropeptide
signaling

GO:0009986|cell
surface;GO:0005905
|coated
pit;GO:0030136|clat
hrin-coated
vesicle;GO:0016023|
cytoplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0030425
|dendrite;GO:00057
69|early
endosome;GO:0005
789|endoplasmic
reticulum
membrane;GO:0010
008|endosome
membrane;GO:0005
794|Golgi
apparatus;GO:00325
80|Golgi cisterna
membrane;GO:0016
021|integral
component of
membrane;GO:0005
765|lysosomal
membrane;GO:0043
025|neuronal cell
body;GO:0031965|n
uclear
membrane;GO:0048
471|perinuclear
region of
cytoplasm;GO:0005
886|plasma

GO:0019899|enzym
e
binding;GO:004840
6|nerve growth
factor
binding;GO:001046
5|nerve growth
factor receptor
activity;GO:0030379
|neurotensin
receptor activity,
non-G-protein
coupled;

K12388 SORT1; sortilin

ENSG00000134255 3 10 2 19 14.07495009 30 21 27 20 -1.118858349 0.032003835 0.082676574 down no CEPT1 protein_coding chr1:111139627-
111185102:+

gi|635105849|ref|XP
_007975793.1| 2260 0

PREDICTED:
choline/ethanolamin
ephosphotransferas
e 1 isoform X1
[Chlorocebus
sabaeus]

gi|21732646|emb|AL
832104.1| 5287 0

Homo sapiens
mRNA; cDNA
DKFZp313C168
(from clone
DKFZp313C168)

Q9Y6K0 370 1.00E-125
Choline/ethanolami
nephosphotransfera
se 1

SPAC22A12.10 139 3.00E-35 COG5050 pfam01066 CDP-OH_P_transf

CDP-alcohol
phosphatidyltransfe
rase. All of these
members have the
ability to catalyse
the displacement of
CMP from a CDP-
alcohol by a second
alcohol with
formation of a
phosphodiester
bond and
concomitant
breaking of a
phosphoride
anhydride bond.

GO:0006629|lipid
metabolic
process;GO:000665
6|phosphatidylcholi
ne biosynthetic
process;GO:000664
6|phosphatidylethan
olamine
biosynthetic
process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0031
965|nuclear
membrane;

GO:0004142|diacylg
lycerol
cholinephosphotran
sferase
activity;GO:0004307
|ethanolaminephosp
hotransferase
activity;GO:0046872
|metal ion binding;

K13644

CEPT1;
choline/ethanolamin
e
phosphotransferase
[EC:2.7.8.1 2.7.8.2]



ENSG00000134278 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no SPIRE1 protein_coding chr18:12446512-
12658134:-

gi|20521774|dbj|BA
A86449.2| 3083 0 KIAA1135 protein

[Homo sapiens]
gi|20521773|dbj|AB
032961.2| 5489 0

Homo sapiens
mRNA for
KIAA1135 protein,
partial cds

Q08AE8 231 4.00E-70 Protein spire
homolog 1 . . . . pfam05634 APO_RNA-bind

APO RNA-binding.
This domain
contains conserved
cysteine and
histidine residues. It
resembles zinc
fingers, and binds
to zinc. This domain
functions as an
RNA-binding
domain.

GO:0030036|actin
cytoskeleton
organization;GO:00
45010|actin
nucleation;GO:0036
089|cleavage furrow
formation;GO:0051
295|establishment of
meiotic spindle
localization;GO:007
0649|formin-
nucleated actin
cable
assembly;GO:00469
07|intracellular
transport;GO:00400
38|polar body
extrusion after
meiotic
divisions;GO:00150
31|protein
transport;GO:00161
92|vesicle-mediated
transport;

GO:0005938|cell
cortex;GO:0030659|
cytoplasmic vesicle
membrane;GO:0005
856|cytoskeleton;G
O:0005829|cytosol;
GO:0048471|perinu
clear region of
cytoplasm;GO:0005
886|plasma
membrane;

. K02098 SPIR; spire

ENSG00000134294 0 1 0 2 9.808492096 42 26 8 19 -4.516217637 1.45E-05 0.00025638 down yes SLC38A2 protein_coding chr12:46358189-
46372867:-

gi|21361602|ref|NP_
061849.2| 2096 0

sodium-coupled
neutral amino acid
transporter 2 [Homo
sapiens]

gi|219555675|ref|N
M_018976.4| 4883 0

Homo sapiens
solute carrier family
38, member 2
(SLC38A2),
transcript variant 1,
mRNA

A1YG32 225 4.00E-69
Sodium-coupled
neutral amino acid
transporter 2

ECU09g1190 58.9 6.00E-08 COG0814 pfam01490 Aa_trans

Transmembrane
amino acid
transporter protein.
This transmembrane
region is found in
many amino acid
transporters
including UNC-47
and MTR. UNC-47
encodes a vesicular
amino butyric acid
(GABA)
transporter,
(VGAT). UNC-47 is
predicted to have 10
transmembrane
domains. MTR is a
N system amino
acid transporter
system protein
involved in
methyltryptophan
resistance. Other
members of this
family include
proline transporters
and amino acid
permeases.

GO:0006865|amino
acid
transport;GO:00068
14|sodium ion
transport;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0015293|sympo
rter activity; K14207

SLC38A2, SNAT2;
solute carrier family
38 (sodium-coupled
neutral amino acid
transporter),
member 2

ENSG00000134308 0 0 1 3 1.491774778 2 3 2 3 -0.868525468 0.467150807 0.591519914 down no YWHAQ protein_coding chr2:9583972-
9631014:-

gi|55153870|gb|AAH
85299.1| 1272 1.00E-167

Ywhaq protein,
partial [Mus
musculus]

gi|514052668|ref|N
M_006826.3| 2208 0

Homo sapiens
tyrosine 3-
monooxygenase/try
ptophan 5-
monooxygenase
activation protein,
theta (YWHAQ),
mRNA

Q5RFJ2 277 8.00E-92 14-3-3 protein theta YDR099w 301 5.00E-95 COG5040 pfam00244 2014/3/3 14-3-3 protein.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00066
05|protein
targeting;GO:000726
4|small GTPase
mediated signal
transduction;GO:00
21762|substantia
nigra development;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00059
25|focal
adhesion;GO:00160
20|membrane;GO:0
043234|protein
complex;

. K16197
YWHAB_Q_Z; 14-
3-3 protein
beta/theta/zeta

ENSG00000134313 0 0 0 2 0.512555961 1 2 0 0 -0.143729685 0.949689425 NA down no KIDINS220 protein_coding chr2:8721081-
8837630:-

gi|14133247|dbj|BA
A86564.2| 8995 0 KIAA1250 protein

[Homo sapiens]
gi|214010203|ref|N
M_020738.2| 7358 0

Homo sapiens
kinase D-interacting
substrate, 220kDa
(KIDINS220),
mRNA

Q9EQG6 73.9 8.00E-14
Kinase D-interacting
substrate of 220
kDa

all2748 208 3.00E-56 COG0666 pfam07693 KAP_NTPase

KAP family P-loop
domain. The KAP
(after
Kidins220/ARMS
and PifA) family of
predicted NTPases
are sporadically
distributed across a
wide phylogenetic
range in bacteria
and in animals.
Many of the
prokaryotic KAP
NTPases are
encoded in plasmids
and tend to undergo
disruption to form
pseudogenes. A
unique feature of all
eukaryotic and
certain bacterial
KAP NTPases is the
presence of two or
four transmembrane
helices inserted into
the P-loop NTPase
domain. These
transmembrane
helices anchor KAP
NTPases in the
membrane such that
the P-loop domain
is located on the
intracellular side.

GO:0000186|activati
on of MAPKK
activity;GO:1990090
|cellular response to
nerve growth factor
stimulus;GO:004881
3|dendrite
morphogenesis;GO:
0001701|in utero
embryonic
development;GO:00
38180|nerve growth
factor signaling
pathway;GO:001097
6|positive regulation
of neuron
projection
development;GO:00
45859|regulation of
protein kinase
activity;

GO:0005829|cytosol
;GO:0016021|integra
l component of
membrane;GO:0005
770|late
endosome;GO:0016
020|membrane;GO:
0043234|protein
complex;

GO:0030165|PDZ
domain
binding;GO:001988
7|protein kinase
regulator activity;

K12460

KIDINS220, ARMS;
ankyrin repeat-rich
membrane spanning
protein

ENSG00000134323 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no MYCN protein_coding chr2:15940564-
15947007:+

gi|795517143|ref|XP
_011899943.1| 1743 0

PREDICTED: N-
myc proto-
oncogene protein
isoform X1
[Cercocebus atys]

gi|426334777|ref|X
M_004028865.1| 2562 0

PREDICTED:
Gorilla gorilla
gorilla v-myc
myelocytomatosis
viral related
oncogene,
neuroblastoma
derived (avian)
(MYCN), mRNA

P04198 283 5.00E-87 N-myc proto-
oncogene protein . . . . pfam01056 Myc_N

Myc amino-terminal
region. The myc
family belongs to
the basic helix-loop-
helix leucine zipper
class of
transcription
factors, see
pfam00010. Myc
forms a heterodimer
with Max, and this
complex regulates
cell growth through
direct activation of
genes involved in
cell replication.
Mutations in the C-
terminal 20 residues
of this domain
cause unique
changes in the
induction of
apoptosis,
transformation, and
G2 arrest.

GO:0048754|branch
ing morphogenesis
of an epithelial
tube;GO:0001502|ca
rtilage
condensation;GO:00
42733|embryonic
digit
morphogenesis;GO:
0048704|embryonic
skeletal system
morphogenesis;GO:
0030324|lung
development;GO:00
48712|negative
regulation of
astrocyte
differentiation;GO:2
000378|negative
regulation of
reactive oxygen
species metabolic
process;GO:001094
2|positive regulation
of cell
death;GO:0010628|p
ositive regulation of
gene
expression;GO:0002
053|positive
regulation of
mesenchymal cell
proliferation;GO:00
45944|positive
regulation of

GO:0000785|chrom
atin;GO:0005634|nu
cleus;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09109
NMYC, MYCN; N-
myc proto-
oncogene protein

ENSG00000134333 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no LDHA protein_coding chr11:18394388-
18408425:+

gi|260099723|ref|NP
_001158886.1| 1844 0

L-lactate
dehydrogenase A
chain isoform 3
[Homo sapiens]

gi|426367636|ref|X
M_004050786.1| 2357 0

PREDICTED:
Gorilla gorilla
gorilla lactate
dehydrogenase A,
transcript variant 1
(LDHA), mRNA

P00338 241 1.00E-77
L-lactate
dehydrogenase A
chain

CAC0267 263 2.00E-79 COG0039 pfam00056 Ldh_1_N

lactate/malate
dehydrogenase,
NAD binding
domain. L-lactate
dehydrogenases are
metabolic enzymes
which catalyse the
conversion of L-
lactate to pyruvate,
the last step in
anaerobic
glycolysis. L-2-
hydroxyisocaproate
dehydrogenases are
also members of the
family. Malate
dehydrogenases
catalyse the
interconversion of
malate to
oxaloacetate. The
enzyme participates
in the citric acid
cycle. L-lactate
dehydrogenase is
also found as a lens
crystallin in bird
and crocodile eyes.
N-terminus (this
family) is a
Rossmann NAD-
binding fold. C-
terminus is an
unusual alpha+beta
fold

GO:0005975|carboh
ydrate metabolic
process;GO:001975
2|carboxylic acid
metabolic process;

GO:0005737|cytopla
sm;

GO:0004459|L-
lactate
dehydrogenase
activity;

K00016
LDH, ldh; L-lactate
dehydrogenase
[EC:1.1.1.27]

ENSG00000134363 2 0 1 0 0.671253988 0 0 0 1 2.140723665 0.321734124 NA up no FST protein_coding chr5:53480409-
53487134:+

gi|7242222|ref|NP_0
37541.1| 1652 0

follistatin isoform
FST344 precursor
[Homo sapiens]

gi|426384740|ref|X
M_004058864.1| 2485 0

PREDICTED:
Gorilla gorilla
gorilla follistatin,
transcript variant 2
(FST), mRNA

P19883 313 4.00E-105 Follistatin . . . . pfam07648 Kazal_2

Kazal-type serine
protease inhibitor
domain. Usually
indicative of serine
protease inhibitors.
However, kazal-like
domains are also
seen in the
extracellular part of
agrins, which are
not known to be
protease inhibitors.
Kazal domains often
occur in tandem
arrays. Small
alpha+beta fold
containing three
disulphides.

GO:0002244|hemato
poietic progenitor
cell
differentiation;GO:0
032926|negative
regulation of activin
receptor signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00517
98|positive
regulation of hair
follicle
development;

GO:0005576|extrace
llular region;

GO:0048185|activin
binding;GO:004339
5|heparan sulfate
proteoglycan
binding;GO:000487
1|signal transducer
activity;

K04661 FST; follistatin

ENSG00000134369 0 0 0 3 1.626503973 7 5 1 0 -1.798471291 0.272152398 0.395292107 down no NAV1 protein_coding chr1:201622885-
201826969:+

gi|635131544|ref|XP
_007987153.1| 9361 0

PREDICTED:
neuron navigator 1
isoform X4
[Chlorocebus
sabaeus]

gi|267844810|ref|N
M_020443.4| 13015 0

Homo sapiens
neuron navigator 1
(NAV1), transcript
variant 1, mRNA

Q8CH77 162 1.00E-38 Neuron navigator 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001578|microt
ubule bundle
formation;GO:0001
764|neuron
migration;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

. K16776 NAV1; neuron
navigator 1



ENSG00000134371 0 1 0 0 0.422356908 1 1 0 1 -0.726698027 0.721923997 NA down no CDC73 protein_coding chr1:193122017-
193253901:+

gi|22122445|ref|NP_
666103.1| 2685 0 parafibromin [Mus

musculus]
gi|254675271|ref|N
M_024529.4| 4969 0

Homo sapiens cell
division cycle 73
(CDC73), mRNA

Q8JZM7 416 2.00E-129 Parafibromin YLR418c 69.3 3.00E-11 COG5157 pfam05179 CDC73
RNA pol II
accessory factor,
Cdc73 family.

GO:0007049|cell
cycle;GO:0071222|c
ellular response to
lipopolysaccharide;
GO:0001711|endode
rmal cell fate
commitment;GO:00
33523|histone H2B
ubiquitination;GO:0
010390|histone
monoubiquitination;
GO:0006378|mRNA
polyadenylation;GO
:0043066|negative
regulation of
apoptotic
process;GO:000828
5|negative
regulation of cell
proliferation;GO:00
50680|negative
regulation of
epithelial cell
proliferation;GO:00
48147|negative
regulation of
fibroblast
proliferation;GO:20
00134|negative
regulation of G1/S
transition of mitotic
cell
cycle;GO:0045638|n
egative regulation of
myeloid cell

GO:0016593|Cdc73/
Paf1
complex;GO:000573
7|cytoplasm;GO:000
0784|nuclear
chromosome,
telomeric
region;GO:0005634|
nucleus;

GO:0000993|RNA
polymerase II core
binding;

K15175 CDC73;
parafibromin

ENSG00000134444 0 1 1 5 2.806259126 4 7 1 8 -1.092110907 0.279102626 0.403096638 down no KIAA1468 protein_coding chr18:62187258-
62307829:+

gi|355755073|gb|EH
H58940.1| 6138 0

hypothetical protein
EGM_08915
[Macaca
fascicularis]

gi|109948291|ref|N
M_020854.3| 5454 0

Homo sapiens
KIAA1468
(KIAA1468),
mRNA

Q9P260 2312 0

LisH domain and
HEAT repeat-
containing protein
KIAA1468

. . . . pfam13513 HEAT_EZ

HEAT-like repeat.
The HEAT repeat
family is related to
armadillo/beta-
catenin-like repeats
(see pfam00514).
These EZ repeats
are found in
subunits of
cyanobacterial
phycocyanin lyase
and other proteins
and probably carry
out a scaffolding
role.

GO:0007218|neurop
eptide signaling
pathway;GO:000716
5|signal
transduction;

GO:0005576|extrace
llular
region;GO:0005615|
extracellular space;

GO:0005184|neurop
eptide hormone
activity;GO:0005102
|receptor binding;

. .

ENSG00000134504 0 2 2 4 1.922645759 0 3 2 4 0.289821932 0.790479538 0.858206678 up no KCTD1 protein_coding chr18:26454910-
26657401:-

gi|731460389|ref|XP
_010585102.1| 1980 0

PREDICTED:
BTB/POZ domain-
containing protein
KCTD1 isoform X1
[Loxodonta
africana]

gi|30268189|emb|AL
831954.2| 4557 0

Homo sapiens
mRNA; cDNA
DKFZp451C132
(from clone
DKFZp451C132)

Q5M956 306 2.00E-104
BTB/POZ domain-
containing protein
KCTD1

. . . . pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000134532 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SOX5 protein_coding chr12:23529500-
23951032:-

gi|823429608|ref|XP
_012422094.1| 3172 0

PREDICTED:
transcription factor
SOX-5 isoform X1
[Odobenus
rosmarus divergens]

gi|635064101|ref|X
M_007967929.1| 6304 0

PREDICTED:
Chlorocebus
sabaeus SRY (sex
determining region
Y)-box 5 (SOX5),
transcript variant
X21, mRNA

P35711 194 9.00E-52 Transcription factor
SOX-5 SPAC57A10.09c 52 2.00E-06 COG5648 pfam00505 HMG_box HMG (high mobility

group) box.

GO:0055059|asymm
etric neuroblast
division;GO:007156
0|cellular response
to transforming
growth factor beta
stimulus;GO:006103
6|positive regulation
of cartilage
development;GO:00
32332|positive
regulation of
chondrocyte
differentiation;GO:2
000741|positive
regulation of
mesenchymal stem
cell
differentiation;GO:0
006366|transcription
from RNA
polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09269

SOX5_6_13;
transcription factor
SOX5/6/13 (SOX
group D)

ENSG00000134569 1 0 0 0 0.990165009 3 3 0 2 -2.143419746 0.194605058 0.310869876 down no LRP4 protein_coding chr11:46856868-
46918642:-

gi|72534477|dbj|BA
E19679.1| 9416 0

low-density
lipoprotein
receptor-related
protein 4 [Homo
sapiens]

gi|296923822|ref|N
M_002334.3| 8070 0

Homo sapiens low
density lipoprotein
receptor-related
protein 4 (LRP4),
mRNA

O75096 319 1.00E-98

Low-density
lipoprotein
receptor-related
protein 4

. . . . pfam00057 Ldl_recept_a
Low-density
lipoprotein receptor
domain class A.

GO:0048856|anatom
ical structure
development;GO:00
30509|BMP
signaling
pathway;GO:004881
3|dendrite
morphogenesis;GO:
0009953|dorsal/vent
ral pattern
formation;GO:0042
733|embryonic digit
morphogenesis;GO:
0030326|embryonic
limb
morphogenesis;GO:
0006897|endocytosi
s;GO:0001942|hair
follicle
development;GO:00
01822|kidney
development;GO:00
60173|limb
development;GO:00
50771|negative
regulation of
axonogenesis;GO:00
90090|negative
regulation of
canonical Wnt
signaling
pathway;GO:003027
9|negative
regulation of
ossification;GO:003

GO:0009986|cell
surface;GO:0030425
|dendrite;GO:00166
00|flotillin
complex;GO:001602
1|integral
component of
membrane;GO:0031
594|neuromuscular
junction;GO:004302
5|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0014
069|postsynaptic
density;GO:0097060
|synaptic membrane;

GO:0005509|calciu
m ion
binding;GO:004280
3|protein
homodimerization
activity;GO:0030971
|receptor tyrosine
kinase
binding;GO:009711
0|scaffold protein
binding;

. .

ENSG00000134594 0 2 0 4 1.176247535 2 1 0 2 0.607844023 0.66670523 0.764970442 up no RAB33A protein_coding chrX:130171649-
130184870:+

gi|332226374|ref|XP
_003262364.1| 1394 0

PREDICTED: ras-
related protein Rab-
33A [Nomascus
leucogenys]

gi|1785852|dbj|D148
89.1|HUMSGBP 1226 0

Homo sapiens
mRNA for small
GTP-binding
protein S10,
complete cds

Q14088 495 1.00E-174 Ras-related protein
Rab-33A . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0019882|antigen
processing and
presentation;GO:200
0785|regulation of
autophagosome
assembly;GO:00072
64|small GTPase
mediated signal
transduction;

GO:0005622|intracel
lular;GO:0005886|pl
asma membrane;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

K07919
RAB33A; Ras-
related protein Rab-
33A

ENSG00000134644 15 19 16 23 40.18447843 111 73 41 71 -1.474397949 0.000106646 0.00107638 down yes PUM1 protein_coding chr1:30931506-
31065991:-

gi|119628037|gb|EA
X07632.1| 4873 0

pumilio homolog 1
(Drosophila),
isoform CRA_c
[Homo sapiens]

gi|66932908|ref|NM
_001020658.1| 5364 0

Homo sapiens
pumilio RNA-
binding family
member 1 (PUM1),
transcript variant 1,
mRNA

Q14671 253 3.00E-67 Pumilio homolog 1 SPAC1687.22c 359 3.00E-109 COG5099 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0008344|adult
locomotory
behavior;GO:00611
57|mRNA
destabilization;GO:2
000637|positive
regulation of gene
silencing by
miRNA;GO:190024
6|positive regulation
of RIG-I signaling
pathway;GO:001644
1|posttranscriptional
gene
silencing;GO:00106
08|posttranscription
al regulation of gene
expression;GO:0051
726|regulation of
cell
cycle;GO:0051983|r
egulation of
chromosome
segregation;GO:006
0964|regulation of
gene silencing by
miRNA;GO:004348
8|regulation of
mRNA
stability;GO:000728
3|spermatogenesis;G
O:0048863|stem cell
differentiation;

GO:0000932|cytopla
smic mRNA
processing
body;GO:0010494|c
ytoplasmic stress
granule;GO:0005829
|cytosol;

GO:0003730|mRNA
3'-UTR
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

K17943
PUM; pumilio
RNA-binding
family



ENSG00000134686 0 4 0 3 3.144436819 8 6 7 2 -1.311057551 0.172473722 0.286247019 down no PHC2 protein_coding chr1:33323623-
33431052:-

gi|37595528|ref|NP_
932157.1| 3535 0

polyhomeotic-like
protein 2 isoform a
[Homo sapiens]

gi|115298642|ref|N
M_198040.2| 3870 0

Homo sapiens
polyhomeotic
homolog 2
(Drosophila)
(PHC2), transcript
variant 1, mRNA

Q8IXK0 268 3.00E-83 Polyhomeotic-like
protein 2 . . . . pfam00536 SAM_1

SAM domain
(Sterile alpha
motif). It has been
suggested that SAM
is an evolutionarily
conserved protein
binding domain that
is involved in the
regulation of
numerous
developmental
processes in diverse
eukaryotes. The
SAM domain can
potentially function
as a protein
interaction module
through its ability to
homo- and
heterooligomerise
with other SAM
domains.

GO:0007275|multice
llular organismal
development;GO:00
16925|protein
sumoylation;GO:00
07283|spermatogene
sis;

GO:0000792|heteroc
hromatin;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0031519|PcG
protein
complex;GO:003510
2|PRC1 complex;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

K11457
PHC2, EDR2;
polyhomeotic-like
protein 2

ENSG00000134744 4 5 2 1 2.478627463 1 3 0 2 1.623937238 0.120918325 0.215076036 up no ZCCHC11 protein_coding chr1:52408282-
52553487:-

gi|57863248|ref|NP_
001009881.1| 7991 0

terminal
uridylyltransferase 4
isoform a [Homo
sapiens]

gi|298676531|ref|N
M_015269.2| 5848 0

Homo sapiens zinc
finger, CCHC
domain containing
11 (ZCCHC11),
transcript variant 2,
mRNA

B2RX14 435 1.00E-138 Terminal
uridylyltransferase 4 SPAC19D5.03 139 1.00E-33 COG5260 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001816|cytokin
e
production;GO:0070
102|interleukin-6-
mediated signaling
pathway;GO:001058
7|miRNA catabolic
process;GO:001058
6|miRNA metabolic
process;GO:003208
8|negative
regulation of NF-
kappaB
transcription factor
activity;GO:0032755
|positive regulation
of interleukin-6
production;GO:0031
054|pre-miRNA
processing;GO:0031
664|regulation of
lipopolysaccharide-
mediated signaling
pathway;GO:003112
3|RNA 3'-end
processing;GO:0019
827|stem cell
population
maintenance;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
15|extracellular
space;GO:0005730|n
ucleolus;GO:000563
4|nucleus;

GO:0044822|poly(A
) RNA
binding;GO:005026
5|RNA
uridylyltransferase
activity;GO:0008270
|zinc ion binding;

K13291
TUT; terminal
uridylyltransferase
[EC:2.7.7.52]

ENSG00000134759 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ELP2 protein_coding chr18:36129444-
36180556:+

gi|338968885|ref|NP
_001229804.1| 4790 0

elongator complex
protein 2 isoform 1
[Homo sapiens]

gi|21930268|gb|AC0
23043.8| 6074 0

Homo sapiens
chromosome 18,
clone RP11-49I11,
complete sequence

Q6IA86 226 6.00E-66 Elongator complex
protein 2 all0284_3 49.7 1.00E-06 COG2319 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0046425|regulati
on of JAK-STAT
cascade;GO:000635
7|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
68|transcription
elongation from
RNA polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0033588|Elo
ngator holoenzyme
complex;GO:000012
3|histone
acetyltransferase
complex;GO:000802
3|transcription
elongation factor
complex;GO:001705
3|transcriptional
repressor complex;

GO:0042393|histone
binding;GO:000119
1|transcriptional
repressor activity,
RNA polymerase II
transcription factor
binding;

K11374 ELP2; elongator
complex protein 2

ENSG00000134779 3 4 4 9 8.453759335 14 21 11 11 -1.005481413 0.064873959 0.136842276 down no TPGS2 protein_coding
chr18:36777647-
36829216:-

gi|431822391|ref|NP
_001258880.1| 1609 0

tubulin
polyglutamylase
complex subunit 2
isoform 4 [Homo
sapiens]

gi|431822383|ref|N
M_015476.3| 4030 0

Homo sapiens
tubulin
polyglutamylase
complex subunit 2
(TPGS2), transcript
variant 1, mRNA

Q68CL5 249 9.00E-77
Tubulin
polyglutamylase
complex subunit 2

. . . . pfam01500 Keratin_B2

Keratin, high sulfur
B2 protein. High
sulfur proteins are
cysteine-rich
proteins synthesized
during the
differentiation of
hair matrix cells,
and form hair fibres
in association with
hair keratin
intermediate
filaments. This
family has been
divided up into four
regions, with the
second region
containing 8 copies
of a short repeat.
This family is also
known as B2 or
KAP1.

.
GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

. K16605
TPGS2; tubulin
polyglutamylase
complex subunit 2

ENSG00000134852 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no CLOCK protein_coding chr4:55427903-
55547138:-

gi|40788216|dbj|BA
A20792.2| 3708 0 KIAA0334 [Homo

sapiens]
gi|530376876|ref|X
M_005265787.1| 10304 0

PREDICTED:
Homo sapiens clock
circadian regulator
(CLOCK),
transcript variant
X1, mRNA

O15516 376 8.00E-123
Circadian locomoter
output cycles
protein kaput

. . . . pfam14598 PAS_11

PAS domain. This
family includes the
PAS-B domain of
NCOA1 (Nuclear
receptor coactivator
1), which binds to
an LXXLL motif in
the C-terminal
region of STAT6
(Signal transducer
and activator of
transcription 6).

GO:0006974|cellular
response to DNA
damage
stimulus;GO:003292
2|circadian
regulation of gene
expression;GO:0051
092|positive
regulation of NF-
kappaB
transcription factor
activity;GO:0045893
|positive regulation
of transcription,
DNA-
templated;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:004263
4|regulation of hair
cycle;GO:0050796|r
egulation of insulin
secretion;GO:00063
55|regulation of
transcription, DNA-
templated;GO:20000
74|regulation of
type B pancreatic
cell
development;GO:00
51775|response to
redox
state;GO:0007283|sp

GO:0033391|chrom
atoid
body;GO:0005634|n
ucleus;GO:0005667|
transcription factor
complex;

GO:0001047|core
promoter
binding;GO:000367
7|DNA
binding;GO:007088
8|E-box
binding;GO:000440
2|histone
acetyltransferase
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

K02223

CLOCK, KAT13D;
circadian locomoter
output cycles kaput
protein
[EC:2.3.1.48]

ENSG00000134884 28 67 35 93 65.01942891 75 78 107 88 -0.182628227 0.532198144 0.649457719 down no ARGLU1 protein_coding chr13:106541673-
106568164:-

gi|625182285|ref|XP
_007642049.1| 347 3.00E-37

PREDICTED:
arginine and
glutamate-rich
protein 1 isoform
X1 [Cricetulus
griseus]

gi|426375931|ref|X
M_004054720.1| 3253 0

PREDICTED:
Gorilla gorilla
gorilla arginine and
glutamate rich 1,
transcript variant 2
(ARGLU1), mRNA

Q5BJT0 59.7 4.00E-09
Arginine and
glutamate-rich
protein 1

. . . . pfam15346 ARGLU

Arginine and
glutamate-rich 1.
ARGLU, arginine
and glutamate-rich 1
protein family, is
required for the
oestrogen-
dependent
expression of ESR1
target genes. It
functions in
cooperation with
MED1. The family
of proteins is found
in eukaryotes.

.
GO:0005739|mitoch
ondrion;GO:000565
4|nucleoplasm;

. K13173
ARGLU1; arginine
and glutamate-rich
protein 1

ENSG00000134900 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no TPP2 protein_coding chr13:102597003-
102679958:+

gi|530423401|ref|XP
_005254129.1| 6572 0

PREDICTED:
tripeptidyl-peptidase
2 isoform X3
[Homo sapiens]

gi|530423400|ref|X
M_005254072.1| 4663 0

PREDICTED:
Homo sapiens
tripeptidyl peptidase
II (TPP2), transcript
variant X3, mRNA

A5PK39 229 8.00E-68 Tripeptidyl-
peptidase 2 SPAP8A3.12c 696 0 COG1404 pfam12580 TPPII

Tripeptidyl
peptidase II. This
domain family is
found in bacteria
and eukaryotes, and
is approximately
190 amino acids in
length. The family
is found in
association with
pfam00082.
Tripeptidyl
peptidase II (TPPII)
is a crucial
component of the
proteolytic cascade
acting downstream
of the 26S
proteasome in the
ubiquitin-
proteasome
pathway. It is an
amino peptidase
belonging to the
subtilase family
removing
tripeptides from the
free N terminus of
oligopeptides.

GO:0006508|proteol
ysis;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0004177|amino
peptidase
activity;GO:0004252
|serine-type
endopeptidase
activity;

K01280
TPP2; tripeptidyl-
peptidase II
[EC:3.4.14.10]

ENSG00000134909 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no ARHGAP32 protein_coding chr11:128965060-
129279324:-

gi|218083800|ref|NP
_001136157.1| 10202 0

rho GTPase-
activating protein 32
isoform 1 [Homo
sapiens]

gi|218083799|ref|N
M_001142685.1| 10111 0

Homo sapiens Rho
GTPase activating
protein 32
(ARHGAP32),
transcript variant 1,
mRNA

A7KAX9 1919 0 Rho GTPase-
activating protein 32 . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0051056|regulati
on of small GTPase
mediated signal
transduction;GO:00
07264|small GTPase
mediated signal
transduction;

GO:0015629|actin
cytoskeleton;GO:00
05938|cell
cortex;GO:0030054|
cell
junction;GO:000582
9|cytosol;GO:00431
97|dendritic
spine;GO:0005789|e
ndoplasmic
reticulum
membrane;GO:0010
008|endosome
membrane;GO:0000
139|Golgi
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0005096|GTPas
e activator
activity;GO:0035091
|phosphatidylinosito
l binding;

. .



ENSG00000134910 2 0 0 0 0.597581932 1 1 0 0 0.723327703 0.751034304 NA up no STT3A protein_coding chr11:125591712-
125625215:+

gi|795128063|ref|XP
_011789990.1| 3788 0

PREDICTED:
dolichyl-
diphosphooligosacc
haride--protein
glycosyltransferase
subunit STT3A
isoform X1
[Colobus angolensis
palliatus]

gi|511630713|ref|N
M_152713.4| 4226 0

Homo sapiens
STT3A, subunit of
the
oligosaccharyltransf
erase complex
(catalytic) (STT3A),
transcript variant 2,
mRNA

P46978 206 4.00E-62

Dolichyl-
diphosphooligosacc
haride--protein
glycosyltransferase
subunit STT3A

SPBC1271.02 149 1.00E-40 COG1287 pfam02516 STT3

Oligosaccharyl
transferase STT3
subunit. This family
consists of the
oligosaccharyl
transferase STT3
subunit and related
proteins. The STT3
subunit is part of
the oligosaccharyl
transferase (OTase)
complex of proteins
and is required for
its activity. In
eukaryotes, OTase
transfers a lipid-
linked core-
oligosaccharide to
selected asparagine
residues in the ER.
In the archaea STT3
occurs alone, rather
than in an OTase
complex, and is
required for N-
glycosylation of
asparagines.

GO:0043686|co-
translational protein
modification;GO:00
18279|protein N-
linked glycosylation
via asparagine;

GO:0016021|integral
component of
membrane;GO:0008
250|oligosaccharyltr
ansferase complex;

GO:0004579|dolichy
l-
diphosphooligosacc
haride-protein
glycotransferase
activity;

K07151

STT3; dolichyl-
diphosphooligosacc
haride--protein
glycosyltransferase
[EC:2.4.99.18]

ENSG00000134954 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no ETS1 protein_coding chr11:128458761-
128587558:-

gi|544490869|ref|XP
_005580196.1| 2560 0

PREDICTED:
transforming
protein p68/c-ets-1
isoform X1 [Macaca
fascicularis]

gi|219689117|ref|N
M_001143820.1| 5139 0

Homo sapiens v-ets
avian
erythroblastosis
virus E26 oncogene
homolog 1 (ETS1),
transcript variant 1,
mRNA

P01105 59.7 3.00E-09
p135Gag-Myb-Ets-
transforming
protein (Fragment)

. . . . pfam00178 Ets Ets-domain.
GO:0007275|multice
llular organismal
development;

GO:0001669|acroso
mal vesicle; . K02678

ETS, pnt; c-ets
proto-oncogene
protein

ENSG00000134982 0 1 0 3 4.050037962 23 5 1 7 -2.78876346 0.021498839 0.062242958 down no APC protein_coding chr5:112707498-
112846239:+

gi|68533057|dbj|BA
E06083.1| 12540 0 APC variant protein

[Homo sapiens]
gi|307133686|ref|N
M_000038.5| 10701 0

Homo sapiens
adenomatous
polyposis coli
(APC), transcript
variant 3, mRNA

P25054 196 7.00E-56
Adenomatous
polyposis coli
protein

. . . . pfam05956 APC_basic

APC basic domain.
This region of the
APC family of
proteins is known
as the basic domain.
It contains a high
proportion of
positively charged
amino acids and
interacts with
microtubules.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
09798|axis
specification;GO:00
07409|axonogenesis;
GO:0060070|canoni
cal Wnt signaling
pathway;GO:004433
6|canonical Wnt
signaling pathway
involved in negative
regulation of
apoptotic
process;GO:004433
7|canonical Wnt
signaling pathway
involved in positive
regulation of
apoptotic
process;GO:000705
0|cell cycle
arrest;GO:0001708|c
ell fate
specification;GO:00
16477|cell
migration;GO:00069
74|cellular response
to DNA damage
stimulus;GO:005127
6|chromosome
organization;GO:00
31122|cytoplasmic
microtubule
organization;GO:00

GO:0005912|adhere
ns
junction;GO:003042
4|axon;GO:0044295|
axonal growth
cone;GO:0030877|b
eta-catenin
destruction
complex;GO:000592
3|bicellular tight
junction;GO:001634
2|catenin
complex;GO:004299
5|cell
projection;GO:0031
253|cell projection
membrane;GO:0005
813|centrosome;GO:
0005737|cytoplasm;
GO:0030426|growth
cone;GO:0000776|ki
netochore;GO:0030
027|lamellipodium;
GO:0016328|lateral
plasma
membrane;GO:0005
874|microtubule;GO
:0005634|nucleus;G
O:0005886|plasma
membrane;GO:0032
587|ruffle
membrane;GO:0034
750|Scrib-APC-
beta-catenin
complex;

GO:0008013|beta-
catenin
binding;GO:004529
5|gamma-catenin
binding;GO:000801
7|microtubule
binding;GO:005101
0|microtubule plus-
end
binding;GO:000202
0|protease
binding;GO:001990
1|protein kinase
binding;GO:001988
7|protein kinase
regulator activity;

K02085
APC; adenomatosis
polyposis coli
protein

ENSG00000134986 1 3 3 16 7.603311144 8 12 13 15 -0.664641487 0.315012263 0.442444408 down no NREP protein_coding chr5:111662621-
111997464:-

gi|215599670|ref|NP
_001135947.1| 565 2.00E-67

neuronal
regeneration-related
protein isoform c
[Homo sapiens]

gi|34368223|emb|BX
649051.1| 3528 0

Homo sapiens
mRNA; cDNA
DKFZp779C2250
(from clone
DKFZp779C2250)

Q16612 60.5 3.00E-09
Neuronal
regeneration-related
protein

. . . . pfam11092 Alveol-reg_P311

Neuronal protein
3.1 (p311). P311 has
several PEST-like
motifs and is found
in neuron and
muscle cells. P311
could have some
function in myo-
fibroblast
transformation and
prevention of
fibrosis. It has also
been identified as a
potential regulator
of alveolar
generation.

GO:0031103|axon
regeneration;GO:00
45664|regulation of
neuron
differentiation;GO:0
017015|regulation of
transforming
growth factor beta
receptor signaling
pathway;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. . .

ENSG00000135040 0 0 0 2 0.719116375 1 2 2 0 -0.877150027 0.630636434 NA down no NAA35 protein_coding chr9:85941146-
86022298:+

gi|345786001|ref|XP
_533507.3| 3968 0

PREDICTED: N-
alpha-
acetyltransferase 35,
NatC auxiliary
subunit isoformX1
[Canis lupus
familiaris]

gi|145275203|ref|N
M_024635.3| 2649 0

Homo sapiens
N(alpha)-
acetyltransferase 35,
NatC auxiliary
subunit (NAA35),
mRNA

Q4R708 362 6.00E-119

N-alpha-
acetyltransferase 35,
NatC auxiliary
subunit

. . . . pfam04112 Mak10

Mak10 subunit,
NatC N(alpha)-
terminal
acetyltransferase.
NatC N(alpha)-
terminal
acetyltransferases
contains Mak10p,
Mak31p and Mak3p
subunits. All three
subunits are
associated with each
other to form the
active complex.

GO:0043066|negativ
e regulation of
apoptotic
process;GO:004865
9|smooth muscle
cell proliferation;

GO:0005737|cytopla
sm;GO:0031417|Nat
C complex;

. . .

ENSG00000135090 2 0 0 4 4.910779694 16 10 5 10 -2.275713106 0.010093513 0.036203178 down yes TAOK3 protein_coding chr12:118149801-
118372945:-

gi|148746218|ref|NP
_057365.3| 4400 0

serine/threonine-
protein kinase
TAO3 [Homo
sapiens]

gi|148746217|ref|N
M_016281.3| 4384 0

Homo sapiens TAO
kinase 3 (TAOK3),
mRNA

Q5R4F3 193 2.00E-54
Serine/threonine-
protein kinase
TAO3

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0048791|calciu
m ion-dependent
exocytosis of
neurotransmitter;G
O:0042391|regulatio
n of membrane
potential;GO:200030
0|regulation of
synaptic vesicle
exocytosis;

GO:0005634|nucleu
s;GO:0048786|presy
naptic active zone;

GO:0003677|DNA
binding;GO:004432
5|ion channel
binding;

K04429

TAO; thousand and
one amino acid
protein kinase
[EC:2.7.11.1]

ENSG00000135097 1 1 0 3 3.722472218 10 6 4 11 -2.145243751 0.018661131 0.055662756 down no MSI1 protein_coding chr12:120341330-
120369180:-

gi|4505255|ref|NP_0
02433.1| 1770 0

RNA-binding
protein Musashi
homolog 1 [Homo
sapiens]

gi|386869327|ref|N
M_002442.3| 2975 0

Homo sapiens
musashi RNA-
binding protein 1
(MSI1), mRNA

O43347 682 0
RNA-binding
protein Musashi
homolog 1

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0007399|nervou
s system
development;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005844|po
lysome;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:000826
6|poly(U) RNA
binding;GO:000372
3|RNA binding;

K14411 MSI; RNA-binding
protein Musashi

ENSG00000135119 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no RNFT2 protein_coding chr12:116738178-
116853631:+

gi|158186614|ref|NP
_001103373.1| 1981 0

RING finger and
transmembrane
domain-containing
protein 2 isoform 1
[Homo sapiens]

gi|158186613|ref|N
M_001109903.1| 2896 0

Homo sapiens ring
finger protein,
transmembrane 2
(RNFT2), transcript
variant 1, mRNA

Q5RAG4 342 5.00E-108

RING finger and
transmembrane
domain-containing
protein 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0016021|integral
component of
membrane;

GO:0008270|zinc
ion binding; . .

ENSG00000135127 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no BICDL1 protein_coding chr12:119989869-
120094494:+

gi|119120918|ref|NP
_997194.2| 2298 0

bicaudal D-related
protein 1 [Homo
sapiens]

gi|119120917|ref|N
M_207311.2| 3055 0

Homo sapiens
coiled-coil domain
containing 64
(CCDC64), mRNA

A0JNT9 97.1 1.00E-20 BICD family-like
cargo adapter 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0055107|Golgi
to secretory granule
transport;GO:00311
75|neuron
projection
development;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;

GO:0034452|dynacti
n
binding;GO:001713
7|Rab GTPase
binding;

K16756

CCDC64; coiled-
coil domain-
containing protein
64



ENSG00000135144 0 1 2 2 0.791769428 0 0 0 1 2.542209842 0.146580132 NA up no DTX1 protein_coding chr12:113056709-
113098028:+

gi|41352718|ref|NP_
004407.2| 2720 0

E3 ubiquitin-protein
ligase DTX1 [Homo
sapiens]

gi|41352717|ref|NM
_004416.2| 3288 0

Homo sapiens
deltex 1, E3
ubiquitin ligase
(DTX1), mRNA

Q86Y01 195 6.00E-58 E3 ubiquitin-protein
ligase DTX1 . . . . pfam02825 WWE

WWE domain. The
WWE domain is
named after three of
its conserved
residues and is
predicted to mediate
specific protein-
protein interactions
in ubiquitin and
ADP ribose
conjugation
systems.

GO:0007166|cell
surface receptor
signaling
pathway;GO:001000
1|glial cell
differentiation;GO:0
045665|negative
regulation of
neuron
differentiation;GO:0
045581|negative
regulation of T cell
differentiation;GO:0
007219|Notch
signaling
pathway;GO:001656
7|protein
ubiquitination;GO:0
008593|regulation of
Notch signaling
pathway;GO:000636
6|transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0016874|ligase
activity;GO:0005112
|Notch
binding;GO:000371
3|transcription
coactivator
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000827
0|zinc ion binding;

K06058 DTX; deltex
[EC:2.3.2.27]

ENSG00000135164 0 0 0 0 0.38666962 0 1 0 3 -1.835092614 0.5155152 NA down no DMTF1 protein_coding chr7:87152361-
87196337:+

gi|215599967|ref|NP
_066968.3| 3872 0

cyclin-D-binding
Myb-like
transcription factor
1 isoform a [Homo
sapiens]

gi|34533229|dbj|AK
126664.1| 4424 0

Homo sapiens
cDNA FLJ44708 fis,
clone
BRACE3019071,
highly similar to
Homo sapiens
cyclin D binding
myb-like
transcription factor
1 (DMTF1), mRNA

Q8CE22 308 2.00E-98

Cyclin-D-binding
Myb-like
transcription factor
1

SPBC1198.11c 56.6 3.00E-07 COG5147 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007049|cell
cycle;GO:0006355|r
egulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0003677|DNA
binding; . .

ENSG00000135205 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CCDC146 protein_coding chr7:77122434-
77329533:+

gi|100814339|ref|NP
_065930.2| 4496 0

coiled-coil domain-
containing protein
146 [Homo sapiens]

gi|100814338|ref|N
M_020879.2| 3333 0

Homo sapiens
coiled-coil domain
containing 146
(CCDC146), mRNA

Q8IYE0 236 5.00E-114
Coiled-coil domain-
containing protein
146

. . . . pfam02463 SMC_N

RecF/RecN/SMC N
terminal domain.
This domain is
found at the N
terminus of SMC
proteins. The SMC
(structural
maintenance of
chromosomes)
superfamily
proteins have ATP-
binding domains at
the N- and C-
termini, and two
extended coiled-coil
domains separated
by a hinge in the
middle. The
eukaryotic SMC
proteins form two
kind of
heterodimers: the
SMC1/SMC3 and
the SMC2/SMC4
types. These
heterodimers
constitute an
essential part of
higher order
complexes, which
are involved in
chromatin and DNA
dynamics.   This
family also includes
the RecF and RecN

. GO:0005814|centrio
le; . . .

ENSG00000135250 3 3 5 19 22.72253812 67 45 28 49 -2.212533162 4.07E-05 0.00054021 down yes SRPK2 protein_coding chr7:105110704-
105399308:-

gi|402864484|ref|XP
_003896493.1| 2899 0

PREDICTED: SRSF
protein kinase 2
isoform X11 [Papio
anubis]

gi|506949337|ref|N
M_182691.2| 3700 0

Homo sapiens
SRSF protein
kinase 2 (SRPK2),
transcript variant 2,
mRNA

O54781 243 4.00E-74 SRSF protein
kinase 2 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0001525|angiog
enesis;GO:0030154|
cell
differentiation;GO:0
035556|intracellular
signal
transduction;GO:00
45071|negative
regulation of viral
genome
replication;GO:0035
063|nuclear speck
organization;GO:00
45787|positive
regulation of cell
cycle;GO:0008284|p
ositive regulation of
cell
proliferation;GO:00
10628|positive
regulation of gene
expression;GO:0043
525|positive
regulation of
neuron apoptotic
process;GO:004507
0|positive regulation
of viral genome
replication;GO:0006
468|protein
phosphorylation;GO
:0008380|RNA
splicing;GO:000024
5|spliceosomal
complex assembly;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0071889|14-3-3
protein
binding;GO:000552
4|ATP
binding;GO:000028
7|magnesium ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08831

SRPK2;
serine/threonine-
protein kinase
SRPK2
[EC:2.7.11.1]

ENSG00000135297 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no MTO1 protein_coding chr6:73461578-
73509236:+

gi|183227703|ref|NP
_001116698.1| 3834 0

protein MTO1
homolog,
mitochondrial
isoform c [Homo
sapiens]

gi|15859002|emb|AL
603910.6| 8664 0

Human DNA
sequence from
clone RP11-505P4
on chromosome 6,
complete sequence

Q5RB71 222 6.00E-67
Protein MTO1
homolog,
mitochondrial

YGL236c 534 2.00E-176 COG0445 pfam01134 GIDA Glucose inhibited
division protein A.

GO:0002098|tRNA
wobble uridine
modification;

GO:0005739|mitoch
ondrion;

GO:0050660|flavin
adenine
dinucleotide
binding;GO:001649
1|oxidoreductase
activity;

K03495

gidA, mnmG,
MTO1; tRNA
uridine 5-
carboxymethylamin
omethyl
modification
enzyme

ENSG00000135298 37 28 46 19 30.22007521 19 20 33 19 1.1889883 0.015250033 0.048398641 up yes ADGRB3 protein_coding chr6:68635367-
69389511:+

gi|20521081|dbj|BA
A25476.2| 7854 0 KIAA0550 protein

[Homo sapiens]
gi|635094172|ref|X
M_008013602.1| 5717 0

PREDICTED:
Chlorocebus
sabaeus brain-
specific
angiogenesis
inhibitor 3 (BAI3),
transcript variant
X1, mRNA

O60242 180 4.00E-50
Adhesion G
protein-coupled
receptor B3

. . . . pfam00002 7tm_2

7 transmembrane
receptor (Secretin
family). This family
is known as Family
B, the secretin-
receptor family or
family 2 of the G-
protein-coupled
receptors
(GCPRs).They have
been described in
many animal
species, but not in
plants, fungi or
prokaryotes. Three
distinct sub-families
are recognized.
Subfamily B1
contains classical
hormone receptors,
such as receptors
for secretin and
glucagon, that are
all involved in
cAMP-mediated
signalling pathways.
Subfamily B2
contains receptors
with long
extracellular N-
termini, such as the
leukocyte cell-
surface antigen
CD97; calcium-
independent

GO:0007166|cell
surface receptor
signaling
pathway;GO:000718
6|G-protein coupled
receptor signaling
pathway;GO:000752
0|myoblast
fusion;GO:0016525|
negative regulation
of
angiogenesis;GO:00
16322|neuron
remodeling;GO:005
1965|positive
regulation of
synapse
assembly;GO:00488
14|regulation of
dendrite
morphogenesis;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;GO:0098
794|postsynapse;GO
:0043083|synaptic
cleft;

GO:0004930|G-
protein coupled
receptor
activity;GO:0005096
|GTPase activator
activity;

K04598
BAI3; brain-specific
angiogenesis
inhibitor 3

ENSG00000135316 31 57 39 59 54.20396796 67 81 73 55 -0.048086939 0.851790901 0.904409176 down no SYNCRIP protein_coding chr6:85607785-
85643792:-

gi|37589144|gb|AAH
58807.1| 2526 0

Syncrip protein,
partial [Mus
musculus]

gi|228008395|ref|N
M_001159673.1| 6764 0

Homo sapiens
synaptotagmin
binding,
cytoplasmic RNA
interacting protein
(SYNCRIP),
transcript variant 2,
mRNA

O60506 780 0
Heterogeneous
nuclear
ribonucleoprotein Q

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0071346|cellular
response to
interferon-
gamma;GO:0070934
|CRD-mediated
mRNA
stabilization;GO:000
6397|mRNA
processing;GO:0017
148|negative
regulation of
translation;GO:0001
649|osteoblast
differentiation;GO:0
008380|RNA
splicing;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
70937|CRD-
mediated mRNA
stability
complex;GO:000573
7|cytoplasm;GO:000
5783|endoplasmic
reticulum;GO:00974
52|GAIT
complex;GO:007120
4|histone pre-
mRNA 3'end
processing
complex;GO:003052
9|ribonucleoprotein
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;

GO:0000166|nucleot
ide
binding;GO:000814
3|poly(A)
binding;GO:004482
2|poly(A) RNA
binding;

K13160

SYNCRIP, HNRPQ;
heterogeneous
nuclear
ribonucleoprotein Q

ENSG00000135317 5 3 7 3 3.734548884 1 1 3 3 1.815099894 0.035988631 0.090304821 up no SNX14 protein_coding chr6:85505496-
85594156:-

gi|24797145|ref|NP_
722523.1| 4784 0

sorting nexin-14
isoform a [Homo
sapiens]

gi|21754626|dbj|AK
095380.1| 3603 0

Homo sapiens
cDNA FLJ38061 fis,
clone
CTONG2014966,
highly similar to
SORTING NEXIN
14

Q5R903 359 3.00E-117 Sorting nexin-14 . . . . pfam02194 PXA

PXA domain. This
domain is
associated with PX
domains
pfam00787.

GO:0015031|protein
transport;

GO:0005737|cytopla
sm;GO:0030425|den
drite;

GO:0035091|phosph
atidylinositol
binding;

K17926 SNX14; sorting
nexin-14



ENSG00000135333 0 0 0 1 0.70220177 2 0 1 3 -1.730776223 0.338229677 NA down no EPHA7 protein_coding chr6:93240020-
93419547:-

gi|62088118|dbj|BA
D92506.1| 5322 0

ephrin receptor
EphA7 variant
[Homo sapiens]

gi|205277372|ref|N
M_004440.3| 6588 0

Homo sapiens EPH
receptor A7
(EPHA7), transcript
variant 1, mRNA

Q15375 583 0 Ephrin type-A
receptor 7 YAR019c 107 2.00E-22 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0006915|apopto
tic
process;GO:000742
0|brain
development;GO:00
48755|branching
morphogenesis of a
nerve;GO:0048013|e
phrin receptor
signaling
pathway;GO:005091
9|negative
chemotaxis;GO:004
8671|negative
regulation of
collateral
sprouting;GO:00519
64|negative
regulation of
synapse
assembly;GO:00721
78|nephric duct
morphogenesis;GO:
0016310|phosphoryl
ation;GO:0043525|p
ositive regulation of
neuron apoptotic
process;GO:000193
4|positive regulation
of protein
phosphorylation;GO
:0022407|regulation
of cell-cell
adhesion;GO:00432
81|regulation of

GO:0030425|dendrit
e;GO:0005887|integr
al component of
plasma
membrane;GO:0031
594|neuromuscular
junction;GO:004302
5|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0005524|ATP
binding;GO:000804
6|axon guidance
receptor
activity;GO:0045499
|chemorepellent
activity;GO:0005004
|GPI-linked ephrin
receptor
activity;GO:0004713
|protein tyrosine
kinase activity;

K05108
EPHA7, EHK3,
HEK11; EphA7
[EC:2.7.10.1]

ENSG00000135334 2 1 2 6 2.636352349 2 1 6 2 0.480099359 0.60790892 0.719379608 up no AKIRIN2 protein_coding chr6:87675072-
87702209:-

gi|795157404|ref|XP
_011839845.1| 661 1.00E-79

PREDICTED:
akirin-2 [Mandrillus
leucophaeus]

gi|217416417|ref|N
M_018064.3| 1662 0

Homo sapiens
akirin 2 (AKIRIN2),
mRNA

Q53H80 258 6.00E-81 Akirin-2 . . . . pfam15049 DUF4534

Protein of unknown
function
(DUF4534). This
family of proteins is
functionally
uncharacterized.
This family of
proteins is found in
mammals. Proteins
in this family are
typically between
170 and 190 amino
acids in length. The
protein includes the
human integral
membrane
TMEM217 protein.

GO:0009790|embry
o
development;GO:00
45087|innate
immune
response;GO:00001
22|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00082
84|positive
regulation of cell
proliferation;GO:00
10950|positive
regulation of
endopeptidase
activity;GO:0032755
|positive regulation
of interleukin-6
production;GO:0045
944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00324
96|response to
lipopolysaccharide;
GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;GO:0017053|transc
riptional repressor
complex;

GO:0019899|enzym
e binding; . .

ENSG00000135341 0 0 0 1 0.907245905 5 2 0 1 -2.155110923 0.22230054 NA down no MAP3K7 protein_coding chr6:90513573-
90587045:-

gi|21735562|ref|NP_
663304.1| 2891 0

mitogen-activated
protein kinase
kinase kinase 7
isoform B [Homo
sapiens]

gi|395132443|ref|N
M_145331.2| 4911 0

Homo sapiens
mitogen-activated
protein kinase
kinase kinase 7
(MAP3K7),
transcript variant B,
mRNA

A2VDU3 117 9.00E-26
Mitogen-activated
protein kinase
kinase kinase 7

YAR019c 117 1.00E-25 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine
kinase.

GO:0000187|activati
on of MAPK
activity;GO:0000186
|activation of
MAPKK
activity;GO:0007250
|activation of NF-
kappaB-inducing
kinase
activity;GO:0006915
|apoptotic
process;GO:003809
5|Fc-epsilon
receptor signaling
pathway;GO:004396
6|histone H3
acetylation;GO:0007
249|I-kappaB
kinase/NF-kappaB
signaling;GO:00072
52|I-kappaB
phosphorylation;GO
:0007254|JNK
cascade;GO:000275
5|MyD88-dependent
toll-like receptor
signaling
pathway;GO:007042
3|nucleotide-
binding
oligomerization
domain containing
signaling
pathway;GO:004312
3|positive regulation

GO:0005671|Ada2/
Gcn5/Ada3
transcription
activator
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
10008|endosome
membrane;GO:0005
634|nucleus;GO:000
5886|plasma
membrane;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:000470
9|MAP kinase
kinase kinase
activity;GO:0004672
|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0097110
|scaffold protein
binding;

K04427

MAP3K7, TAK1;
mitogen-activated
protein kinase
kinase kinase 7
[EC:2.7.11.25]

ENSG00000135365 0 2 2 4 7.01932169 26 16 6 12 -2.430902265 0.001862551 0.010706587 down yes PHF21A protein_coding chr11:45929323-
46121178:-

gi|156546894|ref|NP
_001095272.1| 3060 0

PHD finger protein
21A isoform a
[Homo sapiens]

gi|34367395|emb|BX
648236.1| 8909 0

Homo sapiens
mRNA; cDNA
DKFZp686D02108
(from clone
DKFZp686D02108)

Q6ZPK0 60.1 7.00E-10 PHD finger protein
21A . . . . pfam00628 PHD

PHD-finger. PHD
folds into an
interleaved type of
Zn-finger chelating
2 Zn ions in a
similar manner to
that of the RING
and FYVE domains.
Several PHD fingers
have been identified
as binding modules
of methylated
histone H3.

GO:0016569|covale
nt chromatin
modification;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00019
67|suckling
behavior;GO:00063
51|transcription,
DNA-templated;

GO:1990391|DNA
repair
complex;GO:000011
8|histone
deacetylase
complex;GO:000563
4|nucleus;

GO:0003682|chrom
atin
binding;GO:004239
3|histone
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000371
2|transcription
cofactor
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000135387 21 45 17 67 55.75427117 98 91 63 107 -0.804973625 0.016659752 0.05173762 down no CAPRIN1 protein_coding chr11:34051683-
34101156:+

gi|42734503|ref|NP_
976240.1| 2642 0 caprin-1 isoform 2

[Homo sapiens]
gi|61676201|ref|NM
_005898.4| 4105 0

Homo sapiens cell
cycle associated
protein 1
(CAPRIN1),
transcript variant 1,
mRNA

Q14444 225 9.00E-69 Caprin-1 . . . . pfam12287 Caprin-1_C

Cytoplasmic
activation/proliferati
on-associated
protein-1 C term.
This family of
proteins is found in
eukaryotes. Proteins
in this family are
typically between
343 and 708 amino
acids in length. This
family is the C
terminal region of
caprin-1. Caprin-1
is a protein
involved in
regulating cellular
proliferation. In
mutated
phenotypes, the G1
phase of the cell
cycle is greatly
lengthened,
impairing normal
proliferation. The C
terminal region of
caprin-1 contains
RGG motifs which
are characteristic of
RNA binding
domains. It is
possible that caprin-
1 functions through
an RNA binding
mechanism

GO:0017148|negativ
e regulation of
translation;GO:0050
775|positive
regulation of
dendrite
morphogenesis;GO:
0061003|positive
regulation of
dendritic spine
morphogenesis;

GO:0000932|cytopla
smic mRNA
processing
body;GO:0010494|c
ytoplasmic stress
granule;GO:0005829
|cytosol;GO:003042
5|dendrite;

GO:0003723|RNA
binding; K18743 CAPRIN1, GPIAP1;

caprin-1

ENSG00000135390 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no ATP5G2 protein_coding chr12:53632726-
53677408:-

gi|821004871|ref|XP
_012365799.1| 834 2.00E-104

PREDICTED: ATP
synthase F(0)
complex subunit
C2, mitochondrial
isoform X4
[Nomascus
leucogenys]

gi|22761381|dbj|AK
075351.1| 1943 0

Homo sapiens
cDNA PSEC0033
fis, clone
NT2RP1000659,
highly similar to
ATP synthase lipid-
binding
protein,mitochondri
al precursor (EC
3.6.3.14)

P62902 154 4.00E-47 60S ribosomal
protein L31 YLR406c 95.5 9.00E-25 COG2097 pfam01198 Ribosomal_L31e Ribosomal protein

L31e.

GO:0006754|ATP
biosynthetic
process;GO:001599
1|ATP hydrolysis
coupled proton
transport;GO:00159
86|ATP synthesis
coupled proton
transport;GO:00427
76|mitochondrial
ATP synthesis
coupled proton
transport;

GO:0016021|integral
component of
membrane;GO:0005
741|mitochondrial
outer
membrane;GO:0005
753|mitochondrial
proton-transporting
ATP synthase
complex;GO:000027
6|mitochondrial
proton-transporting
ATP synthase
complex, coupling
factor F(o);

GO:0008289|lipid
binding;GO:004693
3|proton-
transporting ATP
synthase activity,
rotational
mechanism;GO:000
5215|transporter
activity;

K02128

ATPeF0C, ATP5G,
ATP9; F-type H+-
transporting ATPase
subunit c

ENSG00000135414 0 0 0 1 0.303661135 0 2 0 0 -0.149877601 0.960961057 NA down no GDF11 protein_coding chr12:55743280-
55757278:+

gi|635065959|ref|XP
_008001764.1| 1913 0

PREDICTED:
growth/differentiati
on factor 11
[Chlorocebus
sabaeus]

gi|14578058|gb|AC0
73487.34| 7778 0

Homo sapiens 12
BAC RP11-762I7
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

O95390 716 0 Growth/differentiati
on factor 11 . . . . pfam00688 TGFb_propeptide

TGF-beta
propeptide. This
propeptide is
known as latency
associated peptide
(LAP) in TGF-beta.
LAP is a
homodimer which
is disulfide linked to
TGF-beta binding
protein.

GO:0048593|camera
-type eye
morphogenesis;GO:
0048468|cell
development;GO:00
48469|cell
maturation;GO:0040
007|growth;GO:000
7498|mesoderm
development;GO:00
01656|metanephros
development;GO:00
45596|negative
regulation of cell
differentiation;GO:0
008285|negative
regulation of cell
proliferation;GO:00
07399|nervous
system
development;GO:00
60021|palate
development;GO:00
31016|pancreas
development;GO:00
10862|positive
regulation of
pathway-restricted
SMAD protein
phosphorylation;GO
:0042981|regulation
of apoptotic
process;GO:004340
8|regulation of
MAPK

GO:0005615|extrace
llular
space;GO:0043231|i
ntracellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;GO:
0043234|protein
complex;

GO:0005125|cytokin
e
activity;GO:0005160
|transforming
growth factor beta
receptor binding;

K05497
GDF8_11; growth
differentiation
factor 8/11



ENSG00000135472 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no FAIM2 protein_coding chr12:49866896-
49904217:-

gi|4589544|dbj|BAA
76794.1| 1622 0 KIAA0950 protein

[Homo sapiens]
gi|328802674|ref|N
M_012306.3| 4654 0

Homo sapiens Fas
apoptotic inhibitory
molecule 2
(FAIM2), mRNA

Q9BWQ8 278 3.00E-92 Protein lifeguard 2 SPCC576.04 73.9 3.00E-13 COG0670 pfam01027 Bax1-I

Inhibitor of
apoptosis-
promoting Bax1.
Programmed cell-
death involves a set
of Bcl-2 family
proteins, some of
which inhibit
apoptosis (Bcl-2
and Bcl-XL) and
some of which
promote it (Bax and
Bak). Human Bax
inhibitor, BI-1, is an
evolutionarily
conserved integral
membrane protein
containing multiple
membrane-spanning
segments
predominantly
localized to
intracellular
membranes. It has
6-7 membrane-
spanning domains.
The C termini of the
mammalian BI-1
proteins are
comprised of basic
amino acids
resembling some
nuclear targeting
sequences, but
otherwise the

GO:0006915|apopto
tic
process;GO:002168
1|cerebellar granular
layer
development;GO:00
21702|cerebellar
Purkinje cell
differentiation;GO:0
021680|cerebellar
Purkinje cell layer
development;GO:00
21549|cerebellum
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:200123
4|negative
regulation of
apoptotic signaling
pathway;GO:004352
4|negative
regulation of
neuron apoptotic
process;GO:004352
3|regulation of
neuron apoptotic
process;GO:000293
1|response to
ischemia;

GO:0030054|cell
junction;GO:001602
1|integral
component of
membrane;GO:0045
121|membrane
raft;GO:0045211|po
stsynaptic
membrane;

. . .

ENSG00000135480 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no KRT7 protein_coding chr12:52232520-
52252186:+

gi|67782365|ref|NP_
005547.3| 2011 0

keratin, type II
cytoskeletal 7
[Homo sapiens]

gi|67782364|ref|NM
_005556.3| 1698 0

Homo sapiens
keratin 7, type II
(KRT7), mRNA

P08729 206 2.00E-62 Keratin, type II
cytoskeletal 7 . . . . pfam00038 Filament Intermediate

filament protein.
GO:0016032|viral
process;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00058
82|intermediate
filament;GO:004509
5|keratin
filament;GO:000563
4|nucleus;

GO:0005198|structu
ral molecule
activity;

K07605 KRT2; type II
keratin, basic

ENSG00000135486 7 23 6 22 14.60939125 12 23 19 15 0.207895175 0.650000425 0.753219555 up no HNRNPA1 protein_coding chr12:54280193-
54287088:+

gi|694988245|ref|XP
_009438577.1| 1137 9.00E-151

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
A1-like [Pan
troglodytes]

gi|557878752|ref|NG
_033830.1| 2541 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein
A1 (HNRNPA1),
RefSeqGene on
chromosome 12

A5A6H4 229 3.00E-73

Heterogeneous
nuclear
ribonucleoprotein
A1

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;GO:0051
028|mRNA
transport;GO:00083
80|RNA splicing;

GO:0005737|cytopla
sm;GO:0005681|spli
ceosomal complex;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K12741

HNRNPA1_3;
heterogeneous
nuclear
ribonucleoprotein
A1/A3

ENSG00000135597 0 2 0 3 2.644713283 3 10 2 6 -1.645220371 0.12065065 0.214820029 down no REPS1 protein_coding chr6:138903493-
138988261:-

gi|557636683|ref|NP
_001273540.1| 3684 0

ralBP1-associated
Eps domain-
containing protein 1
isoform c [Homo
sapiens]

gi|62087865|dbj|AB
209143.1| 6048 0

Homo sapiens
mRNA for RalBP1
associated Eps
domain containing
protein 1 variant
protein

O54916 108 8.00E-27
RalBP1-associated
Eps domain-
containing protein 1

. . . . pfam12763 EF-hand_4

Cytoskeletal-
regulatory complex
EF hand. This is an
efhand family from
the N-terminal of
actin cytoskeleton-
regulatory complex
END3 and similar
proteins from fungi
and closely related
species.

.
GO:0005905|coated
pit;GO:0005886|plas
ma membrane;

GO:0005509|calciu
m ion
binding;GO:001712
4|SH3 domain
binding;

. .

ENSG00000135622 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no SEMA4F protein_coding chr2:74654228-
74683853:+

gi|19923279|ref|NP_
004254.2| 3665 0

semaphorin-4F
isoform 1 precursor
[Homo sapiens]

gi|410651494|ref|N
M_001271662.1| 6007 0

Homo sapiens sema
domain,
immunoglobulin
domain (Ig),
transmembrane
domain (TM) and
short cytoplasmic
domain,
(semaphorin) 4F
(SEMA4F),
transcript variant 3,
mRNA

O95754 210 8.00E-56 Semaphorin-4F . . . . pfam01403 Sema

Sema domain. The
Sema domain
occurs in
semaphorins, which
are a large family of
secreted and
transmembrane
proteins, some of
which function as
repellent signals
during axon
guidance. Sema
domains also occur
in the hepatocyte
growth factor
receptor and human
plexin A-3.

GO:0007411|axon
guidance;GO:00072
67|cell-cell
signaling;GO:00509
19|negative
chemotaxis;GO:004
8843|negative
regulation of axon
extension involved
in axon
guidance;GO:00073
99|nervous system
development;GO:00
01755|neural crest
cell
migration;GO:00303
35|positive
regulation of cell
migration;GO:00312
90|retinal ganglion
cell axon
guidance;GO:00715
26|semaphorin-
plexin signaling
pathway;

GO:0005783|endopl
asmic
reticulum;GO:00056
15|extracellular
space;GO:0005887|i
ntegral component
of plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0045499|chemo
repellent
activity;GO:0030215
|semaphorin
receptor binding;

K06521 SEMA4;
semaphorin 4

ENSG00000135624 0 1 0 1 0.233985163 0 0 0 0 1.924005743 0.550387422 NA up no CCT7 protein_coding chr2:73233420-
73253021:+

gi|635079932|ref|XP
_007968417.1| 3034 0

PREDICTED: T-
complex protein 1
subunit eta isoform
X1 [Chlorocebus
sabaeus]

gi|261399876|ref|N
M_001166285.1| 2031 0

Homo sapiens
chaperonin
containing TCP1,
subunit 7 (eta)
(CCT7), transcript
variant 4, mRNA

Q2NKZ1 246 4.00E-77 T-complex protein 1
subunit eta SPBC25H2.12c 166 3.00E-47 COG0459 pfam00118 Cpn60_TCP1

TCP-1/cpn60
chaperonin family.
This family includes
members from the
HSP60 chaperone
family and the TCP-
1 (T-complex
protein) family.

GO:0006457|protein
folding;

GO:0005832|chaper
onin-containing T-
complex;

GO:0005524|ATP
binding; K09499 CCT7; T-complex

protein 1 subunit eta

ENSG00000135655 4 7 9 4 4.7067906 1 3 4 2 1.856671588 0.015403146 0.048795367 up yes USP15 protein_coding chr12:62260338-
62417431:+

gi|355330276|ref|NP
_001239007.1| 5003 0

ubiquitin carboxyl-
terminal hydrolase
15 isoform 1 [Homo
sapiens]

gi|15042761|gb|AC0
79035.46| 12198 0

Homo sapiens 12
BAC RP11-863H1
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q2HJE4 92 9.00E-56
Ubiquitin carboxyl-
terminal hydrolase
15

SPCC1494.05c 289 7.00E-79 COG5560 pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0030509|BMP
signaling
pathway;GO:003561
6|histone H2B
conserved C-
terminal lysine
deubiquitination;GO
:0035520|monoubiq
uitinated protein
deubiquitination;GO
:0060389|pathway-
restricted SMAD
protein
phosphorylation;GO
:0016579|protein
deubiquitination;GO
:0007179|transformi
ng growth factor
beta receptor
signaling
pathway;GO:000651
1|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0004197|cystein
e-type
endopeptidase
activity;GO:0004843
|ubiquitin-specific
protease activity;

K11835

USP4_11_15,
UBP12; ubiquitin
carboxyl-terminal
hydrolase 4/11/15
[EC:3.4.19.12]

ENSG00000135709 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no KIAA0513 protein_coding chr16:85027751-
85094230:+

gi|40788279|dbj|BA
A25439.2| 2031 0 KIAA0513 protein

[Homo sapiens]
gi|557440742|ref|N
M_001286565.1| 7772 0

Homo sapiens
KIAA0513
(KIAA0513),
transcript variant 1,
mRNA

O60268 551 0 Uncharacterized
protein KIAA0513 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0005737|cytopla
sm; . . .

ENSG00000135720 0 0 0 0 0.402423354 2 0 1 1 -1.883419243 0.410365672 NA down no DYNC1LI2 protein_coding chr16:66720893-
66751798:-

gi|148679269|gb|ED
L11216.1| 2484 0

dynein, cytoplasmic
1 light intermediate
chain 2, isoform
CRA_a, partial
[Mus musculus]

gi|38505264|ref|NM
_006141.2| 4336 0

Homo sapiens
dynein, cytoplasmic
1, light intermediate
chain 2
(DYNC1LI2),
transcript variant 1,
mRNA

O43237 283 5.00E-92
Cytoplasmic dynein
1 light intermediate
chain 2

. . . . pfam05783 DLIC

Dynein light
intermediate chain
(DLIC). This family
consists of several
eukaryotic dynein
light intermediate
chain proteins. The
light intermediate
chains (LICs) of
cytoplasmic dynein
consist of multiple
isoforms, which
undergo post-
translational
modification to
produce a large
number of species.
DLIC1 is known to
be involved in
assembly,
organisation, and
function of
centrosomes and
mitotic spindles
when bound to
pericentrin. DLIC2
is a subunit of
cytoplasmic dynein
2 that may play a
role in maintaining
Golgi organisation
by binding
cytoplasmic dynein
2 to its Golgi-
associated cargo

GO:0007018|microt
ubule-based
movement;GO:0006
810|transport;

GO:0005737|cytopla
sm;GO:0005868|cyt
oplasmic dynein
complex;GO:000587
4|microtubule;

GO:0005524|ATP
binding;GO:000377
7|microtubule motor
activity;

K10416

DYNC1LI, DNCLI;
dynein light
intermediate chain
1, cytosolic



ENSG00000135740 0 0 0 0 0.493832545 0 3 1 1 -2.184350374 0.318451774 NA down no SLC9A5 protein_coding chr16:67237683-
67272190:+

gi|4759144|ref|NP_0
04585.1| 3899 0

sodium/hydrogen
exchanger 5
precursor [Homo
sapiens]

gi|62087985|dbj|AB
209203.1| 4617 0

Homo sapiens
mRNA for solute
carrier family 9
(sodium/hydrogen
exchanger), isoform
5 variant protein

Q14940 223 9.00E-66 Sodium/hydrogen
exchanger 5 SPAC15A10.06 94 1.00E-18 COG0025 pfam00999 Na_H_Exchanger

Sodium/hydrogen
exchanger family.
Na/H antiporters are
key transporters in
maintaining the pH
of actively
metabolizing cells.
The molecular
mechanisms of
antiport are unclear.
These antiporters
contain 10-12
transmembrane
regions (M) at the
amino-terminus and
a large cytoplasmic
region at the
carboxyl terminus.
The transmembrane
regions M3-M12
share identity with
other members of
the family. The M6
and M7 regions are
highly conserved.
Thus, this is thought
to be the region that
is involved in the
transport of sodium
and hydrogen ions.
The cytoplasmic
region has little
similarity
throughout the
family

GO:0006811|ion
transport;GO:00718
05|potassium ion
transmembrane
transport;GO:00514
53|regulation of
intracellular
pH;GO:0098719|sod
ium ion import
across plasma
membrane;GO:0006
810|transport;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0015386|potassi
um:proton
antiporter
activity;GO:0015385
|sodium:proton
antiporter activity;

K14723

SLC9A5, NHE5;
solute carrier family
9 (sodium/hydrogen
exchanger), member
5

ENSG00000135823 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no STX6 protein_coding chr1:180972712-
181023121:-

gi|5032131|ref|NP_0
05810.1| 1127 1.00E-138 syntaxin-6 isoform

1 [Homo sapiens]
gi|555290126|ref|N
M_005819.5| 4851 0

Homo sapiens
syntaxin 6 (STX6),
transcript variant 1,
mRNA

Q5R6Q2 233 5.00E-67 Syntaxin-6 . . . . pfam09177 Syntaxin-6_N

Syntaxin 6, N-
terminal. Members
of this family,
which are found in
the amino terminus
of various SNARE
proteins, adopt a
structure consisting
of an antiparallel
three-helix bundle.
Their exact function
has not been
determined, though
it is known that they
regulate the SNARE
motif, as well as
mediate various
protein-protein
interactions
involved in
membrane-
transport.

GO:0048193|Golgi
vesicle
transport;GO:00068
86|intracellular
protein
transport;GO:00610
25|membrane
fusion;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

. K08498 STX6; syntaxin 6

ENSG00000135829 0 0 1 0 0.275217381 0 1 0 0 0.569016292 0.853467329 NA up no DHX9 protein_coding chr1:182839369-
182887751:+

gi|297662534|ref|XP
_002809755.1| 6010 0

PREDICTED: ATP-
dependent RNA
helicase A isoform
X1 [Pongo abelii]

gi|289063428|ref|N
M_001357.4| 4237 0

Homo sapiens
DEAH (Asp-Glu-
Ala-His) box
helicase 9 (DHX9),
transcript variant 1,
mRNA

Q08211 169 3.00E-47 ATP-dependent
RNA helicase A SPBC15C4.05 346 2.00E-97 COG1643 pfam04408 HA2

Helicase associated
domain (HA2). This
presumed domain is
about 90 amino acid
residues in length. It
is found is a diverse
set of RNA
helicases. Its
function is
unknown, however
it seems likely to be
involved in nucleic
acid binding.

GO:0070934|CRD-
mediated mRNA
stabilization;GO:000
0398|mRNA
splicing, via
spliceosome;GO:00
01649|osteoblast
differentiation;GO:0
032481|positive
regulation of type I
interferon
production;GO:1903
608|protein
localization to
cytoplasmic stress
granule;GO:0048511
|rhythmic
process;GO:000639
6|RNA processing;

GO:0005813|centros
ome;GO:0070937|C
RD-mediated
mRNA stability
complex;GO:000573
7|cytoplasm;GO:003
6464|cytoplasmic
ribonucleoprotein
granule;GO:0005829
|cytosol;GO:003052
9|ribonucleoprotein
complex;GO:001602
0|membrane;GO:00
97165|nuclear stress
granule;GO:0005730
|nucleolus;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0005524|ATP
binding;GO:000400
3|ATP-dependent
DNA helicase
activity;GO:0004004
|ATP-dependent
RNA helicase
activity;GO:0003677
|DNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
4|RNA helicase
activity;GO:0001085
|RNA polymerase II
transcription factor
binding;

K13184

DHX9; ATP-
dependent RNA
helicase A
[EC:3.6.4.13]

ENSG00000135837 2 6 5 7 4.687207903 3 7 5 4 0.583031849 0.37229024 0.503738002 up no CEP350 protein_coding chr1:179954738-
180114880:+

gi|171184451|ref|NP
_055625.4| 14436 0

centrosome-
associated protein
350 [Homo sapiens]

gi|171184450|ref|N
M_014810.4| 13456 0

Homo sapiens
centrosomal protein
350kDa (CEP350),
mRNA

Q5VT06 176 2.00E-49
Centrosome-
associated protein
350

ECU06g0410 67.4 1.00E-10 COG5244 pfam01302 CAP_GLY

CAP-Gly domain.
Cytoskeleton-
associated proteins
(CAPs) are
involved in the
organisation of
microtubules and
transportation of
vesicles and
organelles along the
cytoskeletal
network. A
conserved motif,
CAP-Gly, has been
identified in a
number of CAPs,
including CLIP-170
and dynactins. The
crystal structure of
Caenorhabditis
elegans F53F4.3
protein CAP-Gly
domain was
recently solved. The
domain contains
three beta-strands.
The most conserved
sequence, GKNDG,
is located in two
consecutive sharp
turns on the surface,
forming the
entrance to a
groove.

GO:0034453|microt
ubule anchoring;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:001602
0|membrane;GO:00
05654|nucleoplasm;
GO:0005819|spindle
;

. K16768
CEP350;
centrosomal protein
CEP350

ENSG00000135870 0 0 0 3 1.632934819 7 1 3 2 -1.76092788 0.211473953 0.33014279 down no RC3H1 protein_coding chr1:173931214-
174022297:-

gi|73695473|ref|NP_
742068.1| 5395 0 roquin-1 isoform b

[Homo sapiens]
gi|544398502|ref|X
M_005540040.1| 9782 0

PREDICTED:
Macaca fascicularis
ring finger and
CCCH-type
domains 1
(RC3H1), transcript
variant X3, mRNA

Q5TC82 2091 0 Roquin-1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0061158|3 -
UTR-mediated
mRNA
destabilization;GO:0
001782|B cell
homeostasis;GO:007
1347|cellular
response to
interleukin-
1;GO:0033962|cytop
lasmic mRNA
processing body
assembly;GO:00485
35|lymph node
development;GO:00
46007|negative
regulation of
activated T cell
proliferation;GO:00
30889|negative
regulation of B cell
proliferation;GO:00
02635|negative
regulation of
germinal center
formation;GO:0045
623|negative
regulation of T-
helper cell
differentiation;GO:0
000956|nuclear-
transcribed mRNA
catabolic
process;GO:000028
8|nuclear

GO:0000932|cytopla
smic mRNA
processing
body;GO:0010494|c
ytoplasmic stress
granule;

GO:0003730|mRNA
3'-UTR
binding;GO:004482
2|poly(A) RNA
binding;GO:003561
3|RNA stem-loop
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0008270
|zinc ion binding;

K15690

RC3H; RING finger
and CCCH-type zinc
finger domain-
containing protein

ENSG00000135930 34 39 18 34 24.43236823 17 10 15 17 1.642640229 2.99E-05 0.000420317 up yes EIF4E2 protein_coding chr2:232550052-
232583644:+

gi|4757702|ref|NP_0
04837.1| 1328 1.00E-179

eukaryotic
translation initiation
factor 4E type 2
isoform A [Homo
sapiens]

gi|545308986|ref|N
M_001282958.1| 3525 0

Homo sapiens
eukaryotic
translation initiation
factor 4E family
member 2 (EIF4E2),
transcript variant 2,
mRNA

O60573 467 5.00E-165
Eukaryotic
translation initiation
factor 4E type 2

SPAC16E8.15 101 3.00E-23 COG5053 pfam01652 IF4E Eukaryotic initiation
factor 4E.

GO:0001701|in
utero embryonic
development;GO:00
17148|negative
regulation of
translation;

GO:0005737|cytopla
sm;GO:0005845|mR
NA cap binding
complex;

GO:0044822|poly(A
) RNA
binding;GO:000374
3|translation
initiation factor
activity;GO:0031625
|ubiquitin protein
ligase binding;

K03259 EIF4E; translation
initiation factor 4E

ENSG00000135932 1 3 0 4 5.961266863 13 13 7 17 -2.164730194 0.003287694 0.016003477 down yes CAB39 protein_coding chr2:230712845-
230821075:+

gi|537238017|gb|ER
E86232.1| 1820 0

calcium-binding
protein 39
[Cricetulus griseus]

gi|195927018|ref|N
M_016289.3| 3826 0

Homo sapiens
calcium binding
protein 39 (CAB39),
transcript variant 1,
mRNA

Q06138 145 1.00E-40 Calcium-binding
protein 39 . . . . pfam08569 Mo25

Mo25-like. Mo25-
like proteins are
involved in both
polarised growth
and cytokinesis. In
fission yeast Mo25
is localized
alternately to the
spindle pole body
and to the site cell
division in a cell
cycle dependent
manner.

GO:0032147|activati
on of protein kinase
activity;GO:0035556
|intracellular signal
transduction;GO:00
18105|peptidyl-
serine
phosphorylation;GO
:0010800|positive
regulation of
peptidyl-threonine
phosphorylation;GO
:0071902|positive
regulation of
protein
serine/threonine
kinase
activity;GO:0051291
|protein
heterooligomerizatio
n;GO:0023014|signa
l transduction by
protein
phosphorylation;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00432
34|protein complex;

GO:0005509|calciu
m ion
binding;GO:001990
0|kinase
binding;GO:003029
5|protein kinase
activator
activity;GO:0043539
|protein
serine/threonine
kinase activator
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K08272
CAB39, MO25;
calcium binding
protein 39



ENSG00000135940 0 0 0 0 0.206560414 0 0 2 0 -0.901932469 0.798356839 NA down no COX5B protein_coding chr2:97646040-
97648383:+

gi|119622335|gb|EA
X01930.1| 678 9.00E-87

cytochrome c
oxidase subunit Vb
[Homo sapiens]

gi|289579690|gb|AC
239833.2| 701 0

Homo sapiens
FOSMID clone
COR2A-
DD0002K8CNU_B1
5 from chromosome
2, complete
sequence

P10606 236 1.00E-77
Cytochrome c
oxidase subunit 5B,
mitochondrial

. . . . pfam01215 COX5B Cytochrome c
oxidase subunit Vb.

GO:0007050|cell
cycle
arrest;GO:0071476|c
ellular hypotonic
response;GO:00355
56|intracellular
signal
transduction;GO:19
01380|negative
regulation of
potassium ion
transmembrane
transport;GO:19010
17|negative
regulation of
potassium ion
transmembrane
transporter
activity;GO:2000687
|negative regulation
of rubidium ion
transmembrane
transporter
activity;GO:2000681
|negative regulation
of rubidium ion
transport;GO:00181
05|peptidyl-serine
phosphorylation;GO
:0010800|positive
regulation of
peptidyl-threonine
phosphorylation;GO
:0071902|positive
regulation of

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:19025
54|serine/threonine
protein kinase
complex;

GO:0019900|kinase
binding;GO:003029
5|protein kinase
activator
activity;GO:0043539
|protein
serine/threonine
kinase activator
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K02265
COX5B;
cytochrome c
oxidase subunit 5b

ENSG00000135945 0 0 0 0 0.398924544 0 0 2 2 -1.873526472 0.497335033 NA down no REV1 protein_coding chr2:99400475-
99490035:-

gi|7706681|ref|NP_0
57400.1| 6305 0

DNA repair protein
REV1 isoform 1
[Homo sapiens]

gi|84043968|ref|NM
_016316.2| 4734 0

Homo sapiens
REV1, polymerase
(DNA directed)
(REV1), transcript
variant 1, mRNA

Q5R4N7 132 2.00E-34 DNA repair protein
REV1 PM0467 165 1.00E-42 COG0389 pfam00817 IMS

impB/mucB/samB
family. These
proteins are
involved in UV
protection.

GO:0042276|error-
prone translesion
synthesis;

GO:0005634|nucleu
s;

GO:0003684|damag
ed DNA
binding;GO:004687
2|metal ion
binding;GO:001677
9|nucleotidyltransfer
ase activity;

K03515
REV1; DNA repair
protein REV1
[EC:2.7.7.-]

ENSG00000135966 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no TGFBRAP1 protein_coding chr2:105264391-
105330034:-

gi|21359865|ref|NP_
004248.2| 4622 0

transforming
growth factor-beta
receptor-associated
protein 1 [Homo
sapiens]

gi|567316083|ref|N
M_004257.5| 5659 0

Homo sapiens
transforming
growth factor, beta
receptor associated
protein 1
(TGFBRAP1),
transcript variant 1,
mRNA

Q8WUH2 1785 0

Transforming
growth factor-beta
receptor-associated
protein 1

. . . . pfam10367 Vps39_2

Vacuolar sorting
protein 39 domain
2. This domain is
found on the
vacuolar sorting
protein Vps39
which is a
component of the
C-Vps complex.
Vps39 is thought to
be required for the
fusion of
endosomes and
other types of
transport
intermediates with
the vacuole. In
Saccharomyces
cerevisiae, Vps39
has been shown to
stimulate nucleotide
exchange. This
domain is involved
in localisation and
in mediating the
interactions of
Vps39 with Vps11.

GO:0034058|endoso
mal vesicle
fusion;GO:0008333|
endosome to
lysosome
transport;GO:00068
86|intracellular
protein
transport;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00071
65|signal
transduction;GO:00
07179|transforming
growth factor beta
receptor signaling
pathway;

GO:0033263|CORV
ET
complex;GO:000576
9|early
endosome;GO:0016
020|membrane;

GO:0046332|SMAD
binding;GO:000516
0|transforming
growth factor beta
receptor binding;

. .

ENSG00000135999 52 46 41 50 60.79621916 75 82 93 70 -0.171962877 0.562529367 0.677537205 down no EPC2 protein_coding chr2:148644440-
148787568:+

gi|194272186|ref|NP
_056445.3| 3583 0

enhancer of
polycomb homolog
2 [Homo sapiens]

gi|194272185|ref|N
M_015630.3| 3641 0

Homo sapiens
enhancer of
polycomb homolog
2 (Drosophila)
(EPC2), mRNA

Q52LR7 221 2.00E-61
Enhancer of
polycomb homolog
2

. . . . pfam06752 E_Pc_C

Enhancer of
Polycomb C-
terminus. This
family represents
the C-terminus of
eukaryotic enhancer
of polycomb
proteins, which
have roles in
heterochromatin
formation. This
family contains
several conserved
motifs.

GO:0006281|DNA
repair;GO:0016573|
histone
acetylation;GO:0006
357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0032777|Piccolo
NuA4 histone
acetyltransferase
complex;

. K11322
EPC; enhancer of
polycomb-like
protein

ENSG00000136003 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no ISCU protein_coding chr12:108562582-
108569384:+

gi|817307993|ref|XP
_012324567.1| 782 2.00E-100

PREDICTED: iron-
sulfur cluster
assembly enzyme
ISCU,
mitochondrial
isoform X1 [Aotus
nancymaae]

gi|10434350|dbj|AK
022758.1| 3682 0

Homo sapiens
cDNA FLJ12696 fis,
clone
NT2RP1000513,
highly similar to
Human NifU-like
protein (hNifU)
mRNA

Q9D7P6 212 4.00E-61

Iron-sulfur cluster
assembly enzyme
ISCU,
mitochondrial

RC0729 181 3.00E-51 COG0822 pfam01592 NifU_N

NifU-like N
terminal domain.
This domain is
found in NifU in
combination with
pfam01106. This
domain is found on
isolated in several
bacterial species.
The nif genes are
responsible for
nitrogen fixation.
However this
domain is found in
bacteria that do not
fix nitrogen, so it
may have a broader
significance in the
cell than nitrogen
fixation. These
proteins appear to
be scaffold proteins
for iron-sulfur
clusters.

GO:0044571|[2Fe-
2S] cluster
assembly;GO:00068
79|cellular iron ion
homeostasis;GO:009
7428|protein
maturation by iron-
sulfur cluster
transfer;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005759|mi
tochondrial
matrix;GO:0005739|
mitochondrion;

GO:0051537|2 iron,
2 sulfur cluster
binding;GO:005153
9|4 iron, 4 sulfur
cluster
binding;GO:000819
8|ferrous iron
binding;GO:003645
5|iron-sulfur
transferase
activity;GO:0032947
|protein complex
scaffold;

. .

ENSG00000136026 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no CKAP4 protein_coding chr12:106237877-
106304279:-

gi|19263767|gb|AAH
25341.1| 2181 0

Similar to
cytoskeleton-
associated protein 4,
partial [Homo
sapiens]

gi|219842270|ref|N
M_006825.3| 3036 0

Homo sapiens
cytoskeleton-
associated protein 4
(CKAP4), mRNA

Q07065 299 2.00E-95 Cytoskeleton-
associated protein 4 . . . . pfam01576 Myosin_tail_1

Myosin tail. The
myosin molecule is
a multi-subunit
complex made up
of two heavy chains
and four light
chains it is a
fundamental
contractile protein
found in all
eukaryote cell types.
This family consists
of the coiled-coil
myosin heavy chain
tail region. The
coiled-coil is
composed of the tail
from two molecules
of myosin. These
can then assemble
into the
macromolecular
thick filament. The
coiled-coil region
provides the
structural backbone
the thick filament.

GO:0044267|cellular
protein metabolic
process;

GO:0005856|cytosk
eleton;GO:0005783|
endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00310
12|extracellular
matrix;GO:0016021|
integral component
of
membrane;GO:0042
599|lamellar
body;GO:0005811|li
pid
particle;GO:0016020
|membrane;GO:004
8471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0044822|poly(A
) RNA binding; K13999

CKAP4, CLIMP63;
cytoskeleton-
associated protein 4

ENSG00000136040 2 1 0 0 0.724152809 1 1 0 0 1.283874052 0.504529595 NA up no PLXNC1 protein_coding chr12:94148723-
94307675:+

gi|5032223|ref|NP_0
05752.1| 8036 0 plexin-C1 precursor

[Homo sapiens]
gi|317008579|ref|N
M_005761.2| 7343 0

Homo sapiens
plexin C1
(PLXNC1),
transcript variant 1,
mRNA

O60486 172 9.00E-47 Plexin-C1 . . . . pfam08337 Plexin_cytopl

Plexin cytoplasmic
RasGAP domain.
This family features
the C-terminal
regions of various
plexins. Plexins are
receptors for
semaphorins, and
plexin signalling is
important in path
finding and
patterning of both
neurons and
developing blood
vessels. The
cytoplasmic region,
which has been
called a SEX
domain in some
members of this
family, is involved
in downstream
signalling pathways,
by interaction with
proteins such as
Rac1, RhoD, Rnd1
and other plexins.
This domain acts as
a RasGAP domain.

GO:0021785|branch
iomotor neuron
axon
guidance;GO:00071
55|cell
adhesion;GO:00488
41|regulation of
axon extension
involved in axon
guidance;GO:00303
34|regulation of cell
migration;GO:19022
87|semaphorin-
plexin signaling
pathway involved in
axon guidance;

GO:0005887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;GO:0002
116|semaphorin
receptor complex;

GO:0005102|recepto
r
binding;GO:001715
4|semaphorin
receptor activity;

K06572 PLXNC; plexin C

ENSG00000136099 0 2 1 1 0.830078911 0 2 0 1 0.912621915 0.56946219 NA up no PCDH8 protein_coding chr13:52842889-
52848641:-

gi|6631102|ref|NP_0
02581.2| 4472 0

protocadherin-8
isoform 1 precursor
[Homo sapiens]

gi|324713037|ref|N
M_002590.3| 4003 0

Homo sapiens
protocadherin 8
(PCDH8), transcript
variant 1, mRNA

O95206 1727 0 Protocadherin-8 . . . . pfam00028 Cadherin Cadherin domain.

GO:0007267|cell-
cell
signaling;GO:00072
68|synaptic
transmission;GO:00
07156|homophilic
cell adhesion via
plasma membrane
adhesion
molecules;GO:0016
331|morphogenesis
of embryonic
epithelium;GO:0001
756|somitogenesis;

GO:0030054|cell
junction;GO:003042
5|dendrite;GO:0005
887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0045
211|postsynaptic
membrane;GO:0042
734|presynaptic
membrane;

GO:0005509|calciu
m ion binding; K16499

PCDHD2;
protocadherin delta
2



ENSG00000136152 0 1 0 1 0.533512219 0 2 1 0 -0.086376323 0.965187424 NA down no COG3 protein_coding chr13:45464898-
45536630:+

gi|85701302|sp|Q96J
B2.3|COG3_HUMA
N

4296 0

RecName:
Full=Conserved
oligomeric Golgi
complex subunit 3;
Short=COG
complex subunit 3;
AltName:
Full=Component of
oligomeric Golgi
complex 3;
AltName:
Full=Vesicle-
docking protein
SEC34 homolog;
AltName: Full=p94

gi|325197105|ref|N
M_031431.3| 4489 0

Homo sapiens
component of
oligomeric golgi
complex 3 (COG3),
mRNA

Q96JB2 74.7 3.00E-14
Conserved
oligomeric Golgi
complex subunit 3

. . . . pfam04136 Sec34

Sec34-like family.
Sec34 and Sec35
form a sub-
complex, in a seven
protein complex
that includes Dor1
(pfam04124). This
complex is thought
to be important for
tether vesicles to the
Golgi.

GO:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00070
30|Golgi
organization;GO:00
06891|intra-Golgi
vesicle-mediated
transport;GO:00068
86|intracellular
protein
transport;GO:00064
86|protein
glycosylation;GO:00
33365|protein
localization to
organelle;GO:00508
21|protein
stabilization;GO:000
0301|retrograde
transport, vesicle
recycling within
Golgi;GO:0006890|r
etrograde vesicle-
mediated transport,
Golgi to ER;

GO:0005801|cis-
Golgi
network;GO:000573
7|cytoplasm;GO:000
5794|Golgi
apparatus;GO:00325
80|Golgi cisterna
membrane;GO:0000
139|Golgi
membrane;GO:0017
119|Golgi transport
complex;GO:000565
4|nucleoplasm;GO:0
005886|plasma
membrane;GO:0032
588|trans-Golgi
network membrane;

GO:0008565|protein
transporter activity; . .

ENSG00000136158 6 20 10 10 9.661867138 5 10 9 7 1.094129391 0.036287775 0.090641118 up no SPRY2 protein_coding chr13:80335976-
80340951:-

gi|5032115|ref|NP_0
05833.1| 1370 1.00E-179

protein sprouty
homolog 2 [Homo
sapiens]

gi|19584489|emb|AL
713749.1| 2699 0

Homo sapiens
mRNA; cDNA
DKFZp547P1515
(from clone
DKFZp547P1515)

O43597 532 0 Protein sprouty
homolog 2 . . . . pfam05210 Sprouty

Sprouty protein
(Spry). This family
consists of
eukaryotic Sprouty
protein
homologues.
Sprouty proteins
have been revealed
as inhibitors of the
Ras/mitogen-
activated protein
kinase (MAPK)
cascade, a pathway
crucial for
developmental
processes initiated
by activation of
various receptor
tyrosine kinases.
The sprouty gene
has found to be
expressed in the the
brain, cochlea, nasal
organs, teeth,
salivary gland,
lungs, digestive
tract, kidneys and
limb buds in mice.

GO:0060449|bud
elongation involved
in lung
branching;GO:0045
165|cell fate
commitment;GO:00
00132|establishment
of mitotic spindle
orientation;GO:0042
472|inner ear
morphogenesis;GO:
0060437|lung
growth;GO:0043066
|negative regulation
of apoptotic
process;GO:003134
5|negative
regulation of cell
projection
organization;GO:00
08285|negative
regulation of cell
proliferation;GO:00
42059|negative
regulation of
epidermal growth
factor receptor
signaling
pathway;GO:007037
3|negative
regulation of ERK1
and ERK2
cascade;GO:004003
7|negative
regulation of

GO:0005856|cytosk
eleton;GO:0005829|
cytosol;GO:0016020
|membrane;GO:000
5874|microtubule;G
O:0005634|nucleus;
GO:0005886|plasma
membrane;GO:0032
587|ruffle
membrane;

GO:0019901|protein
kinase
binding;GO:004353
9|protein
serine/threonine
kinase activator
activity;GO:0030291
|protein
serine/threonine
kinase inhibitor
activity;

K17383 SPRY2; protein
sprouty homolog 2

ENSG00000136160 0 0 0 0 0.202961082 2 0 0 0 -0.899764408 0.798840138 NA down no EDNRB protein_coding chr13:77895481-
77919768:-

gi|319655697|ref|NP
_001188326.1| 2695 0

endothelin B
receptor isoform 3
[Homo sapiens]

gi|319655696|ref|N
M_001201397.1| 4465 0

Homo sapiens
endothelin receptor
type B (EDNRB),
transcript variant 4,
mRNA

P24530 857 0 Endothelin B
receptor . . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0007568|aging
GO:0007166|cell
surface receptor
signaling
pathway;GO:007122
2|cellular response
to
lipopolysaccharide;
GO:0019934|cGMP-
mediated
signaling;GO:00861
00|endothelin
receptor signaling
pathway;GO:004848
4|enteric nervous
system
development;GO:00
35645|enteric
smooth muscle cell
differentiation;GO:0
042045|epithelial
fluid
transport;GO:00482
46|macrophage
chemotaxis;GO:003
0318|melanocyte
differentiation;GO:0
007194|negative
regulation of
adenylate cyclase
activity;GO:0043066
|negative regulation
of apoptotic
process;GO:003226
9|negative

GO:0005887|integral
component of
plasma
membrane;GO:0045
121|membrane
raft;GO:0031965|nu
clear
membrane;GO:0005
886|plasma
membrane;

GO:0004962|endoth
elin receptor
activity;GO:0017046
|peptide hormone
binding;

K04198 EDNRB; endothelin
receptor type B

ENSG00000136238 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no RAC1 protein_coding chr7:6374523-
6403977:+

gi|42543638|pdb|1R
YF|A 1010 1.00E-135

Chain A,
Alternative Splicing
Of Rac1 Generates
Rac1b, A Self-
Activating Gtpase

gi|156071503|ref|N
M_006908.4| 2313 0

Homo sapiens ras-
related C3
botulinum toxin
substrate 1 (rho
family, small GTP
binding protein
Rac1) (RAC1),
transcript variant
Rac1, mRNA

Q6RUV5 339 3.00E-116
Ras-related C3
botulinum toxin
substrate 1

. . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0030036|actin
cytoskeleton
organization;GO:00
07015|actin filament
organization;GO:00
30041|actin filament
polymerization;GO:
0048532|anatomical
structure
arrangement;GO:00
02093|auditory
receptor cell
morphogenesis;GO:
0007411|axon
guidance;GO:00454
53|bone
resorption;GO:0048
870|cell
motility;GO:000828
3|cell
proliferation;GO:00
45216|cell-cell
junction
organization;GO:00
71260|cellular
response to
mechanical
stimulus;GO:002189
4|cerebral cortex
GABAergic
interneuron
development;GO:00
21799|cerebral
cortex radially
oriented cell

GO:0005884|actin
filament;GO:000573
7|cytoplasm;GO:003
6464|cytoplasmic
ribonucleoprotein
granule;GO:0031410
|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0031901
|early endosome
membrane;GO:0070
062|extracellular
exosome;GO:00198
97|extrinsic
component of
plasma
membrane;GO:0005
925|focal
adhesion;GO:00001
39|Golgi
membrane;GO:0030
027|lamellipodium;
GO:0042470|melano
some;GO:0016020|
membrane;GO:0005
634|nucleus;GO:000
1891|phagocytic
cup;GO:0032587|ruf
fle
membrane;GO:0005
802|trans-Golgi
network;

GO:0051117|ATPas
e
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0042826
|histone deacetylase
binding;GO:001990
1|protein kinase
binding;GO:001713
7|Rab GTPase
binding;GO:005102
2|Rho GDP-
dissociation
inhibitor binding;

K04392
RAC1; Ras-related
C3 botulinum toxin
substrate 1

ENSG00000136261 0 4 0 0 1.699599503 3 1 3 5 -1.126165761 0.398656374 0.528699362 down no BZW2 protein_coding chr7:16646131-
16706523:+

gi|478514439|ref|XP
_004431470.1| 2277 0

PREDICTED: basic
leucine zipper and
W2 domain-
containing protein 2
isoform 1
[Ceratotherium
simum simum]

gi|14042806|dbj|AK
027837.1| 2092 0

Homo sapiens
cDNA FLJ14931 fis,
clone
PLACE1009434

Q4R6R4 840 0
Basic leucine zipper
and W2 domain-
containing protein 2

. . . . pfam02020 W2

eIF4-
gamma/eIF5/eIF2-
epsilon. This
domain of
unknown function
is found at the C-
terminus of several
translation initiation
factors.

GO:0030154|cell
differentiation;GO:0
007399|nervous
system
development;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:001
6020|membrane;

GO:0098641|cadheri
n binding involved
in cell-cell adhesion;

. .

ENSG00000136267 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no DGKB protein_coding chr7:14145049-
14974777:-

gi|22027632|ref|NP_
004071.1| 4348 0

diacylglycerol
kinase beta isoform
1 [Homo sapiens]

gi|530384506|ref|X
M_005249628.1| 6917 0

PREDICTED:
Homo sapiens
diacylglycerol
kinase, beta 90kDa
(DGKB), transcript
variant X1, mRNA

Q9Y6T7 268 5.00E-83 Diacylglycerol
kinase beta . . . . pfam00609 DAGK_acc

Diacylglycerol
kinase accessory
domain.
Diacylglycerol
(DAG) is a second
messenger that acts
as a protein kinase
C activator. This
domain is assumed
to be an accessory
domain: its function
is unknown.

GO:0046486|glycero
lipid metabolic
process;GO:003555
6|intracellular signal
transduction;GO:00
46834|lipid
phosphorylation;GO
:0030168|platelet
activation;GO:00072
05|protein kinase C-
activating G-protein
coupled receptor
signaling pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005886|pl
asma membrane;

GO:0005524|ATP
binding;GO:000550
9|calcium ion
binding;GO:000414
3|diacylglycerol
kinase activity;

K00901

dgkA, DGK;
diacylglycerol
kinase (ATP)
[EC:2.7.1.107]

ENSG00000136279 1 0 0 0 0.403749731 1 0 1 0 -0.169895221 0.942979008 NA down no DBNL protein_coding chr7:44044640-
44069456:+

gi|119581535|gb|EA
W61131.1| 2010 0

drebrin-like,
isoform CRA_c
[Homo sapiens]

gi|62088551|dbj|AB
209486.1| 9590 0

Homo sapiens
mRNA for Drebrin-
like protein variant
protein

Q9UJU6 201 3.00E-90 Drebrin-like protein . . . . pfam00300 His_Phos_1

Histidine
phosphatase
superfamily (branch
1). The histidine
phosphatase
superfamily is so
named because
catalysis centres on
a conserved His
residue that is
transiently
phosphorylated
during the catalytic
cycle. Other
conserved residues
contribute to a
'phosphate pocket'
and interact with the
phospho group of
substrate before,
during and after its
transfer to the His
residue. Structure
and sequence
analyses show that
different families
contribute different
additional residues
to the 'phosphate
pocket' and, more
surprisingly, differ
in the position, in
sequence and in
three dimensions, of
a catalytically

GO:0007257|activati
on of JUN kinase
activity;GO:0002250
|adaptive immune
response;GO:00488
12|neuron
projection
morphogenesis;GO:
0071800|podosome
assembly;GO:00166
01|Rac protein
signal
transduction;GO:00
06898|receptor-
mediated
endocytosis;GO:009
7178|ruffle
assembly;GO:00074
16|synapse
assembly;

GO:0005938|cell
cortex;GO:0005913|
cell-cell adherens
junction;GO:003066
5|clathrin-coated
vesicle
membrane;GO:0005
737|cytoplasm;GO:0
005829|cytosol;GO:
0030425|dendrite;G
O:0005769|early
endosome;GO:0070
062|extracellular
exosome;GO:00001
39|Golgi
membrane;GO:0030
027|lamellipodium;
GO:0005886|plasma
membrane;GO:0002
102|podosome;GO:0
014069|postsynaptic
density;GO:0001726
|ruffle;

GO:0003779|actin
binding;GO:005101
5|actin filament
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00080
47|enzyme activator
activity;

. .



ENSG00000136280 0 2 1 0 0.929225039 0 2 2 1 -0.200370264 0.89747385 NA down no CCM2 protein_coding chr7:44999475-
45076469:+

gi|635113281|ref|XP
_007979592.1| 2231 0

PREDICTED:
malcavernin
isoform X1
[Chlorocebus
sabaeus]

gi|34365507|emb|BX
641167.1| 5289 0

Homo sapiens
mRNA; cDNA
DKFZp686B12243
(from clone
DKFZp686B12243)

Q8K2Y9 93.6 3.00E-80
Cerebral cavernous
malformations
protein 2 homolog

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001568|blood
vessel
development;GO:00
60837|blood vessel
endothelial cell
differentiation;GO:0
045216|cell-cell
junction
organization;GO:00
01885|endothelial
cell
development;GO:00
61154|endothelial
tube
morphogenesis;GO:
0007507|heart
development;GO:00
01701|in utero
embryonic
development;GO:00
48839|inner ear
development;GO:00
35264|multicellular
organism
growth;GO:0060039
|pericardium
development;GO:00
01944|vasculature
development;GO:00
01570|vasculogenesi
s;GO:0048845|veno
us blood vessel
morphogenesis;

GO:0005737|cytopla
sm;GO:0043234|pro
tein complex;

. . .

ENSG00000136450 116 132 102 232 207.7482648 345 284 320 302 -0.593310237 0.007253697 0.028815601 down no SRSF1 protein_coding chr17:58003360-
58007346:-

gi|179074|gb|AAA3
5564.1| 974 6.00E-125 alternative [Homo

sapiens]
gi|118582268|ref|N
M_001078166.1| 3117 0

Homo sapiens
serine/arginine-rich
splicing factor 1
(SRSF1), transcript
variant 2, mRNA

Q3YLA6 160 4.00E-46 Serine/arginine-rich
splicing factor 1 SPAC16.02c 69.3 2.00E-11 COG0724 pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0005737|cytopla
sm;GO:0016607|nuc
lear speck;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K12890

SFRS1_9; splicing
factor,
arginine/serine-rich
1/9

ENSG00000136451 24 29 24 16 30.73822534 46 44 31 43 -0.210680476 0.573659105 0.687757049 down no VEZF1 protein_coding chr17:57971547-
57988259:-

gi|56118214|ref|NP_
009077.2| 1968 0

vascular endothelial
zinc finger 1 [Homo
sapiens]

gi|530412800|ref|X
M_005257643.1| 3948 0

PREDICTED:
Homo sapiens
vascular endothelial
zinc finger 1
(VEZF1), transcript
variant X1, mRNA

Q14119 749 0 Vascular endothelial
zinc finger 1 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0001525|angiog
enesis;GO:0006968|
cellular defense
response;GO:00018
85|endothelial cell
development;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;

GO:0043231|intracel
lular membrane-
bounded
organelle;GO:00057
30|nucleolus;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000136478 0 2 0 4 2.474926788 6 4 3 5 -1.175978442 0.230139737 0.35262364 down no TEX2 protein_coding chr17:64147227-
64263301:-

gi|38679909|ref|NP_
060939.3| 5173 0

testis-expressed
sequence 2 protein
isoform 1 [Homo
sapiens]

gi|426347215|ref|X
M_004041206.1| 5125 0

PREDICTED:
Gorilla gorilla
gorilla testis
expressed 2,
transcript variant 2
(TEX2), mRNA

Q8IWB9 1932 0 Testis-expressed
sequence 2 protein . . . . pfam10296 DUF2404

Putative integral
membrane protein
conserved region
(DUF2404). This
domain is
conserved from
plants to humans.
The function is not
known.

GO:0007165|signal
transduction;GO:00
06665|sphingolipid
metabolic process;

GO:0005783|endopl
asmic
reticulum;GO:00160
21|integral
component of
membrane;

GO:0008289|lipid
binding; . .

ENSG00000136485 0 1 0 0 0.4310125 3 0 0 0 -0.757936192 0.788393745 NA down no DCAF7 protein_coding chr17:63550461-
63594266:+

gi|533177996|ref|XP
_005402263.1| 1905 0

PREDICTED:
DDB1- and CUL4-
associated factor 7
isoform X1
[Chinchilla lanigera]

gi|440918718|ref|N
M_005828.4| 6340 0

Homo sapiens
DDB1 and CUL4
associated factor 7
(DCAF7), transcript
variant 1, mRNA

P61963 718 0 DDB1- and CUL4-
associated factor 7 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007275|multice
llular organismal
development;GO:00
16567|protein
ubiquitination;

GO:0080008|Cul4-
RING E3 ubiquitin
ligase
complex;GO:000573
7|cytoplasm;GO:001
6363|nuclear
matrix;GO:0005654|
nucleoplasm;GO:00
43234|protein
complex;

. K11805

WDR68, HAN11;
WD repeat-
containing protein
68

ENSG00000136492 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no BRIP1 protein_coding chr17:61681266-
61863521:-

gi|301897118|ref|NP
_114432.2| 6666 0

Fanconi anemia
group J protein
[Homo sapiens]

gi|301897117|ref|N
M_032043.2| 6048 0

Homo sapiens
BRCA1 interacting
protein C-terminal
helicase 1 (BRIP1),
mRNA

Q9BX63 325 8.00E-131 Fanconi anemia
group J protein ECU02g1090 341 1.00E-99 COG1199 pfam06733 DEAD_2

DEAD_2. This
represents a
conserved region
within a number of
RAD3-like DNA-
binding helicases
that are seemingly
ubiquitous -
members include
proteins of
eukaryotic, bacterial
and archaeal origin.
RAD3 is involved
in nucleotide
excision repair, and
forms part of the
transcription factor
TFIIH in yeast.

GO:0071295|cellular
response to
vitamin;GO:000007
7|DNA damage
checkpoint;GO:0006
260|DNA
replication;GO:0000
731|DNA synthesis
involved in DNA
repair;GO:0006302|
double-strand break
repair;GO:0008285|
negative regulation
of cell
proliferation;GO:19
01796|regulation of
signal transduction
by p53 class
mediator;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00007
32|strand
displacement;

GO:0005737|cytopla
sm;GO:0031965|nuc
lear
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0051539|4 iron,
4 sulfur cluster
binding;GO:000552
4|ATP
binding;GO:000400
3|ATP-dependent
DNA helicase
activity;GO:0003677
|DNA
binding;GO:004687
2|metal ion binding;

K15362

BRIP1, BACH1,
FANCJ; fanconi
anemia group J
protein
[EC:3.6.4.12]

ENSG00000136504 0 0 0 2 1.108900896 5 1 0 3 -1.705223597 0.319866546 0.447092049 down no KAT7 protein_coding chr17:49788555-
49835030:+

gi|521027167|gb|EP
Q08955.1| 3192 0

Histone
acetyltransferase
MYST2 [Myotis
brandtii]

gi|15983571|gb|AC0
27801.10| 7633 0

Homo sapiens
chromosome 17,
clone RP11-304F15,
complete sequence

O95251 178 8.00E-47
Histone
acetyltransferase
KAT7

YOR244w 313 4.00E-92 COG5027 pfam01853 MOZ_SAS

MOZ/SAS family.
This region of these
proteins has been
suggested to be
homologous to
acetyltransferases.

GO:0006260|DNA
replication;GO:0043
966|histone H3
acetylation;GO:0043
983|histone H4-K12
acetylation;GO:0043
981|histone H4-K5
acetylation;GO:0043
982|histone H4-K8
acetylation;GO:0006
351|transcription,
DNA-templated;

GO:0000123|histone
acetyltransferase
complex;GO:000565
4|nucleoplasm;

GO:0004402|histone
acetyltransferase
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000827
0|zinc ion binding;

K11307

MYST2, HBO1,
KAT7; histone
acetyltransferase
MYST2
[EC:2.3.1.48]

ENSG00000136527 96 89 72 110 83.18610542 59 71 82 71 0.94947395 0.000480967 0.003694507 up no TRA2B protein_coding chr3:185915906-
185938136:-

gi|826266330|ref|XP
_012496615.1| 584 3.00E-71

PREDICTED:
transformer-2
protein homolog
beta isoform X2
[Propithecus
coquereli]

gi|62087995|dbj|AB
209208.1| 4479 0

Homo sapiens
mRNA for splicing
factor,
arginine/serine-rich
10 (transformer 2
homolog,
Drosophila) variant
protein

P62997 219 7.00E-63
Transformer-2
protein homolog
beta

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
48026|positive
regulation of mRNA
splicing, via
spliceosome;GO:00
00381|regulation of
alternative mRNA
splicing, via
spliceosome;GO:00
00302|response to
reactive oxygen
species;

GO:0005634|nucleu
s;GO:0048471|perin
uclear region of
cytoplasm;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:000372
3|RNA binding;

K12897 TRA2; transformer-
2 protein

ENSG00000136531 0 0 0 0 0.300942813 1 0 1 1 -1.464893049 0.554339694 NA down no SCN2A protein_coding chr2:165194993-
165392310:+

gi|93141210|ref|NP_
066287.2| 9289 0

sodium channel
protein type 2
subunit alpha
isoform 1 [Homo
sapiens]

gi|93141211|ref|NM
_001040142.1| 8792 0

Homo sapiens
sodium channel,
voltage gated, type
II alpha subunit
(SCN2A), transcript
variant 2, mRNA

P11369 113 6.00E-50

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam06512 Na_trans_assoc

Sodium ion
transport-
associated.
Members of this
family contain a
region found
exclusively in
eukaryotic sodium
channels or their
subunits, many of
which are voltage-
gated. Members
very often also
contain between
one and four copies
of pfam00520 and,
less often, one copy
of pfam00612.

GO:0006310|DNA
recombination; .

GO:0004519|endon
uclease
activity;GO:0046872
|metal ion
binding;GO:000396
4|RNA-directed
DNA polymerase
activity;

K04834

SCN2A; voltage-
gated sodium
channel type II
alpha



ENSG00000136535 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no TBR1 protein_coding chr2:161416094-
161425870:+

gi|5730081|ref|NP_0
06584.1| 3335 0 T-box brain protein

1 [Homo sapiens]
gi|110624671|dbj|A
K226050.1| 7160 0

Homo sapiens
mRNA for T-box,
brain, 1 variant,
clone: fg04880

Q16650 330 4.00E-95 T-box brain protein
1 . . . . pfam00907 T-box

T-box. The T-box
encodes a 180
amino acid domain
that binds to DNA.
Genes encoding T-
box proteins are
found in a wide
range of animals,
but not in other
kingdoms such as
plants. Family
members are all
thought to bind to
the DNA consensus
sequence
TCACACCT. they
are found
exclusively in the
nucleus, and
perform DNA-
binding and
transcriptional
activation/repressio
n roles. They are
generally required
for development of
the specific tissues
they are expressed
in, and mutations in
T-box genes are
implicated in human
conditions such as
DiGeorge syndrome
and X-linked cleft
palate which

GO:0021764|amygd
ala
development;GO:00
07420|brain
development;GO:00
21902|commitment
of neuronal cell to
specific neuron type
in
forebrain;GO:00016
61|conditioned taste
aversion;GO:003090
2|hindbrain
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:19026
67|regulation of
axon
guidance;GO:00100
92|specification of
organ
identity;GO:0006351
|transcription, DNA-
templated;

GO:0005634|nucleu
s;

GO:0000979|RNA
polymerase II core
promoter sequence-
specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K10174 TBR1; T-box brain
protein 1

ENSG00000136536 0 0 0 1 1.632390926 2 4 9 0 -3.08246736 0.056590441 0.124355703 down no 7-Mar protein_coding chr2:159712457-
159771027:+

gi|525345088|ref|NP
_001267249.1| 2524 0

E3 ubiquitin-protein
ligase MARCH7
[Pan troglodytes]

gi|14318401|gb|AC0
09961.11| 3744 0

Homo sapiens BAC
clone RP11-357L2
from 2, complete
sequence

Q5R9W2 33.9 1.00E-30 E3 ubiquitin-protein
ligase MARCH7 . . . . pfam12906 RINGv RING-variant

domain.
GO:0016567|protein
ubiquitination; .

GO:0016874|ligase
activity;GO:0008270
|zinc ion binding;

K10662

MARCH7, AXOT;
E3 ubiquitin-protein
ligase MARCH7
[EC:2.3.2.27]

ENSG00000136542 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no GALNT5 protein_coding chr2:157257598-
157314211:+

gi|32698686|ref|NP_
055383.1| 4997 0

polypeptide N-
acetylgalactosaminyl
transferase 5 [Homo
sapiens]

gi|544475213|ref|X
M_005573219.1| 4082 0

PREDICTED:
Macaca fascicularis
UDP-N-acetyl-
alpha-D-
galactosamine:polyp
eptide N-
acetylgalactosaminyl
transferase 5
(GalNAc-T5)
(GALNT5),
transcript variant
X1, mRNA

Q7Z7M9 144 2.00E-37
Polypeptide N-
acetylgalactosaminyl
transferase 5

. . . . pfam00535 Glycos_transf_2

Glycosyl transferase
family 2. Diverse
family, transferring
sugar from UDP-
glucose, UDP-N-
acetyl-
galactosamine,
GDP-mannose or
CDP-abequose, to a
range of substrates
including cellulose,
dolichol phosphate
and teichoic acids.

GO:0006024|glycosa
minoglycan
biosynthetic
process;GO:001626
6|O-glycan
processing;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0030246|carboh
ydrate
binding;GO:004687
2|metal ion
binding;GO:000465
3|polypeptide N-
acetylgalactosaminyl
transferase activity;

K00710

GALNT;
polypeptide N-
acetylgalactosaminyl
transferase
[EC:2.4.1.41]

ENSG00000136643 0 0 0 1 0.301719775 0 1 0 1 -0.142825035 0.955215068 NA down no RPS6KC1 protein_coding chr1:213051233-
213274773:+

gi|19923723|ref|NP_
036556.2| 5126 0

ribosomal protein
S6 kinase delta-1
isoform a [Homo
sapiens]

gi|544400277|ref|X
M_005540816.1| 4819 0

PREDICTED:
Macaca fascicularis
ribosomal protein
S6 kinase, 52kDa,
polypeptide 1
(RPS6KC1),
transcript variant
X1, mRNA

Q96S38 1979 0 Ribosomal protein
S6 kinase delta-1 . . . . pfam00069 Pkinase Protein kinase

domain.
GO:0007165|signal
transduction;

GO:0005737|cytopla
sm;GO:0005769|earl
y
endosome;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;

GO:0005524|ATP
binding;GO:003509
1|phosphatidylinosit
ol
binding;GO:000467
4|protein
serine/threonine
kinase activity;

. .

ENSG00000136709 7 5 3 7 5.493964635 4 10 4 4 0.5629634 0.388780324 0.517641272 up no WDR33 protein_coding chr2:127701022-
127811187:-

gi|297266991|ref|XP
_001089955.2| 3069 0

PREDICTED: WD
repeat-containing
protein 33 [Macaca
mulatta]

gi|426337121|ref|X
M_004032524.1| 6769 0

PREDICTED:
Gorilla gorilla
gorilla WD repeat
domain 33,
transcript variant 1
(WDR33), mRNA

Q8K4P0 466 1.00E-152
pre-mRNA 3' end
processing protein
WDR33

SPAC12G12.14c 372 2.00E-111 COG2319 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006379|mRNA
cleavage;GO:000639
7|mRNA
processing;

GO:0005581|collage
n
trimer;GO:0005847|
mRNA cleavage and
polyadenylation
specificity factor
complex;GO:000573
0|nucleolus;GO:000
5634|nucleus;

GO:0044822|poly(A
) RNA binding; K15542

PFS2;
polyadenylation
factor subunit 2

ENSG00000136715 0 0 0 0 0.388610979 0 2 0 2 -1.841478027 0.506872051 NA down no SAP130 protein_coding chr2:127941217-
128028120:-

gi|332258212|ref|XP
_003278193.1| 3190 0

PREDICTED:
histone deacetylase
complex subunit
SAP130 isoform X1
[Nomascus
leucogenys]

gi|225579126|ref|N
M_001145928.1| 4173 0

Homo sapiens
Sin3A-associated
protein, 130kDa
(SAP130), transcript
variant 1, mRNA

Q8BIH0 1124 0
Histone deacetylase
complex subunit
SAP130

. . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

GO:0043966|histone
H3
acetylation;GO:0000
122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;GO:0070822|
Sin3-type
complex;GO:003091
4|STAGA complex;

GO:0003713|transcri
ption coactivator
activity;

K19192
SAP130; histone
deacetylase complex
subunit SAP130

ENSG00000136717 5 8 2 11 14.11201059 26 30 25 25 -1.530858504 0.000612255 0.004522869 down yes BIN1 protein_coding chr2:127048027-
127107355:-

gi|21536400|ref|NP_
647593.1| 2959 0

myc box-
dependent-
interacting protein 1
isoform 1 [Homo
sapiens]

gi|34534187|dbj|AK
127325.1| 5114 0

Homo sapiens
cDNA FLJ45396 fis,
clone
BRHIP3027594,
highly  similar to
Mus musculus brain
amphiphysin 2
mRNA

O00499 266 3.00E-82
Myc box-
dependent-
interacting protein 1

. . . . pfam03114 BAR

BAR domain. BAR
domains are
dimerization, lipid
binding and
curvature sensing
modules found in
many different
protein families. A
BAR domain with
an additional N-
terminal
amphipathic helix
(an N-BAR) can
drive membrane
curvature. These N-
BAR domains are
found in
amphiphysin,
endophilin, BRAP
and Nadrin. BAR
domains are also
frequently found
alongside domains
that determine lipid
specificity, like
pfam00169 and
pfam00787 domains
in beta centaurins
and sorting nexins
respectively.

GO:0008283|cell
proliferation;GO:00
06897|endocytosis;G
O:0060988|lipid
tube
assembly;GO:00426
92|muscle cell
differentiation;GO:0
051647|nucleus
localization;GO:000
6997|nucleus
organization;GO:00
43065|positive
regulation of
apoptotic
process;GO:004871
1|positive regulation
of astrocyte
differentiation;GO:0
071156|regulation of
cell cycle
arrest;GO:0030100|r
egulation of
endocytosis;GO:004
5664|regulation of
neuron
differentiation;GO:0
016032|viral
process;

GO:0015629|actin
cytoskeleton;GO:00
30424|axon;GO:004
3194|axon initial
segment;GO:000573
7|cytoplasm;GO:003
1674|I
band;GO:0060987|li
pid
tube;GO:0016020|m
embrane;GO:003326
8|node of
Ranvier;GO:000563
5|nuclear
envelope;GO:00303
15|T-
tubule;GO:0030018|
Z disc;

GO:0051015|actin
filament
binding;GO:007006
3|RNA polymerase
binding;GO:004815
6|tau protein
binding;

K12562 AMPH;
amphiphysin

ENSG00000136738 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no STAM protein_coding chr10:17644125-
17715914:+

gi|4507249|ref|NP_0
03464.1| 2519 0

signal transducing
adapter molecule 1
[Homo sapiens]

gi|322309179|ref|N
M_003473.3| 2972 0

Homo sapiens
signal transducing
adaptor molecule
(SH3 domain and
ITAM motif) 1
(STAM), transcript
variant 1, mRNA

P70297 268 2.00E-92 Signal transducing
adapter molecule 1 . . . . pfam00790 VHS

VHS domain.
Domain present in
VPS-27, Hrs and
STAM.

GO:0006914|autoph
agy;GO:0016197|en
dosomal
transport;GO:00068
86|intracellular
protein
transport;GO:00362
58|multivesicular
body
assembly;GO:00420
59|negative
regulation of
epidermal growth
factor receptor
signaling
pathway;GO:190354
3|positive regulation
of exosomal
secretion;GO:19035
51|regulation of
extracellular
exosome
assembly;GO:00071
65|signal
transduction;

GO:0005829|cytosol
;GO:0031901|early
endosome
membrane;GO:0033
565|ESCRT-0
complex;

GO:0005070|SH3/S
H2 adaptor activity; K04705

STAM; signal
transducing adaptor
molecule

ENSG00000136754 0 1 0 5 2.858294071 4 4 7 7 -1.489587423 0.132487026 0.230921162 down no ABI1 protein_coding chr10:26746593-
26861087:-

gi|62088116|dbj|BA
D92505.1| 2124 0

Abl-interactor 1
variant [Homo
sapiens]

gi|296010982|ref|N
M_001178116.1| 3689 0

Homo sapiens abl-
interactor 1 (ABI1),
transcript variant 5,
mRNA

Q8CBW3 228 2.00E-69 Abl interactor 1 . . . . pfam07815 Abi_HHR

Abl-interactor HHR.
The region featured
in this family is
found towards the
N-terminus of a
number of adaptor
proteins that interact
with Abl-family
tyrosine kinases.
More specifically, it
is termed the
homeo-domain
homologous region
(HHR), as it is
similar to the DNA-
binding region of
homeo-domain
proteins. Other
homeo-domain
proteins have been
implicated in
specifying
positional
information during
embryonic
development, and in
the regulation of the
expression of cell-
type specific genes.
The Abl-interactor
proteins are thought
to coordinate the
cytoplasmic and
nuclear functions of
the Abl family

GO:0008154|actin
polymerization or
depolymerization;G
O:0048813|dendrite
morphogenesis;GO:
0038096|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
72673|lamellipodiu
m
morphogenesis;GO:
0035855|megakaryo
cyte
development;GO:00
06928|movement of
cell or subcellular
component;GO:000
8285|negative
regulation of cell
proliferation;GO:00
18108|peptidyl-
tyrosine
phosphorylation;GO
:0001756|somitogen
esis;GO:0007169|tra
nsmembrane
receptor protein
tyrosine kinase
signaling
pathway;GO:004801
0|vascular
endothelial growth
factor receptor
signaling

GO:0005913|cell-
cell adherens
junction;GO:000585
6|cytoskeleton;GO:0
005829|cytosol;GO:
0005783|endoplasmi
c
reticulum;GO:00700
62|extracellular
exosome;GO:00301
75|filopodium;GO:0
030426|growth
cone;GO:0005622|in
tracellular;GO:0030
027|lamellipodium;
GO:0005634|nucleu
s;GO:0014069|posts
ynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0031
209|SCAR complex;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00080
92|cytoskeletal
protein
binding;GO:003240
3|protein complex
binding;GO:003029
6|protein tyrosine
kinase activator
activity;

. .



ENSG00000136770 0 0 0 3 0.418424923 0 0 0 1 1.544043735 0.580380988 NA up no DNAJC1 protein_coding chr10:21756537-
22003769:-

gi|21361912|ref|NP_
071760.2| 2319 0

dnaJ homolog
subfamily C
member 1 precursor
[Homo sapiens]

gi|109715821|ref|N
M_022365.3| 2091 0

Homo sapiens DnaJ
(Hsp40) homolog,
subfamily C,
member 1
(DNAJC1), mRNA

Q96KC8 897 0
DnaJ homolog
subfamily C
member 1

SPAC2E1P5.03 83.2 2.00E-16 COG2214 pfam00226 DnaJ

DnaJ domain. DnaJ
domains (J-
domains) are
associated with
hsp70 heat-shock
system and it is
thought that this
domain mediates
the interaction.
DnaJ-domain is
therefore part of a
chaperone (protein
folding) system.
The T-antigens,
although not in
Prosite are
confirmed as DnaJ
containing domains
from literature.

GO:0045861|negativ
e regulation of
proteolysis;GO:0006
457|protein
folding;GO:0050708
|regulation of
protein
secretion;GO:00064
17|regulation of
translation;

GO:0005829|cytosol
;GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;GO:
0031965|nuclear
membrane;GO:0005
886|plasma
membrane;

GO:0001671|ATPas
e activator
activity;GO:0003677
|DNA binding;

K09521
DNAJC1; DnaJ
homolog subfamily
C member 1

ENSG00000136802 1 4 2 7 14.12666166 43 39 12 30 -2.675343834 1.74E-05 0.000294753 down yes LRRC8A protein_coding chr9:128882112-
128918039:+

gi|7243272|dbj|BAA
92675.1| 4093 0 KIAA1437 protein

[Homo sapiens]
gi|187829870|ref|N
M_001127244.1| 4613 0

Homo sapiens
leucine rich repeat
containing 8 family,
member A
(LRRC8A),
transcript variant 1,
mRNA

Q8IWT6 1577 0
Volume-regulated
anion channel
subunit LRRC8A

alr0124_1 117 1.00E-26 COG4886 pfam12534 DUF3733

Leucine-rich repeat
containing protein
8. This domain
family is found in
eukaryotes, and is
approximately 60
amino acids in
length. The family
is found in
association with
pfam00560. There
are two completely
conserved residues
(W and Y) that may
be functionally
important. Many of
the proteins in this
family are annotated
as leucine-rich
repeat containing
protein 8 however
there is little
accompanying
literature to back
this up.

GO:0006820|anion
transport;GO:00068
84|cell volume
homeostasis;GO:000
2329|pre-B cell
differentiation;GO:0
006970|response to
osmotic stress;

GO:0009986|cell
surface;GO:0034702
|ion channel
complex;GO:001602
0|membrane;GO:00
05886|plasma
membrane;

GO:0005225|volum
e-sensitive anion
channel activity;

. .

ENSG00000136813 0 0 0 0 0.292428914 0 2 0 1 -1.430927701 0.636956731 NA down no KIAA0368 protein_coding chr9:111360692-
111484745:-

gi|122937211|ref|NP
_001073867.1| 9944 0

proteasome-
associated protein
ECM29 homolog
[Homo sapiens]

gi|122937210|ref|N
M_001080398.1| 7391 0

Homo sapiens
KIAA0368
(KIAA0368),
mRNA

Q5VYK3 318 3.00E-95
Proteasome-
associated protein
ECM29 homolog

. . . . pfam13001 Ecm29

Proteasome
stabilizer. The
proteasome consists
of two subunits,
and the capacity of
the proteasome to
degrade protein
depends crucially
on the interaction
between these two
subunits. This
interaction is
affected by a wide
range of factors
including
metabolites, such as
ATP, and
proteasome-
associated proteins
such as Ecm29.
Ecm29 stabilizes the
interaction between
the two subunits.

GO:0030433|ER-
associated
ubiquitin-dependent
protein catabolic
process;GO:004324
8|proteasome
assembly;

GO:0005813|centros
ome;GO:0016023|cy
toplasmic
membrane-bounded
vesicle;GO:0005769|
early
endosome;GO:0030
139|endocytic
vesicle;GO:0005783|
endoplasmic
reticulum;GO:00057
93|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
30134|ER to Golgi
transport
vesicle;GO:0005770|
late
endosome;GO:0016
020|membrane;GO:
0005771|multivesicu
lar
body;GO:0005634|n
ucleus;GO:0000502|
proteasome
complex;

. K11886 ECM29; proteasome
component ECM29

ENSG00000136826 4 2 2 1 1.8031288 0 2 0 1 2.268397936 0.08060726 0.159644508 up no KLF4 protein_coding chr9:107484852-
107490482:-

gi|530391766|ref|XP
_005252362.1| 2152 0

PREDICTED:
Krueppel-like factor
4 isoform X1
[Homo sapiens]

gi|194248076|ref|N
M_004235.4| 2813 0

Homo sapiens
Kruppel-like factor
4 (gut) (KLF4),
mRNA

O43474 304 2.00E-98 Krueppel-like factor
4 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0060070|canoni
cal Wnt signaling
pathway;GO:007140
9|cellular response
to
cycloheximide;GO:0
071363|cellular
response to growth
factor
stimulus;GO:007030
1|cellular response
to hydrogen
peroxide;GO:00714
99|cellular response
to laminar fluid
shear
stress;GO:1901653|c
ellular response to
peptide;GO:0071300
|cellular response to
retinoic
acid;GO:0009913|ep
idermal cell
differentiation;GO:0
048730|epidermis
morphogenesis;GO:
0045444|fat cell
differentiation;GO:0
007500|mesodermal
cell fate
determination;GO:0
090051|negative
regulation of cell
migration involved
in sprouting

GO:0005737|cytopla
sm;GO:0000790|nuc
lear
chromatin;GO:0005
719|nuclear
euchromatin;GO:00
44798|nuclear
transcription factor
complex;GO:000565
4|nucleoplasm;

GO:0001047|core
promoter
binding;GO:000098
7|core promoter
proximal region
sequence-specific
DNA
binding;GO:003501
4|phosphatidylinosit
ol 3-kinase
regulator
activity;GO:0001085
|RNA polymerase II
transcription factor
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000101
0|transcription
factor activity,
sequence-specific
DNA binding
transcription factor
recruiting;GO:00442
12|transcription
regulatory region
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region

K17846 KLF4; krueppel-like
factor 4

ENSG00000136828 0 1 1 3 2.907601499 8 3 3 9 -1.733453391 0.077136936 0.155167695 down no RALGPS1 protein_coding chr9:126914774-
127223166:+

gi|635071112|ref|XP
_008004391.1| 2901 0

PREDICTED: ras-
specific guanine
nucleotide-releasing
factor RalGPS1
isoform X16
[Chlorocebus
sabaeus]

gi|299758451|ref|N
M_014636.2| 6336 0

Homo sapiens Ral
GEF with PH
domain and SH3
binding motif 1
(RALGPS1),
transcript variant 1,
mRNA

A2AR50 204 8.00E-62

Ras-specific
guanine nucleotide-
releasing factor
RalGPS1

. . . . pfam00617 RasGEF

RasGEF domain.
Guanine nucleotide
exchange factor for
Ras-like small
GTPases.

GO:0035556|intracel
lular signal
transduction;GO:00
32485|regulation of
Ral protein signal
transduction;GO:00
07264|small GTPase
mediated signal
transduction;

GO:0005737|cytopla
sm;GO:0005886|plas
ma membrane;

GO:0005085|guanyl
-nucleotide
exchange factor
activity;GO:0008321
|Ral guanyl-
nucleotide exchange
factor activity;

. .

ENSG00000136830 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no FAM129B protein_coding chr9:127505339-
127578989:-

gi|51093863|ref|NP_
073744.2| 3615 0

niban-like protein 1
isoform 1 [Homo
sapiens]

gi|565324157|ref|N
M_022833.3| 3957 0

Homo sapiens
family with
sequence similarity
129, member B
(FAM129B),
transcript variant 1,
mRNA

Q96TA1 283 1.00E-88 Niban-like protein 1 . . . . pfam07174 FAP

Fibronectin-
attachment protein
(FAP). This family
contains bacterial
fibronectin-
attachment proteins
(FAP). Family
members are rich in
alanine and proline,
are approximately
300 long, and seem
to be restricted to
mycobacteria. These
proteins contain a
fibronectin-binding
motif that allows
mycobacteria to
bind to fibronectin
in the extracellular
matrix.

GO:0043066|negativ
e regulation of
apoptotic process;

GO:0015629|actin
cytoskeleton;GO:00
05912|adherens
junction;GO:000591
3|cell-cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
70062|extracellular
exosome;GO:00057
30|nucleolus;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0005886|plasm
a membrane;

GO:0098641|cadheri
n binding involved
in cell-cell adhesion;

. .

ENSG00000136848 0 0 0 2 2.126232617 5 4 7 3 -2.755562968 0.02985998 0.077950263 down no DAB2IP protein_coding chr9:121567057-
121785530:+

gi|530390555|ref|XP
_005251776.1| 5442 0

PREDICTED:
disabled homolog
2-interacting protein
isoform X6 [Homo
sapiens]

gi|530390558|ref|X
M_005251721.1| 6479 0

PREDICTED:
Homo sapiens
DAB2 interacting
protein (DAB2IP),
transcript variant
X8, mRNA

Q5VWQ8 1941 0 Disabled homolog
2-interacting protein . . . . pfam12004 DUF3498

Domain of
unknown function
(DUF3498). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 433 to 538
amino acids in
length. This domain
is found associated
with pfam00616,
pfam00168. This
domain has two
conserved sequence
motifs: DLQ and
PLSFQNP.

GO:0000185|activati
on of MAPKKK
activity;GO:0001525
|angiogenesis;GO:00
06915|apoptotic
process;GO:000704
9|cell
cycle;GO:0021814|c
ell motility involved
in cerebral cortex
radial glia guided
migration;GO:00442
57|cellular protein
catabolic
process;GO:007136
4|cellular response
to epidermal growth
factor
stimulus;GO:007134
7|cellular response
to interleukin-
1;GO:0071222|cellul
ar response to
lipopolysaccharide;
GO:0071356|cellular
response to tumor
necrosis
factor;GO:0035924|c
ellular response to
vascular endothelial
growth factor
stimulus;GO:000725
2|I-kappaB
phosphorylation;GO
:0021819|layer

GO:0030424|axon;G
O:0044300|cerebella
r mossy
fiber;GO:0044301|cl
imbing
fiber;GO:0005737|c
ytoplasm;GO:00304
25|dendrite;GO:003
0139|endocytic
vesicle;GO:0031235|
intrinsic component
of the cytoplasmic
side of the plasma
membrane;GO:0043
025|neuronal cell
body;GO:0032809|n
euronal cell body
membrane;GO:1990
032|parallel
fiber;GO:0005886|pl
asma membrane;

GO:0005096|GTPas
e activator
activity;GO:0043548
|phosphatidylinosito
l 3-kinase
binding;GO:003631
2|phosphatidylinosit
ol 3-kinase
regulatory subunit
binding;GO:003226
6|phosphatidylinosit
ol-3-phosphate
binding;GO:007027
3|phosphatidylinosit
ol-4-phosphate
binding;GO:003240
3|protein complex
binding;GO:004748
5|protein N-
terminus
binding;GO:001712
4|SH3 domain
binding;

. .

ENSG00000136854 0 0 0 2 1.406628286 6 3 0 3 -2.111767458 0.184706839 0.300790844 down no STXBP1 protein_coding chr9:127579370-
127696027:+

gi|537149757|gb|ER
E71210.1| 3059 0

syntaxin-binding
protein 1
[Cricetulus griseus]

gi|226371640|ref|N
M_003165.3| 3967 0

Homo sapiens
syntaxin binding
protein 1
(STXBP1),
transcript variant 1,
mRNA

P61765 402 0 Syntaxin-binding
protein 1 SPCC584.05 234 5.00E-66 COG5158 pfam00995 Sec1 Sec1 family.

GO:0007412|axon
target
recognition;GO:006
0292|long term
synaptic
depression;GO:0043
524|negative
regulation of
neuron apoptotic
process;GO:003133
3|negative
regulation of
protein complex
assembly;GO:00355
44|negative
regulation of
SNARE complex
assembly;GO:00322
29|negative
regulation of
synaptic
transmission,
GABAergic;GO:000
7274|neuromuscular
synaptic
transmission;GO:00
07269|neurotransmit
ter
secretion;GO:00705
27|platelet
aggregation;GO:000
2576|platelet
degranulation;GO:0
045956|positive
regulation of

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00057
39|mitochondrion;G
O:0043209|myelin
sheath;GO:0005654|
nucleoplasm;GO:00
05886|plasma
membrane;GO:0031
091|platelet alpha
granule;GO:0043234
|protein
complex;GO:004319
5|terminal bouton;

GO:0042802|identic
al protein
binding;GO:004482
2|poly(A) RNA
binding;GO:001990
4|protein domain
specific
binding;GO:001990
1|protein kinase
binding;GO:004748
5|protein N-
terminus
binding;GO:000014
9|SNARE
binding;GO:001990
5|syntaxin
binding;GO:001707
5|syntaxin-1
binding;

K15292
STXBP1, MUNC18-
1; syntaxin-binding
protein 1



ENSG00000136875 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no PRPF4 protein_coding chr9:113275343-
113292905:+

gi|62089180|dbj|BA
D93034.1| 2789 0

PRPF4 protein
variant [Homo
sapiens]

gi|349732205|ref|N
M_001244926.1| 2921 0

Homo sapiens pre-
mRNA processing
factor 4 (PRPF4),
transcript variant 2,
mRNA

O43172 1015 0
U4/U6 small nuclear
ribonucleoprotein
Prp4

. . . . pfam08799 PRP4

pre-mRNA
processing factor 4
(PRP4) like. This
small domain is
found on PRP4
ribonuleoproteins.
PRP4 is a U4/U6
small nuclear
ribonucleoprotein
that is involved in
pre-mRNA
processing.

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
06396|RNA
processing;GO:0008
380|RNA
splicing;GO:000037
5|RNA splicing, via
transesterification
reactions;

GO:0015030|Cajal
body;GO:0016607|n
uclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
005681|spliceosoma
l
complex;GO:009752
5|spliceosomal
snRNP
complex;GO:007100
1|U4/U6
snRNP;GO:0046540
|U4/U6 x U5 tri-
snRNP complex;

GO:0030621|U4
snRNA
binding;GO:001707
0|U6 snRNA
binding;

K12662

PRPF4, PRP4;
U4/U6 small nuclear
ribonucleoprotein
PRP4

ENSG00000136891 1 5 0 9 7.283028046 15 19 11 10 -1.467763861 0.03193205 0.082676574 down no TEX10 protein_coding chr9:100302077-
100352939:-

gi|239787844|ref|NP
_001155056.1| 4582 0

testis-expressed
sequence 10 protein
isoform 2 [Homo
sapiens]

gi|16972976|emb|AL
445214.7| 4238 0

Human DNA
sequence from
clone RP11-208F1
on chromosome 9,
complete sequence

O00370 143 4.00E-57

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000470|matura
tion of LSU-
rRNA;GO:0030174|r
egulation of DNA-
dependent DNA
replication
initiation;GO:00063
64|rRNA
processing;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0071
339|MLL1
complex;GO:003196
5|nuclear
membrane;GO:0005
730|nucleolus;GO:0
005654|nucleoplasm
;GO:0030687|prerib
osome, large
subunit
precursor;GO:00973
44|Rix1 complex;

GO:0003682|chrom
atin binding; K14827

IPI1, TEX10; pre-
rRNA-processing
protein IPI1

ENSG00000136928 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no GABBR2 protein_coding chr9:98288082-
98709197:-

gi|426362473|ref|XP
_004048388.1| 4640 0

PREDICTED:
gamma-
aminobutyric acid
type B receptor
subunit 2 [Gorilla
gorilla gorilla]

gi|284055281|ref|N
M_005458.7| 5788 0

Homo sapiens
gamma-
aminobutyric acid
(GABA) B receptor,
2 (GABBR2),
mRNA

O75899 290 2.00E-90

Gamma-
aminobutyric acid
type B receptor
subunit 2

. . . . pfam00003 7tm_3

7 transmembrane
sweet-taste receptor
of 3 GCPR. This is
a domain of seven
transmembrane
regions that forms
the C-terminus of
some subclass 3 G-
coupled-protein
receptors. It is often
associated with a
downstream
cysteine-rich linker
domain, NCD3G
pfam07562, which
is the human sweet-
taste receptor, and
the N-terminal
domain,
ANF_receptor
pfam01094. The
seven TM regions
assemble in such a
way as to produce a
docking pocket into
which such
molecules as
cyclamate and
lactisole have been
found to bind and
consequently confer
the taste of
sweetness.

GO:0007268|synapti
c
transmission;GO:00
07186|G-protein
coupled receptor
signaling
pathway;GO:000721
4|gamma-
aminobutyric acid
signaling
pathway;GO:000719
4|negative
regulation of
adenylate cyclase
activity;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:003
8039|G-protein
coupled receptor
heterodimeric
complex;GO:000588
7|integral
component of
plasma
membrane;GO:0043
005|neuron
projection;GO:0005
886|plasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0004965|G-
protein coupled
GABA receptor
activity;

K04615
GABBR; gamma-
aminobutyric acid
type B receptor

ENSG00000136930 0 0 0 1 0.210694493 0 0 1 0 0.569016584 0.865048656 NA up no PSMB7 protein_coding chr9:124353466-
124415444:-

gi|544492323|ref|XP
_005580862.1| 1404 0

PREDICTED:
proteasome subunit
beta type-7 [Macaca
fascicularis]

gi|394025664|ref|N
M_002799.3| 980 0

Homo sapiens
proteasome
(prosome,
macropain) subunit,
beta type, 7
(PSMB7), mRNA

Q99436 212 9.00E-65 Proteasome subunit
beta type-7 SPAC22D3.07 125 3.00E-32 COG0638 pfam00227 Proteasome

Proteasome subunit.
The proteasome is a
multisubunit
structure that
degrades proteins.
Protein degradation
is an essential
component of
regulation because
proteins can
become misfolded,
damaged, or
unnecessary.
Proteasomes and
their homologues
vary greatly in
complexity: from
HslV (heat shock
locus v), which is
encoded by 1 gene
in bacteria, to the
eukaryotic 20S
proteasome, which
is encoded by more
than 14 genes.
Recently evidence
of two novel groups
of bacterial
proteasomes was
proposed. The first
is Anbu, which is
sparsely distributed
among
cyanobacteria and
proteobacteria The

GO:0031145|anapha
se-promoting
complex-dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000247
9|antigen processing
and presentation of
exogenous peptide
antigen via MHC
class I, TAP-
dependent;GO:0038
095|Fc-epsilon
receptor signaling
pathway;GO:000016
5|MAPK
cascade;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:005143
6|negative
regulation of
ubiquitin-protein
ligase activity
involved in mitotic
cell
cycle;GO:0038061|N
IK/NF-kappaB
signaling;GO:00902
63|positive
regulation of
canonical Wnt

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0000502|proteaso
me
complex;GO:000583
9|proteasome core
complex;

GO:0004298|threoni
ne-type
endopeptidase
activity;

K02739
PSMB7; 20S
proteasome subunit
beta 2 [EC:3.4.25.1]

ENSG00000136935 0 0 0 1 1.401220143 6 6 0 1 -2.850290721 0.087680711 0.168191949 down no GOLGA1 protein_coding chr9:124878357-
124948492:-

gi|530390993|ref|XP
_005251986.1| 3374 0

PREDICTED:
golgin subfamily A
member 1 isoform
X1 [Homo sapiens]

gi|221625465|ref|N
M_002077.3| 4802 0

Homo sapiens
golgin A1
(GOLGA1), mRNA

Q92805 130 3.00E-33 Golgin subfamily A
member 1 . . . . pfam01576 Myosin_tail_1

Myosin tail. The
myosin molecule is
a multi-subunit
complex made up
of two heavy chains
and four light
chains it is a
fundamental
contractile protein
found in all
eukaryote cell types.
This family consists
of the coiled-coil
myosin heavy chain
tail region. The
coiled-coil is
composed of the tail
from two molecules
of myosin. These
can then assemble
into the
macromolecular
thick filament. The
coiled-coil region
provides the
structural backbone
the thick filament.

GO:0000042|protein
targeting to Golgi;

GO:0005794|Golgi
apparatus;GO:00325
80|Golgi cisterna
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00484
71|perinuclear
region of
cytoplasm;GO:0005
802|trans-Golgi
network;

. K16731
GOLGA1; golgin
subfamily A
member 1

ENSG00000136937 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no NCBP1 protein_coding chr9:97633626-
97673748:+

gi|297270554|ref|XP
_002800094.1| 4060 0

PREDICTED:
nuclear cap-binding
protein subunit 1-
like [Macaca
mulatta]

gi|110349725|ref|N
M_002486.4| 5178 0

Homo sapiens
nuclear cap binding
protein subunit 1,
80kDa (NCBP1),
mRNA

Q09161 180 1.00E-50 Nuclear cap-binding
protein subunit 1 . . . . pfam09090 MIF4G_like_2

MIF4G like.
Members of this
family are involved
in mediating U
snRNA export from
the nucleus. They
adopt a highly
helical structure,
wherein the
polypeptide chain
forms a right-
handed solenoid. At
the tertiary level, the
domain is
composed of a
superhelical
arrangement of
successive
antiparallel pairs of
helices.

GO:0006370|7-
methylguanosine
mRNA
capping;GO:000854
3|fibroblast growth
factor receptor
signaling
pathway;GO:001046
7|gene
expression;GO:0031
047|gene silencing
by
RNA;GO:0008334|h
istone mRNA
metabolic
process;GO:003112
4|mRNA 3'-end
processing;GO:0045
292|mRNA cis
splicing, via
spliceosome;GO:00
06406|mRNA export
from
nucleus;GO:000039
8|mRNA splicing,
via
spliceosome;GO:00
51168|nuclear
export;GO:0000184|
nuclear-transcribed
mRNA catabolic
process, nonsense-
mediated
decay;GO:0030307|
positive regulation

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0030529|ri
bonucleoprotein
complex;GO:000573
9|mitochondrion;G
O:0005845|mRNA
cap binding
complex;GO:000584
6|nuclear cap
binding
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0034518|RNA cap
binding complex;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA
binding;GO:000033
9|RNA cap binding;

K12882
NCBP1, CBP80;
nuclear cap-binding
protein subunit 1

ENSG00000136938 9 5 10 7 7.051030274 5 8 6 2 1.184978348 0.066048208 0.138477886 up no ANP32B protein_coding chr9:97983361-
98015943:+

gi|171848685|pdb|2
ELL|A 720 8.00E-90

Chain A, Solution
Structure Of The
Leucine Rich
Repeat Of Human
Acidic Leucine-
Rich Nuclear
Phosphoprotein 32
Family Member B

gi|118766340|ref|N
M_006401.2| 1463 0

Homo sapiens
acidic (leucine-rich)
nuclear
phosphoprotein 32
family, member B
(ANP32B), mRNA

Q92688 281 8.00E-90

Acidic leucine-rich
nuclear
phosphoprotein 32
family member B

. . . . pfam12799 LRR_4

Leucine Rich
repeats (2 copies).
Leucine rich repeats
are short sequence
motifs present in a
number of proteins
with diverse
functions and
cellular locations.
These repeats are
usually involved in
protein-protein
interactions. Each
Leucine Rich
Repeat is composed
of a beta-alpha unit.
These units form
elongated non-
globular structures.
Leucine Rich
Repeats are often
flanked by cysteine
rich domains.

GO:0006919|activati
on of cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:004348
6|histone
exchange;GO:00488
39|inner ear
development;GO:00
45596|negative
regulation of cell
differentiation;GO:0
006334|nucleosome
assembly;GO:00600
21|palate
development;GO:00
46827|positive
regulation of
protein export from
nucleus;GO:000194
4|vasculature
development;GO:00
21591|ventricular
system
development;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
34|nucleus;

GO:0042393|histone
binding;GO:007006
3|RNA polymerase
binding;

K18647

ANP32B; acidic
leucine-rich nuclear
phosphoprotein 32
family member B



ENSG00000136944 0 0 0 0 1.500466792 2 6 5 2 -3.783779711 0.008521796 0.032300954 down yes LMX1B protein_coding chr9:126614443-
126701032:+

gi|478498376|ref|XP
_004423521.1| 1708 0

PREDICTED: LIM
homeobox
transcription factor
1-beta isoform 2
[Ceratotherium
simum simum]

gi|292494912|ref|N
M_001174146.1| 5809 0

Homo sapiens LIM
homeobox
transcription factor
1, beta (LMX1B),
transcript variant 3,
mRNA

O60663 662 0
LIM homeobox
transcription factor
1-beta

ECU03g1170 52 6.00E-07 COG5576 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0043010|camera
-type eye
development;GO:00
08283|cell
proliferation;GO:00
21954|central
nervous system
neuron
development;GO:00
21587|cerebellum
morphogenesis;GO:
0030199|collagen
fibril
organization;GO:00
71542|dopaminergic
neuron
differentiation;GO:0
009953|dorsal/ventr
al pattern
formation;GO:0030
326|embryonic limb
morphogenesis;GO:
0035108|limb
morphogenesis;GO:
0007626|locomotory
behavior;GO:00076
13|memory;GO:003
0901|midbrain
development;GO:00
30182|neuron
differentiation;GO:0
001764|neuron
migration;GO:00420
48|olfactory
behavior;GO:00352

GO:0005634|nucleu
s;

GO:0000977|RNA
polymerase II
regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

K09371

LMX1; LIM
homeobox
transcription factor
1

ENSG00000136960 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ENPP2 protein_coding chr8:119557086-
119673453:-

gi|685559505|ref|XP
_009211784.1| 4795 0

PREDICTED:
ectonucleotide
pyrophosphatase/ph
osphodiesterase
family member 2
[Papio anubis]

gi|34530834|dbj|AK
124910.1| 3635 0

Homo sapiens
cDNA FLJ42920 fis,
clone
BRHIP3027854,
highly  similar to
Homo sapiens
ectonucleotide
pyrophosphatase/ph
osphodiesterase 2
(autotaxin) (ENPP2)

Q13822 528 2.00E-168

Ectonucleotide
pyrophosphatase/ph
osphodiesterase
family member 2

SPBC725.05c 181 1.00E-47 COG1524 pfam01663 Phosphodiest

Type I
phosphodiesterase /
nucleotide
pyrophosphatase.
This family consists
of
phosphodiesterases,
including human
plasma-cell
membrane
glycoprotein PC-1 /
alkaline
phosphodiesterase i
/ nucleotide
pyrophosphatase
(nppase). These
enzymes catalyse
the cleavage of
phosphodiester and
phosphosulfate
bonds in NAD,
deoxynucleotides
and nucleotide
sugars. Also in this
family is ATX an
autotaxin, tumor
cell motility-
stimulating protein
which exhibits type
I
phosphodiesterases
activity. The
alignment
encompasses the
active site Also

GO:0006935|chemot
axis;GO:0007186|G-
protein coupled
receptor signaling
pathway;GO:000695
5|immune
response;GO:00069
28|movement of cell
or subcellular
component;GO:000
6796|phosphate-
containing
compound
metabolic
process;GO:003463
8|phosphatidylcholi
ne catabolic
process;GO:000939
5|phospholipid
catabolic
process;GO:001063
4|positive regulation
of epithelial cell
migration;GO:20003
94|positive
regulation of
lamellipodium
morphogenesis;GO:
0050731|positive
regulation of
peptidyl-tyrosine
phosphorylation;GO
:0045765|regulation
of
angiogenesis;GO:00

GO:0005615|extrace
llular
space;GO:0005887|i
ntegral component
of plasma
membrane;GO:0005
886|plasma
membrane;

GO:0047391|alkylgl
ycerophosphoethan
olamine
phosphodiesterase
activity;GO:0005509
|calcium ion
binding;GO:001678
7|hydrolase
activity;GO:0004622
|lysophospholipase
activity;GO:0003676
|nucleic acid
binding;GO:000455
1|nucleotide
diphosphatase
activity;GO:0004528
|phosphodiesterase I
activity;GO:0030247
|polysaccharide
binding;GO:000504
4|scavenger receptor
activity;GO:0008134
|transcription factor
binding;GO:000827
0|zinc ion binding;

K01122

ENPP2;
ectonucleotide
pyrophosphatase/ph
osphodiesterase
family member 2
[EC:3.1.4.39]

ENSG00000136986 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no DERL1 protein_coding chr8:123013164-
123042423:-

gi|13236516|ref|NP_
077271.1| 1196 3.00E-152 derlin-1 isoform a

[Homo sapiens]
gi|10435906|dbj|AK
023846.1| 5488 0

Homo sapiens
cDNA FLJ13784 fis,
clone
PLACE4000593

Q71SS4 102 6.00E-24 Derlin-1 SPBC365.08c 77.8 1.00E-14 COG5291 pfam04511 DER1

Der1-like family.
The endoplasmic
reticulum (ER) of
the yeast
Saccharomyces
cerevisiae contains
of proteolytic
system able to
selectively degrade
misfolded lumenal
secretory proteins.
For examination of
the components
involved in this
degradation
process, mutants
were isolated. They
could be divided
into four
complementation
groups. The
mutations led to
stabilisation of two
different substrates
for this process.
The mutant classes
were called 'der' for
'degradation in the
ER'. DER1 was
cloned by
complementation of
the der1-2 mutation.
The DER1 gene
codes for a novel,
hydrophobic

GO:0031648|protein
destabilization;GO:0
015031|protein
transport;GO:00069
86|response to
unfolded protein;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

. K11519 DERL1; Derlin-1

ENSG00000137040 0 0 1 1 0.482170849 1 0 0 1 0.544265887 0.790493737 NA up no RANBP6 protein_coding chr9:6011043-
6015625:-

gi|31873312|emb|C
AD97647.1| 5712 0 hypothetical protein

[Homo sapiens]
gi|342349355|ref|N
M_012416.3| 4576 0

Homo sapiens RAN
binding protein 6
(RANBP6),
transcript variant 1,
mRNA

O60518 2199 0 Ran-binding protein
6 . . . . pfam13646 HEAT_2

HEAT repeats. This
family includes
multiple HEAT
repeats.

GO:0006607|NLS-
bearing protein
import into
nucleus;GO:000005
9|protein import
into nucleus,
docking;GO:000006
0|protein import
into nucleus,
translocation;GO:00
06610|ribosomal
protein import into
nucleus;

GO:0005737|cytopla
sm;GO:0031965|nuc
lear
membrane;GO:0034
399|nuclear
periphery;

GO:0008139|nuclear
localization
sequence
binding;GO:000856
5|protein transporter
activity;

. .

ENSG00000137055 0 0 0 1 0.5032651 1 3 0 0 -1.143732626 0.614066879 NA down no PLAA protein_coding chr9:26904083-
26947463:-

gi|297684283|ref|XP
_002819776.1| 4292 0

PREDICTED:
phospholipase A-2-
activating protein
[Pongo abelii]

gi|209413734|ref|N
M_001031689.2| 4234 0

Homo sapiens
phospholipase A2-
activating protein
(PLAA), mRNA

Q9Y263 249 6.00E-77 Phospholipase A-2-
activating protein . . . . pfam08324 PUL

PUL domain. The
PUL (PLAP, Ufd3p
and Lub1p) domain
is a novel alpha-
helical Ub-
associated domain.
It directly binds to
Cdc48, a
chaperone-like
AAA ATPase that
collects
ubiquitylated
substrates.

GO:0006954|inflam
matory
response;GO:00066
44|phospholipid
metabolic
process;GO:000716
5|signal
transduction;

GO:0070062|extrace
llular exosome;

GO:0016005|phosph
olipase A2 activator
activity;

K14018

PLAA, DOA1,
UFD3;
phospholipase A-2-
activating protein

ENSG00000137075 8 6 8 13 10.22557738 16 11 7 17 0.006192241 0.990080631 0.994089054 up no RNF38 protein_coding chr9:36336396-
36487548:-

gi|332228405|ref|XP
_003263380.1| 2254 0

PREDICTED: E3
ubiquitin-protein
ligase RNF38
isoform X1
[Nomascus
leucogenys]

gi|89903027|ref|NM
_194328.2| 5254 0

Homo sapiens ring
finger protein 38
(RNF38), transcript
variant 2, mRNA

Q9H0F5 204 7.00E-61 E3 ubiquitin-protein
ligase RNF38 . . . . pfam13639 zf-RING_2 Ring finger domain.

GO:0008584|male
gonad
development;GO:00
43161|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:001656
7|protein
ubiquitination;GO:0
006355|regulation of
transcription, DNA-
templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0036
126|sperm
flagellum;

GO:0016874|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K19041

RNF38_44; E3
ubiquitin-protein
ligase RNF38/44
[EC:2.3.2.27]

ENSG00000137094 2 4 0 0 3.012944219 8 2 6 5 -1.252370357 0.220165475 0.34004205 down no DNAJB5 protein_coding chr9:34989641-
34998900:+

gi|410042566|ref|XP
_001164685.3| 2108 0

PREDICTED: dnaJ
homolog subfamily
B member 5
isoform X2 [Pan
troglodytes]

gi|21211678|emb|AL
355377.25| 3224 0

Human DNA
sequence from
clone RP11-392A14
on chromosome 9,
complete sequence

O75953 257 4.00E-83
DnaJ homolog
subfamily B
member 5

. . . . pfam00226 DnaJ

DnaJ domain. DnaJ
domains (J-
domains) are
associated with
hsp70 heat-shock
system and it is
thought that this
domain mediates
the interaction.
DnaJ-domain is
therefore part of a
chaperone (protein
folding) system.
The T-antigens,
although not in
Prosite are
confirmed as DnaJ
containing domains
from literature.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00064
57|protein
folding;GO:0006986
|response to
unfolded protein;

GO:0005829|cytosol
;GO:0005634|nucleu
s;

GO:0051087|chaper
one binding; K09511

DNAJB5; DnaJ
homolog subfamily
B member 5

ENSG00000137154 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no RPS6 protein_coding chr9:19375715-
19380254:-

gi|755785705|ref|XP
_003995546.2| 1134 3.00E-150

PREDICTED: 40S
ribosomal protein
S6 [Felis catus]

gi|426361389|ref|X
M_004047846.1| 1292 0

PREDICTED:
Gorilla gorilla
gorilla ribosomal
protein S6,
transcript variant 1
(RPS6), mRNA

P47838 86.3 2.00E-19 40S ribosomal
protein S6 SPAC13G6.07c 302 6.00E-99 COG2125 pfam01092 Ribosomal_S6e Ribosomal protein

S6e.

GO:0071361|cellular
response to
ethanol;GO:0042593
|glucose
homeostasis;GO:190
3347|negative
regulation of
bicellular tight
junction
assembly;GO:00328
68|response to
insulin;GO:0000028|
ribosomal small
subunit
assembly;GO:00063
64|rRNA
processing;GO:0006
412|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;

GO:0003729|mRNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02991

RP-S6e, RPS6;
small subunit
ribosomal protein
S6e



ENSG00000137203 0 0 0 1 0.508421882 1 2 1 0 -1.157399 0.552540331 NA down no TFAP2A protein_coding chr6:10393186-
10419659:-

gi|568982451|ref|XP
_006516963.1| 2165 0

PREDICTED:
transcription factor
AP-2-alpha isoform
X2 [Mus musculus]

gi|109389359|ref|N
M_003220.2| 3300 0

Homo sapiens
transcription factor
AP-2 alpha
(activating enhancer
binding protein 2
alpha) (TFAP2A),
transcript variant 1,
mRNA

P05549 143 7.00E-39 Transcription factor
AP-2-alpha . . . . pfam03299 TF_AP-2 Transcription factor

AP-2.

GO:0060349|bone
morphogenesis;GO:
0071281|cellular
response to iron
ion;GO:0048701|em
bryonic cranial
skeleton
morphogenesis;GO:
0035115|embryonic
forelimb
morphogenesis;GO:
0061029|eyelid
development in
camera-type
eye;GO:0042472|inn
er ear
morphogenesis;GO:
0001822|kidney
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:000828
5|negative
regulation of cell
proliferation;GO:20
00378|negative
regulation of
reactive oxygen
species metabolic
process;GO:001094
4|negative
regulation of
transcription by
competitive

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000579
4|Golgi
apparatus;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0003682|chrom
atin
binding;GO:000098
7|core promoter
proximal region
sequence-specific
DNA
binding;GO:004698
3|protein
dimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000371
3|transcription

K09176
TFAP2A_B;
transcription factor
AP-2 alpha/beta

ENSG00000137216 11 47 17 115 79.71836807 156 138 137 132 -1.234661885 0.010499991 0.037188864 down yes TMEM63B protein_coding chr6:44126914-
44155519:+

gi|119624652|gb|EA
X04247.1| 3976 0

transmembrane
protein 63B,
isoform CRA_b
[Homo sapiens]

gi|50949998|emb|CR
627460.1| 3280 0

Homo sapiens
mRNA; cDNA
DKFZp686N2275
(from clone
DKFZp686N2275)

Q5T3F8 400 4.00E-132 CSC1-like protein 2 . . . . pfam02714 DUF221

Domain of
unknown function
DUF221. This
family consists of
hypothetical
transmembrane
proteins none of
which have any
function, the
aligned region is at
538 residues at
maximum length.

GO:0006811|ion
transport;

GO:0015629|actin
cytoskeleton;GO:00
16021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0000166|nucleot
ide binding; . .

ENSG00000137267 5 1 9 5 3.747681135 1 1 1 2 2.658315175 0.007726371 0.030073945 up yes TUBB2A protein_coding chr6:3153669-
3157526:-

gi|532083652|ref|XP
_005327564.1| 2229 0

PREDICTED:
tubulin beta-2A
chain isoform X1
[Ictidomys
tridecemlineatus]

gi|68299771|ref|NM
_001069.2| 1595 0

Homo sapiens
tubulin, beta 2A
class IIa (TUBB2A),
transcript variant 1,
mRNA

P85108 862 0 Tubulin beta-2A
chain ECU03g0820i 728 0 COG5023 pfam03953 Tubulin_C

Tubulin C-terminal
domain. This family
includes the tubulin
alpha, beta and
gamma chains.
Members of this
family are involved
in polymer
formation. Tubulins
are GTPases. FtsZ
can polymerize into
tubes, sheets, and
rings in vitro and is
ubiquitous in
eubacteria and
archaea. Tubulin is
the major
component of
microtubules. (The
FtsZ GTPases have
been split into their
won family).

GO:0007017|microt
ubule-based
process;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00058
74|microtubule;GO:
0005634|nucleus;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0005200
|structural
constituent of
cytoskeleton;

K07375 TUBB; tubulin beta

ENSG00000137288 72 82 91 49 65.08822985 43 35 61 51 1.268172356 0.001298591 0.008122639 up yes UQCC2 protein_coding chr6:33694293-
33711727:-

gi|14150128|ref|NP_
115716.1| 662 3.00E-86

ubiquinol-
cytochrome-c
reductase complex
assembly factor 2
[Homo sapiens]

gi|13234811|emb|AL
139044.15| 4365 0

Human DNA
sequence from
clone RP11-6B20
on chromosome 6,
complete sequence

Q14573 117 6.00E-25
Inositol 1,4,5-
trisphosphate
receptor type 3

. . . . pfam15455 Pro-rich_19

Proline-rich 19.
This family includes
proline-rich protein
19.

GO:0034551|mitoch
ondrial respiratory
chain complex III
assembly;GO:19033
64|positive
regulation of
cellular protein
catabolic
process;GO:007013
1|positive regulation
of mitochondrial
translation;GO:0050
796|regulation of
insulin
secretion;GO:00020
82|regulation of
oxidative
phosphorylation;GO
:2001014|regulation
of skeletal muscle
cell differentiation;

GO:0005743|mitoch
ondrial inner
membrane;GO:0005
758|mitochondrial
intermembrane
space;GO:0005759|
mitochondrial
matrix;GO:0042645|
mitochondrial
nucleoid;GO:000573
9|mitochondrion;G
O:0005634|nucleus;

. K04960
ITPR3; inositol
1,4,5-triphosphate
receptor type 3

ENSG00000137309 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no HMGA1 protein_coding chr6:34236873-
34246231:+

gi|119624167|gb|EA
X03762.1| 1169 7.00E-154

high mobility group
AT-hook 1, isoform
CRA_a, partial
[Homo sapiens]

gi|208431751|ref|N
M_145901.2| 2159 0

Homo sapiens high
mobility group AT-
hook 1 (HMGA1),
transcript variant 3,
mRNA

. . . . . . . . pfam14249 Tocopherol_cycl

Tocopherol cyclase.
This family contains
tocopherol cyclases.
These enzymes are
involved in the
synthesis of
tocopherols and
tocotrienols
(vitamin E).

. . . . .

ENSG00000137404 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NRM protein_coding chr6:30688047-
30691420:-

gi|18204632|gb|AAH
21260.1| 1022 2.00E-132

Unknown (protein
for
IMAGE:4135057),
partial [Homo
sapiens]

gi|399124749|ref|N
M_007243.2| 1755 0

Homo sapiens
nurim (nuclear
envelope membrane
protein) (NRM),
transcript variant 1,
mRNA

Q1XHX8 258 4.00E-107 Nurim . . . . pfam05110 AF-4

AF-4 proto-
oncoprotein. This
family consists of
AF4 (Proto-
oncogene AF4) and
FMR2 (Fragile X E
mental retardation
syndrome) nuclear
proteins. These
proteins have been
linked to human
diseases such as
acute lymphoblastic
leukaemia and
mental retardation.
The family also
contains a
Drosophila AF4
protein homologue
Lilliputian which
contains an AT-
hook domain.
Lilliputian
represents a novel
pair-rule gene that
acts in cytoskeleton
regulation,
segmentation and
morphogenesis in
Drosophila.

.

GO:0016021|integral
component of
membrane;GO:0005
635|nuclear
envelope;GO:00056
37|nuclear inner
membrane;

. . .

ENSG00000137409 113 132 144 129 138.7699788 137 134 174 158 0.375389316 0.16315748 0.273135376 up no MTCH1 protein_coding chr6:36968141-
36986298:-

gi|530381726|ref|XP
_005249036.1| 1792 0

PREDICTED:
mitochondrial
carrier homolog 1
isoform X2 [Homo
sapiens]

gi|410442520|ref|N
M_001271641.1| 2057 0

Homo sapiens
mitochondrial
carrier 1 (MTCH1),
transcript variant 2,
mRNA

Q9NZJ7 68.2 3.00E-12 Mitochondrial
carrier homolog 1 . . . . pfam00153 Mito_carr Mitochondrial

carrier protein.

GO:0006919|activati
on of cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:000691
5|apoptotic
process;GO:004516
1|neuronal ion
channel
clustering;GO:00430
65|positive
regulation of
apoptotic
process;GO:000996
6|regulation of
signal
transduction;GO:00
06810|transport;

GO:0016021|integral
component of
membrane;GO:0005
622|intracellular;GO
:0016020|membrane
;GO:0005743|mitoch
ondrial inner
membrane;GO:0005
739|mitochondrion;

. K17885
MTCH;
mitochondrial
carrier

ENSG00000137414 0 0 1 1 0.767359927 0 1 0 4 -0.747897936 0.690541556 NA down no FAM8A1 protein_coding chr6:17600355-
17611719:+

gi|7705268|ref|NP_0
57339.1| 1755 0 protein FAM8A1

[Homo sapiens]
gi|215820646|ref|N
M_016255.2| 4677 0

Homo sapiens
family with
sequence similarity
8, member A1
(FAM8A1), mRNA

Q9UBU6 680 0 Protein FAM8A1 . . . . pfam06271 RDD

RDD family. This
family of proteins
contain three highly
conserved amino
acids: one arginine
and two aspartates,
hence the name of
RDD family. This
region contains two
predicted
transmembrane
regions. The
arginine occurs at
the N terminus of
the first helix and
the first aspartate
occurs in the middle
of this helix. The
molecular function
of this region is
unknown. However
this region may be
involved in
transport of an as
yet unknown set of
ligands (Bateman A
pers. obs.).

.
GO:0016021|integral
component of
membrane;

. . .



ENSG00000137449 1196 815 1203 529 744.5440116 196 312 518 307 2.193331491 4.48E-06 9.85E-05 up yes CPEB2 protein_coding chr4:15002674-
15070153:+

gi|293651600|ref|NP
_001170853.1| 2693 0

cytoplasmic
polyadenylation
element-binding
protein 2 isoform D
[Homo sapiens]

gi|293651599|ref|N
M_001177382.1| 6878 0

Homo sapiens
cytoplasmic
polyadenylation
element binding
protein 2 (CPEB2),
transcript variant D,
mRNA

Q7Z5Q1 998 0

Cytoplasmic
polyadenylation
element-binding
protein 2

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0071243|cellular
response to arsenic-
containing
substance;GO:00714
56|cellular response
to
hypoxia;GO:003286
9|cellular response
to insulin
stimulus;GO:003459
9|cellular response
to oxidative
stress;GO:2000766|n
egative regulation of
cytoplasmic
translation;GO:1900
248|negative
regulation of
cytoplasmic
translational
elongation;GO:0034
260|negative
regulation of
GTPase
activity;GO:0045900
|negative regulation
of translational
elongation;

GO:0005737|cytopla
sm;GO:1990124|mes
senger
ribonucleoprotein
complex;GO:004300
5|neuron
projection;GO:0005
634|nucleus;GO:000
5844|polysome;GO:
0045202|synapse;

GO:0005095|GTPas
e inhibitor
activity;GO:0035925
|mRNA 3'-UTR AU-
rich region
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000818
7|poly-pyrimidine
tract
binding;GO:004302
3|ribosomal large
subunit
binding;GO:004302
4|ribosomal small
subunit
binding;GO:004302
2|ribosome
binding;GO:000813
5|translation factor
activity, RNA
binding;GO:000090
0|translation
repressor activity,
nucleic acid
binding;

K02602

CPEB, ORB;
cytoplasmic
polyadenylation
element-binding
protein

ENSG00000137478 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no FCHSD2 protein_coding chr11:72836745-
73142261:-

gi|817284238|ref|XP
_012312338.1| 3814 0

PREDICTED: F-
BAR and double
SH3 domains
protein 2 isoform
X2 [Aotus
nancymaae]

gi|3882258|dbj|AB0
18312.1| 4331 0

Homo sapiens
mRNA for
KIAA0769 protein,
partial cds

O94868 195 3.00E-98
F-BAR and double
SH3 domains
protein 2

. . . . pfam00611 FCH

Fes/CIP4, and
EFC/F-BAR
homology domain.
Alignment extended
from. Highly alpha-
helical. The
cytosolic endocytic
adaptor proteins in
fungi carry this
domain at the N-
terminus; several of
these have been
referred to as
muniscin proteins.
These N-terminal
BAR, N-BAR, and
EFC/F-BAR
domains are found
in proteins that
regulate membrane
trafficking events
by inducing
membrane
tubulation. The
domain dimerises
into a curved
structure that binds
to liposomes and
either senses or
induces the
curvature of the
membrane bilayer
to cause biophysical
changes to the
shape of the bilayer;

GO:0007274|neuro
muscular synaptic
transmission;GO:00
30833|regulation of
actin filament
polymerization;

GO:0031594|neuro
muscular
junction;GO:005503
7|recycling
endosome;

. . .

ENSG00000137492 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no THAP12 protein_coding chr11:76349956-
76380971:-

gi|19923268|ref|NP_
004696.2| 4028 0

52 kDa repressor of
the inhibitor of the
protein kinase
[Homo sapiens]

gi|34365475|emb|BX
641144.1| 6777 0

Homo sapiens
mRNA; cDNA
DKFZp686E11222
(from clone
DKFZp686E11222)

O43422 213 1.00E-62
52 kDa repressor of
the inhibitor of the
protein kinase

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0008285|negativ
e regulation of cell
proliferation;GO:00
06950|response to
stress;GO:0007165|s
ignal transduction;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000137502 1 0 0 1 0.603988965 0 1 1 1 -0.039331693 0.98227375 NA down no RAB30 protein_coding chr11:82973133-
83071923:-

gi|612023069|ref|XP
_001377113.3| 1085 2.00E-131

PREDICTED: ras-
related protein Rab-
30 isoform X1
[Monodelphis
domestica]

gi|554506497|ref|N
M_014488.4| 9929 0

Homo sapiens
RAB30, member
RAS oncogene
family (RAB30),
transcript variant 2,
mRNA

Q923S9 211 1.00E-66 Ras-related protein
Rab-30 . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0007030|Golgi
organization;GO:00
07264|small GTPase
mediated signal
transduction;

GO:0005801|cis-
Golgi
network;GO:000573
7|cytoplasm;GO:003
1985|Golgi
cisterna;GO:001602
0|membrane;GO:00
05802|trans-Golgi
network;

GO:0005525|GTP
binding; K07917 RAB30; Ras-related

protein Rab-30

ENSG00000137504 8 15 7 29 19.2094656 33 28 24 29 -0.488611009 0.217928739 0.337542129 down no CREBZF protein_coding chr11:85659708-
85682908:-

gi|675801406|ref|XP
_008956674.1| 1110 1.00E-139

PREDICTED:
CREB/ATF bZIP
transcription factor
isoform X1 [Pan
paniscus]

gi|253735741|ref|NR
_028024.1| 4329 0

Homo sapiens
CREB/ATF bZIP
transcription factor
(CREBZF),
transcript variant 2,
non-coding RNA

Q9NS37 421 1.00E-133 CREB/ATF bZIP
transcription factor . . . . pfam03383 Serpentine_r_xa

Caenorhabditis
serpentine receptor-
like protein, class
xa. This family
contains various
Caenorhabditis
proteins, some of
which are annotated
as being serpentine
receptors, mainly of
the xa class.

GO:0045814|negativ
e regulation of gene
expression,
epigenetic;GO:0045
892|negative
regulation of
transcription, DNA-
templated;GO:00510
90|regulation of
sequence-specific
DNA binding
transcription factor
activity;GO:0009615
|response to
virus;GO:0006351|tr
anscription, DNA-
templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004280
2|identical protein
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000137522 0 1 0 1 0.7274338 2 1 0 2 -0.80346521 0.626944672 NA down no RNF121 protein_coding chr11:71928701-
71997597:+

gi|332211439|ref|XP
_003254826.1| 1744 0

PREDICTED: RING
finger protein 121
isoform X1
[Nomascus
leucogenys]

gi|203097357|ref|N
M_018320.4| 2604 0

Homo sapiens ring
finger protein 121
(RNF121),
transcript variant 1,
mRNA

Q8R1Z9 150 1.00E-43 RING finger protein
121 . . . . pfam13639 zf-RING_2 Ring finger domain.

GO:0030968|endopl
asmic reticulum
unfolded protein
response;GO:00304
33|ER-associated
ubiquitin-dependent
protein catabolic
process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0061630|ubiquit
in protein ligase
activity;GO:0008270
|zinc ion binding;

K15698 RNF121; RING
finger protein 121

ENSG00000137573 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SULF1 protein_coding chr8:69466624-
69660915:+

gi|189571636|ref|NP
_055985.2| 4466 0

extracellular
sulfatase Sulf-1
precursor [Homo
sapiens]

gi|189571635|ref|N
M_015170.2| 5710 0

Homo sapiens
sulfatase 1 (SULF1),
transcript variant 3,
mRNA

Q8IWU6 351 3.00E-114 Extracellular
sulfatase Sulf-1 yidJ 104 4.00E-22 COG3119 pfam12548 DUF3740

Sulfatase protein.
This domain family
is found in
eukaryotes, and is
typically between
144 and 173 amino
acids in length. The
family is found in
association with
pfam00884.

GO:0006915|apopto
tic
process;GO:006034
8|bone
development;GO:00
51216|cartilage
development;GO:00
02063|chondrocyte
development;GO:00
48706|embryonic
skeletal system
development;GO:00
14846|esophagus
smooth muscle
contraction;GO:003
5860|glial cell-
derived
neurotrophic factor
receptor signaling
pathway;GO:003283
6|glomerular
basement
membrane
development;GO:00
03094|glomerular
filtration;GO:003020
1|heparan sulfate
proteoglycan
metabolic
process;GO:006038
4|innervation;GO:00
01822|kidney
development;GO:00
16525|negative
regulation of

GO:0009986|cell
surface;GO:0005783
|endoplasmic
reticulum;GO:00056
15|extracellular
space;GO:0005794|
Golgi
apparatus;GO:00057
95|Golgi
stack;GO:0045121|
membrane
raft;GO:0005886|pla
sma membrane;

GO:0004065|arylsul
fatase
activity;GO:0005509
|calcium ion
binding;GO:000844
9|N-
acetylglucosamine-
6-sulfatase activity;

K14607
SULF; extracellular
sulfatase Sulf
[EC:3.1.6.-]

ENSG00000137673 0 0 0 0 0.206560414 0 0 2 0 -0.901932469 0.798356839 NA down no MMP7 protein_coding chr11:102520508-
102530753:-

gi|4505219|ref|NP_0
02414.1| 1441 0

matrilysin
preproprotein
[Homo sapiens]

gi|164690070|dbj|A
K309687.1| 1323 0 Homo sapiens

cDNA, FLJ99728 P09237 433 1.00E-149 Matrilysin . . . . pfam00413 Peptidase_M10

Matrixin. The
members of this
family are enzymes
that cleave peptides.
These proteases
require zinc for
catalysis.

GO:0007568|aging;
GO:0071260|cellular
response to
mechanical
stimulus;GO:003057
4|collagen catabolic
process;GO:004484
9|estrous
cycle;GO:0022617|e
xtracellular matrix
disassembly;GO:006
0135|maternal
process involved in
female
pregnancy;GO:0006
508|proteolysis;GO:
0031667|response to
nutrient levels;

GO:0009986|cell
surface;GO:0070062
|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0005578|p
roteinaceous
extracellular matrix;

GO:0008201|hepari
n
binding;GO:000422
2|metalloendopeptid
ase
activity;GO:0004252
|serine-type
endopeptidase
activity;GO:0008270
|zinc ion binding;

K01397

MMP7; matrix
metalloproteinase-7
(matrilysin, uterine)
[EC:3.4.24.23]



ENSG00000137692 17 18 17 24 20.25184326 13 22 33 22 0.30694899 0.440423105 0.568929308 up no DCUN1D5 protein_coding chr11:103062076-
103092215:-

gi|14150015|ref|NP_
115675.1| 1267 7.00E-172 DCN1-like protein 5

[Homo sapiens]
gi|262231819|ref|N
M_032299.3| 1337 0

Homo sapiens
DCN1, defective in
cullin neddylation 1,
domain containing 5
(DCUN1D5),
mRNA

Q5RHX6 58.9 8.00E-20 DCN1-like protein 4 . . . . pfam03556 Cullin_binding

Cullin binding. This
domain binds to
cullins and to Rbx-
1, components of an
E3 ubiquitin ligase
complex for
neddylation.
Neddylation is the
process by which
the C-terminal
glycine of the
ubiquitin-like
protein Nedd8 is
covalently linked to
lysine residues in a
protein through an
isopeptide bond.
The structure of this
domain is
composed entirely
of alpha helices.

GO:0051443|positiv
e regulation of
ubiquitin-protein
transferase
activity;GO:0045116
|protein
neddylation;

GO:0000151|ubiquit
in ligase complex;

GO:0097602|cullin
family protein
binding;GO:003162
4|ubiquitin
conjugating enzyme
binding;GO:003218
2|ubiquitin-like
protein binding;

K17824
DCUN1D4_5;
DCN1-like protein
4/5

ENSG00000137710 0 1 0 3 2.839854042 5 7 6 6 -2.139520685 0.032477499 0.083403755 down no RDX protein_coding chr11:110174880-
110296722:-

gi|655601716|ref|XP
_002708517.2| 2544 0

PREDICTED: LOW
QUALITY
PROTEIN: radixin
[Oryctolagus
cuniculus]

gi|62244047|ref|NM
_002906.3| 4478 0

Homo sapiens
radixin (RDX),
transcript variant 3,
mRNA

P26043 269 2.00E-85 Radixin . . . . pfam00769 ERM

Ezrin/radixin/moesi
n family. This
family of proteins
contain a band 4.1
domain
(pfam00373), at
their amino
terminus. This
family represents
the rest of these
proteins.

GO:0051693|actin
filament capping;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00198
98|extrinsic
component of
membrane;GO:0005
886|plasma
membrane;

. K05762 RDX; radixin

ENSG00000137764 10 6 3 10 7.15194451 6 8 8 6 0.60715891 0.293975639 0.420726883 up no MAP2K5 protein_coding chr15:67542709-
67807123:+

gi|21729895|ref|NP_
660143.1| 2408 0

dual specificity
mitogen-activated
protein kinase
kinase 5 isoform A
[Homo sapiens]

gi|332164796|ref|N
M_145160.2| 2338 0

Homo sapiens
mitogen-activated
protein kinase
kinase 5 (MAP2K5),
transcript variant 1,
mRNA

Q13163 267 8.00E-87

Dual specificity
mitogen-activated
protein kinase
kinase 5

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0000187|activati
on of MAPK
activity;GO:0071363
|cellular response to
growth factor
stimulus;GO:007149
9|cellular response
to laminar fluid
shear
stress;GO:0070375|E
RK5
cascade;GO:000750
7|heart
development;GO:00
90051|negative
regulation of cell
migration involved
in sprouting
angiogenesis;GO:20
00342|negative
regulation of
chemokine (C-X-C
motif) ligand 2
production;GO:0043
154|negative
regulation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:200124
0|negative
regulation of
extrinsic apoptotic
signaling pathway

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;GO:0005819|s
pindle;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000467
2|protein kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase activity;

K04463

MAP2K5, MEK5;
mitogen-activated
protein kinase
kinase 5
[EC:2.7.12.2]

ENSG00000137770 57 36 47 26 33.02751462 10 13 23 14 2.152254468 2.21E-05 0.000343188 up yes CTDSPL2 protein_coding chr15:44427234-
44529038:+

gi|100815975|ref|NP
_057480.2| 2361 0

CTD small
phosphatase-like
protein 2 [Homo
sapiens]

gi|13876478|gb|AC0
09996.7|AC009996 4931 0

Homo sapiens
chromosome 15
clone RP11-151N17
map 15q15,
complete sequence

Q05D32 234 3.00E-73
CTD small
phosphatase-like
protein 2

YLR019w 150 3.00E-37 COG5190 pfam03031 NIF

NLI interacting
factor-like
phosphatase. This
family contains a
number of NLI
interacting factor
isoforms and also
an N-terminal
regions of RNA
polymerase II CTC
phosphatase and
FCP1 serine
phosphatase. This
region has been
identified as the
minimal
phosphatase
domain.

. .

GO:0004721|phosph
oprotein
phosphatase
activity;

K17616

CTDSPL2; CTD
small phosphatase-
like protein 2
[EC:3.1.3.-]

ENSG00000137776 3 16 5 30 19.58202355 31 42 28 28 -0.866423227 0.081054799 0.159899013 down no SLTM protein_coding chr15:58879045-
58933653:-

gi|63176611|ref|NP_
079031.2| 2242 0

SAFB-like
transcription
modulator isoform
a [Homo sapiens]

gi|63176610|ref|NM
_024755.2| 4147 0

Homo sapiens
SAFB-like,
transcription
modulator (SLTM),
transcript variant 1,
mRNA

Q8CH25 42 1.00E-14
SAFB-like
transcription
modulator

. . . . pfam14259 RRM_6

RNA recognition
motif (a.k.a. RRM,
RBD, or RNP
domain).

GO:0006915|apopto
tic
process;GO:005068
4|regulation of
mRNA
processing;GO:0006
357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0003690|double
-stranded DNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:004356
5|sequence-specific
DNA binding;

. .

ENSG00000137815 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RTF1 protein_coding chr15:41408408-
41483563:+

gi|397512664|ref|XP
_003826660.1| 2756 0

PREDICTED: LOW
QUALITY
PROTEIN: RNA
polymerase-
associated protein
RTF1 homolog
[Pan paniscus]

gi|195976781|ref|N
M_015138.4| 5021 0

Homo sapiens RTF1
homolog, Paf1/RNA
polymerase II
complex component
(RTF1), mRNA

A2AQ19 62.4 8.00E-11
RNA polymerase-
associated protein
RTF1 homolog

SPBC651.09c 144 1.00E-34 COG5296 pfam03126 Plus-3

Plus-3 domain. This
domain is about 90
residues in length
and is often found
associated with the
pfam02213 domain.
The function of this
domain is uncertain.
It is possible that
this domain is
involved in DNA
binding as it has
three conserved
positively charged
residues, hence this
domain has been
named the plus-3
domain. It is found
in yeast Rtf1 which
may be a
transcription
elongation factor.

GO:0001711|endode
rmal cell fate
commitment;GO:00
16570|histone
modification;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00329
68|positive
regulation of
transcription
elongation from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00198
27|stem cell
population
maintenance;GO:00
06368|transcription
elongation from
RNA polymerase II
promoter;GO:00160
55|Wnt signaling
pathway;

GO:0016593|Cdc73/
Paf1 complex;

GO:0003697|single-
stranded DNA
binding;

K15178

RTF1; RNA
polymerase-
associated protein
RTF1

ENSG00000137817 56 105 112 148 141.8631975 160 227 217 216 -0.440173162 0.084225832 0.163919333 down no PARP6 protein_coding chr15:72241181-
72272999:-

gi|586472005|ref|XP
_006866585.1| 3149 0

PREDICTED: poly
[ADP-ribose]
polymerase 6
[Chrysochloris
asiatica]

gi|21749477|dbj|AK
091172.1| 3642 0

Homo sapiens
cDNA FLJ33853 fis,
clone
CTONG2005795

Q2NL67 336 0 Poly [ADP-ribose]
polymerase 6 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. .

GO:0003950|NAD+
ADP-
ribosyltransferase
activity;

K15258

PARP6_8; poly
[ADP-ribose]
polymerase 6/8
[EC:2.4.2.30]

ENSG00000137845 11 25 5 22 17.61396145 25 20 26 19 -0.038891383 0.927356534 0.956560275 down no ADAM10 protein_coding chr15:58588807-
58749978:-

gi|724878181|ref|XP
_010372558.1| 3733 0

PREDICTED:
disintegrin and
metalloproteinase
domain-containing
protein 10
[Rhinopithecus
roxellana]

gi|14550296|gb|AC0
91046.2|AC091046 8838 0

Homo sapiens
chromosome 15
clone RP11-123C21
map 15q21.3,
complete sequence

O14672 254 6.00E-79

Disintegrin and
metalloproteinase
domain-containing
protein 10

. . . . pfam13574 Reprolysin_2

Metallo-peptidase
family M12B
Reprolysin-like.
This zinc-binding
metallo-peptidase
has the
characteristic
binding motif
HExxGHxxGxxH of
Reprolysin-like
peptidases of family
M12B.

GO:0001701|in
utero embryonic
development;GO:00
06509|membrane
protein ectodomain
proteolysis;GO:0007
162|negative
regulation of cell
adhesion;GO:00072
19|Notch signaling
pathway;GO:000646
8|protein
phosphorylation;GO
:0045670|regulation
of osteoclast
differentiation;

GO:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0005
794|Golgi
apparatus;GO:00057
98|Golgi-associated
vesicle;GO:0016021|
integral component
of
membrane;GO:0016
020|membrane;GO:
0005634|nucleus;G
O:0005802|trans-
Golgi network;

GO:0046872|metal
ion
binding;GO:000422
2|metalloendopeptid
ase
activity;GO:0008237
|metallopeptidase
activity;GO:0042803
|protein
homodimerization
activity;GO:0019901
|protein kinase
binding;

K06704

ADAM10;
disintegrin and
metalloproteinase
domain-containing
protein 10
[EC:3.4.24.81]

ENSG00000137942 0 0 0 0 0.404364713 2 1 1 0 -1.888923316 0.408706661 NA down no FNBP1L protein_coding chr1:93448131-
93554661:+

gi|675697135|ref|XP
_008958762.1| 3152 0

PREDICTED:
formin-binding
protein 1-like
isoform X5 [Pan
paniscus]

gi|284172409|ref|N
M_001024948.2| 5341 0

Homo sapiens
formin binding
protein 1-like
(FNBP1L),
transcript variant 1,
mRNA

Q2HWF0 1053 0 Formin-binding
protein 1-like . . . . pfam00611 FCH

Fes/CIP4, and
EFC/F-BAR
homology domain.
Alignment extended
from. Highly alpha-
helical. The
cytosolic endocytic
adaptor proteins in
fungi carry this
domain at the N-
terminus; several of
these have been
referred to as
muniscin proteins.
These N-terminal
BAR, N-BAR, and
EFC/F-BAR
domains are found
in proteins that
regulate membrane
trafficking events
by inducing
membrane
tubulation. The
domain dimerises
into a curved
structure that binds
to liposomes and
either senses or
induces the
curvature of the
membrane bilayer
to cause biophysical
changes to the
shape of the bilayer;

GO:0006914|autoph
agy;GO:0042384|cili
um
assembly;GO:00725
83|clathrin-mediated
endocytosis;GO:000
6900|membrane
budding;GO:001032
4|membrane
invagination;GO:00
97320|membrane
tubulation;GO:0051
491|positive
regulation of
filopodium
assembly;GO:00160
50|vesicle
organization;GO:00
30050|vesicle
transport along actin
filament;

GO:0005938|cell
cortex;GO:0005913|
cell-cell adherens
junction;GO:000573
7|cytoplasm;GO:001
6023|cytoplasmic
membrane-bounded
vesicle;GO:0005856|
cytoskeleton;GO:00
70062|extracellular
exosome;GO:00058
86|plasma
membrane;GO:0005
802|trans-Golgi
network;

GO:0005086|ARF
guanyl-nucleotide
exchange factor
activity;GO:0098641
|cadherin binding
involved in cell-cell
adhesion;GO:00082
89|lipid binding;

. .



ENSG00000138018 0 0 0 0 0.304441623 3 0 0 0 -1.480855571 0.670705587 NA down no SELENOI protein_coding chr2:26308547-
26395891:+

gi|12697993|dbj|BA
B21815.1| 1842 0 KIAA1724 protein

[Homo sapiens]
gi|144094257|ref|N
M_033505.2| 8112 0

Homo sapiens
ethanolaminephosp
hotransferase 1
(EPT1), mRNA

Q5NV96 73.6 4.00E-16 Ethanolaminephosp
hotransferase 1 YHR123w 101 8.00E-25 COG5050 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006646|phosph
atidylethanolamine
biosynthetic
process;GO:190395
5|positive regulation
of protein targeting
to mitochondrion;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0004307|ethanol
aminephosphotransf
erase
activity;GO:0046872
|metal ion binding;

K00993

EPT1;
ethanolaminephosp
hotransferase
[EC:2.7.8.1]

ENSG00000138029 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no HADHB protein_coding chr2:26243170-
26290468:+

gi|4504327|ref|NP_0
00174.1| 2533 0

trifunctional enzyme
subunit beta,
mitochondrial
isoform 1 precursor
[Homo sapiens]

gi|21754505|dbj|AK
095278.1| 2874 0

Homo sapiens
cDNA FLJ37959 fis,
clone
CTONG2009572,
highly similar to
TRIFUNCTONAL
ENZYME BETA
SUBUNIT,
MITOCHONDRIAL
PRECURSOR

P55084 306 3.00E-101
Trifunctional
enzyme subunit
beta, mitochondrial

YPO2746 75.5 3.00E-15 COG0183 pfam00108 Thiolase_N

Thiolase, N-
terminal domain.
Thiolase is reported
to be structurally
related to beta-
ketoacyl synthase
(pfam00109), and
also chalcone
synthase.

GO:0035965|cardiol
ipin acyl-chain
remodeling;GO:000
6635|fatty acid beta-
oxidation;

GO:0005783|endopl
asmic
reticulum;GO:00700
62|extracellular
exosome;GO:00057
40|mitochondrial
envelope;GO:00057
43|mitochondrial
inner
membrane;GO:0042
645|mitochondrial
nucleoid;GO:000574
1|mitochondrial
outer
membrane;GO:0005
739|mitochondrion;

GO:0003857|3-
hydroxyacyl-CoA
dehydrogenase
activity;GO:0003988
|acetyl-CoA C-
acyltransferase
activity;GO:0004300
|enoyl-CoA
hydratase
activity;GO:0016509
|long-chain-3-
hydroxyacyl-CoA
dehydrogenase
activity;GO:0044822
|poly(A) RNA
binding;

K07509
HADHB; acetyl-
CoA acyltransferase
[EC:2.3.1.16]

ENSG00000138069 797 598 733 321 495.2757487 175 237 325 230 2.041984846 5.23E-06 0.000110763 up yes RAB1A protein_coding chr2:65070701-
65130106:-

gi|676264806|gb|KF
O21151.1| 1123 3.00E-144

Ras-related protein
Rab-1A [Fukomys
damarensis]

gi|207442673|ref|N
M_004161.4| 2447 0

Homo sapiens
RAB1A, member
RAS oncogene
family (RAB1A),
transcript variant 1,
mRNA

Q6NYB7 226 3.00E-67 Ras-related protein
Rab-1A . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0000045|autoph
agosome
assembly;GO:00069
14|autophagy;GO:00
16477|cell
migration;GO:00427
42|defense response
to
bacterium;GO:0006
897|endocytosis;GO
:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00302
52|growth hormone
secretion;GO:00726
06|interleukin-8
secretion;GO:00324
82|Rab protein
signal
transduction;GO:00
47496|vesicle
transport along
microtubule;

GO:0005829|cytosol
;GO:0005769|early
endosome;GO:0005
789|endoplasmic
reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0042
470|melanosome;G
O:0043025|neuronal
cell body;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

K07874 RAB1A; Ras-related
protein Rab-1A

ENSG00000138071 1 4 1 5 6.186979473 17 13 5 13 -1.651669928 0.01798499 0.054694112 down no ACTR2 protein_coding chr2:65227753-
65271253:+

gi|53692187|ref|NP_
001005386.1| 2037 0

actin-related protein
2 isoform a [Homo
sapiens]

gi|205361120|ref|N
M_005722.3| 3861 0

Homo sapiens
ARP2 actin-related
protein 2 homolog
(yeast) (ACTR2),
transcript variant 2,
mRNA

P61161 744 0 Actin-related
protein 2 YDL029w 516 4.00E-170 COG5277 pfam00022 Actin Actin.

GO:0030036|actin
cytoskeleton
organization;GO:00
34314|Arp2/3
complex-mediated
actin
nucleation;GO:0008
356|asymmetric cell
division;GO:004238
4|cilium
assembly;GO:00164
82|cytoplasmic
transport;GO:00071
63|establishment or
maintenance of cell
polarity;GO:005132
1|meiotic cell
cycle;GO:0016344|
meiotic
chromosome
movement towards
spindle
pole;GO:0033206|m
eiotic
cytokinesis;GO:005
1653|spindle
localization;

GO:0030478|actin
cap;GO:0005885|Ar
p2/3 protein
complex;GO:000593
8|cell
cortex;GO:0042995|
cell
projection;GO:0005
737|cytoplasm;GO:0
005829|cytosol;GO:
0070062|extracellula
r
exosome;GO:00059
25|focal
adhesion;GO:00160
20|membrane;

GO:0005524|ATP
binding;GO:000520
0|structural
constituent of
cytoskeleton;

K17260
ACTR2, ARP2;
actin-related protein
2

ENSG00000138081 0 1 0 0 1.915199957 4 4 4 6 -3.318498827 0.009904569 0.035672889 down yes FBXO11 protein_coding chr2:47789316-
47905793:-

gi|426335490|ref|XP
_004029253.1| 4647 0

PREDICTED: F-
box only protein 11
isoform 1 [Gorilla
gorilla gorilla]

gi|298231104|ref|N
M_001190274.1| 4055 0

Homo sapiens F-
box protein 11
(FBXO11),
transcript variant 4,
mRNA

Q7TPD1 134 6.00E-36 F-box only protein
11 . . . . pfam13229 Beta_helix

Right handed beta
helix region. This
region contains a
parallel beta helix
region that shares
some similarity with
Pectate lyases.

GO:0007605|sensor
y perception of
sound;

GO:0005694|chrom
osome;GO:0005737|
cytoplasm;GO:0005
730|nucleolus;GO:0
000151|ubiquitin
ligase complex;

GO:0016274|protein
-arginine N-
methyltransferase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K10297 FBXO11; F-box
protein 11

ENSG00000138095 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no LRPPRC protein_coding chr2:43886508-
43996005:-

gi|31621305|ref|NP_
573566.2| 6856 0

leucine-rich PPR
motif-containing
protein,
mitochondrial
precursor [Homo
sapiens]

gi|187607278|ref|N
M_133259.3| 6335 0

Homo sapiens
leucine-rich
pentatricopeptide
repeat containing
(LRPPRC), mRNA

P42704 2647 0

Leucine-rich PPR
motif-containing
protein,
mitochondrial

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0047497|mitoch
ondrion transport
along
microtubule;GO:005
1028|mRNA
transport;GO:00009
61|negative
regulation of
mitochondrial RNA
catabolic
process;GO:007012
9|regulation of
mitochondrial
translation;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0000794|conden
sed nuclear
chromosome;GO:00
05856|cytoskeleton;
GO:0030529|ribonu
cleoprotein
complex;GO:001602
0|membrane;GO:00
05874|microtubule;
GO:0042645|mitoch
ondrial
nucleoid;GO:000573
9|mitochondrion;G
O:0005637|nuclear
inner
membrane;GO:0005
640|nuclear outer
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0048471|perinu
clear region of
cytoplasm;

GO:0048487|beta-
tubulin
binding;GO:000801
7|microtubule
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000369
7|single-stranded
DNA
binding;GO:003162
5|ubiquitin protein
ligase binding;

K17964

LRPPRC; leucine-
rich PPR motif-
containing protein,
mitochondrial

ENSG00000138101 0 7 3 4 8.103578773 21 15 8 19 -1.684144381 0.009610283 0.03490262 down yes DTNB protein_coding chr2:25377198-
25673647:-

gi|594687785|ref|XP
_007191326.1| 3301 0

PREDICTED:
dystrobrevin beta
isoform X1
[Balaenoptera
acutorostrata
scammoni]

gi|372624401|ref|N
M_021907.4| 2474 0

Homo sapiens
dystrobrevin, beta
(DTNB), transcript
variant 1, mRNA

O60941 224 3.00E-68 Dystrobrevin beta . . . . pfam09068 EF-hand_2

EF hand. Members
of this family adopt
a helix-loop-helix
motif, as per other
EF hand domains.
However, since they
do not contain the
canonical pattern of
calcium binding
residues found in
many EF hand
domains, they do
not bind calcium
ions. The main
function of this
domain is the
provision of
specificity in beta-
dystroglycan
recognition, though
in dystrophin it
serves an additional
role: stabilisation of
the WW domain
(pfam00397),
enhancing
dystroglycan
binding.

.
GO:0005737|cytopla
sm;GO:0045202|syn
apse;

GO:0008270|zinc
ion binding; . .

ENSG00000138107 0 1 0 3 2.547708515 7 7 4 3 -1.966200764 0.063704212 0.135196226 down no ACTR1A protein_coding chr10:102461881-
102502711:-

gi|431895484|gb|EL
K05000.1| 2054 0 Alpha-centractin

[Pteropus alecto]
gi|21755490|dbj|AK
096085.1| 3488 0

Homo sapiens
cDNA FLJ38766 fis,
clone
KIDNE2014661,
highly similar to
ALPHA-
CENTRACTIN

P85515 295 2.00E-98 Alpha-centractin YFL039c 274 9.00E-88 COG5277 pfam00022 Actin Actin. .

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000586
9|dynactin
complex;GO:007006
2|extracellular
exosome;GO:19907
52|microtubule
end;GO:0043209|my
elin sheath;

GO:0005524|ATP
binding; K16575 ACTR1, ARP1;

centractin

ENSG00000138119 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no MYOF protein_coding chr10:93306429-
93482317:-

gi|7305053|ref|NP_0
38479.1| 10633 0 myoferlin isoform a

[Homo sapiens]
gi|215422326|ref|N
M_013451.3| 6719 0

Homo sapiens
myoferlin (MYOF),
transcript variant 1,
mRNA

Q69ZN7 106 3.00E-25 Myoferlin SPCP31B10.06 55.1 3.00E-06 COG5038 pfam08150 FerB

FerB (NUC096)
domain. This is
central domain B in
proteins of the
Ferlin family.

GO:0008015|blood
circulation;GO:0034
605|cellular
response to
heat;GO:0006936|m
uscle
contraction;GO:000
1778|plasma
membrane
repair;GO:0030947|r
egulation of
vascular endothelial
growth factor
receptor signaling
pathway;

GO:0005901|caveol
a;GO:0031410|cytop
lasmic
vesicle;GO:0030659|
cytoplasmic vesicle
membrane;GO:0070
062|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00056
35|nuclear
envelope;GO:00319
65|nuclear
membrane;GO:0005
886|plasma
membrane;

GO:0005543|phosph
olipid binding; . .



ENSG00000138136 0 0 0 0 0.302742479 0 0 2 1 -1.472817392 0.624460556 NA down no LBX1 protein_coding chr10:101226195-
101229794:-

gi|63054872|ref|NP_
006553.2| 1207 5.00E-155

transcription factor
LBX1 [Homo
sapiens]

gi|635055743|ref|X
M_007963894.1| 2209 0

PREDICTED:
Chlorocebus
sabaeus ladybird
homeobox 1
(LBX1), mRNA

P52954 469 2.00E-156 Transcription factor
LBX1 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0001947|heart
looping;GO:000751
7|muscle organ
development;GO:00
08285|negative
regulation of cell
proliferation;GO:00
45665|negative
regulation of
neuron
differentiation;GO:0
048664|neuron fate
determination;GO:0
021920|regulation of
transcription from
RNA polymerase II
promoter involved
in spinal cord
association neuron
specification;GO:00
21522|spinal cord
motor neuron
differentiation;GO:0
006351|transcription
, DNA-templated;

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09353 LBX; homeobox
protein LBX

ENSG00000138162 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TACC2 protein_coding chr10:121989174-
122254545:+

gi|122066295|sp|O9
5359.3|TACC2_HU
MAN

13835 0

RecName:
Full=Transforming
acidic coiled-coil-
containing protein
2; AltName:
Full=Anti-Zuai-1;
Short=AZU-1

gi|630044886|ref|N
M_206862.3| 9670 0

Homo sapiens
transforming, acidic
coiled-coil
containing protein 2
(TACC2), transcript
variant 1, mRNA

O95359 226 3.00E-65
Transforming acidic
coiled-coil-
containing protein 2

. . . . pfam05010 TACC

Transforming acidic
coiled-coil-
containing protein
(TACC). This
family contains the
proteins TACC 1, 2
and 3 the genes for
which are found
concentrated in the
centrosomes of
eukaryotic and may
play a conserved
role in organizing
centrosomal
microtubules. The
human TACC
proteins have been
linked to cancer and
TACC2 has been
identified as a
possible tumor
suppressor (AZU-
1). The functional
homologue (Alp7)
in
Schizosaccharomyc
es pombe has been
shown to be
required for
organisation of
bipolar spindles.

GO:0007049|cell
cycle;GO:0051301|c
ell
division;GO:000828
3|cell
proliferation;GO:00
06931|substrate-
dependent cell
migration, cell
attachment to
substrate;GO:00320
23|trypsinogen
activation;

GO:0016021|integral
component of
membrane;GO:0030
658|transport vesicle
membrane;GO:0042
589|zymogen
granule membrane;

. K14282

TACC2;
transforming acidic
coiled-coil-
containing protein 2

ENSG00000138166 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no DUSP5 protein_coding chr10:110497838-
110511544:+

gi|119569944|gb|EA
W49559.1| 2073 0

dual specificity
phosphatase 5,
isoform CRA_a
[Homo sapiens]

gi|62865889|ref|NM
_004419.3| 2528 0

Homo sapiens dual
specificity
phosphatase 5
(DUSP5), mRNA

Q16690 436 7.00E-152
Dual specificity
protein phosphatase
5

SPBC17A3.06 85.5 5.00E-17 COG2453 pfam00782 DSPc

Dual specificity
phosphatase,
catalytic domain.
Ser/Thr and Tyr
protein
phosphatases. The
enzyme's tertiary
fold is highly
similar to that of
tyrosine-specific
phosphatases,
except for a
"recognition"
region.

GO:0000187|activati
on of MAPK
activity;GO:0016311
|dephosphorylation;
GO:0001706|endode
rm
formation;GO:0000
165|MAPK
cascade;GO:003597
0|peptidyl-threonine
dephosphorylation;
GO:0035335|peptidy
l-tyrosine
dephosphorylation;
GO:0006470|protein
dephosphorylation;

GO:0005654|nucleo
plasm;

GO:0017017|MAP
kinase
tyrosine/serine/threo
nine phosphatase
activity;GO:0016791
|phosphatase
activity;GO:0004725
|protein tyrosine
phosphatase
activity;GO:0008138
|protein
tyrosine/serine/threo
nine phosphatase
activity;

K04459

DUSP, MKP; dual
specificity MAP
kinase phosphatase
[EC:3.1.3.16
3.1.3.48]

ENSG00000138175 1 0 1 0 0.472265005 0 0 0 1 1.454181314 0.53110238 NA up no ARL3 protein_coding chr10:102673731-
102714407:-

gi|4757774|ref|NP_0
04302.1| 775 5.00E-92

ADP-ribosylation
factor-like protein 3
[Homo sapiens]

gi|317108183|ref|N
M_004311.3| 3841 0

Homo sapiens ADP-
ribosylation factor-
like 3 (ARL3),
mRNA

P36405 303 2.00E-93 ADP-ribosylation
factor-like protein 3 . . . . pfam00025 Arf

ADP-ribosylation
factor family. Pfam
combines a number
of different Prosite
families together

GO:0060271|cilium
morphogenesis;GO:
0000910|cytokinesis;
GO:0042073|intracil
iary
transport;GO:00018
22|kidney
development;GO:00
42461|photoreceptor
cell
development;GO:00
06892|post-Golgi
vesicle-mediated
transport;GO:00072
64|small GTPase
mediated signal
transduction;GO:00
07224|smoothened
signaling pathway;

GO:0005813|centros
ome;GO:0005881|cy
toplasmic
microtubule;GO:007
0062|extracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0030
496|midbody;GO:00
05634|nucleus;GO:0
032391|photorecept
or connecting
cilium;GO:0072372|
primary
cilium;GO:0005876|
spindle microtubule;

GO:0019003|GDP
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0046872
|metal ion
binding;GO:000801
7|microtubule
binding;

K07944
ARL3; ADP-
ribosylation factor-
like protein 3

ENSG00000138246 8 2 1 2 3.234712588 3 3 2 2 1.070609247 0.256034054 0.379244981 up no DNAJC13 protein_coding chr3:132417526-
132539032:+

gi|71891673|dbj|BA
A31653.2| 11652 0 KIAA0678 protein

[Homo sapiens]
gi|153217513|gb|BC
151246.1| 7587 0

Homo sapiens DnaJ
(Hsp40) homolog,
subfamily C,
member 13, mRNA
(cDNA clone
MGC:167856
IMAGE:9007477),
complete cds

O75165 315 1.00E-92
DnaJ homolog
subfamily C
member 13

PA4760 55.8 1.00E-06 COG0484 pfam00226 DnaJ

DnaJ domain. DnaJ
domains (J-
domains) are
associated with
hsp70 heat-shock
system and it is
thought that this
domain mediates
the interaction.
DnaJ-domain is
therefore part of a
chaperone (protein
folding) system.
The T-antigens,
although not in
Prosite are
confirmed as DnaJ
containing domains
from literature.

GO:0007032|endoso
me
organization;GO:00
01649|osteoblast
differentiation;GO:0
015031|protein
transport;GO:20006
41|regulation of
early endosome to
late endosome
transport;GO:19029
54|regulation of
early endosome to
recycling endosome
transport;

GO:0005737|cytopla
sm;GO:0031901|earl
y endosome
membrane;GO:0010
008|endosome
membrane;GO:0070
062|extracellular
exosome;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00057
65|lysosomal
membrane;GO:0016
020|membrane;

. K09533
DNAJC13; DnaJ
homolog subfamily
C member 13

ENSG00000138311 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ZNF365 protein_coding chr10:62374192-
62672011:+

gi|40789306|ref|NP_
955523.1| 2361 0

protein ZNF365
isoform C [Homo
sapiens]

gi|148596971|ref|N
M_014951.2| 4173 0

Homo sapiens zinc
finger protein 365
(ZNF365), transcript
variant A, mRNA

Q70YC4 339 3.00E-111 Talanin . . . . pfam13654 AAA_32

AAA domain. This
family includes a
wide variety of
AAA domains
including some that
have lost essential
nucleotide binding
residues in the P-
loop.

.

GO:0005737|cytopla
sm;GO:0005815|mic
rotubule organizing
center;

. K16737 ZNF365, Su48;
protein ZNF365

ENSG00000138411 0 0 0 0 0.29578603 1 1 0 1 -1.446026814 0.560607138 NA down no HECW2 protein_coding chr2:196194370-
196593692:-

gi|7242957|dbj|BAA
92539.1| 8076 0 KIAA1301 protein

[Homo sapiens]
gi|635059520|ref|X
M_007965715.1| 7502 0

PREDICTED:
Chlorocebus
sabaeus HECT, C2
and WW domain
containing E3
ubiquitin protein
ligase 2 (HECW2),
transcript variant
X1, mRNA

Q9P2P5 248 5.00E-74 E3 ubiquitin-protein
ligase HECW2 YER125w 410 1.00E-120 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0004842|ubiquit
in-protein
transferase activity;

K12168

HECW2; E3
ubiquitin-protein
ligase HECW2
[EC:2.3.2.26]

ENSG00000138430 49 68 63 60 75.06590772 86 97 107 102 -0.135526967 0.59876242 0.710493207 down no OLA1 protein_coding chr2:174072447-
174248698:-

gi|635058829|ref|XP
_007963584.1| 2108 0

PREDICTED: obg-
like ATPase 1
isoform X1
[Chlorocebus
sabaeus]

gi|58761499|ref|NM
_013341.3| 4356 0

Homo sapiens Obg-
like ATPase 1
(OLA1), transcript
variant 1, mRNA

Q2HJ33 207 7.00E-63 Obg-like ATPase 1 YBR025c 400 5.00E-125 COG0012 pfam06071 YchF-GTPase_C

Protein of unknown
function (DUF933).
This domain is
found at the C
terminus of the
YchF GTP-binding
protein and is
possibly related to
the ubiquitin-like
and MoaD/ThiS
superfamilies.

.
GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0005525
|GTP
binding;GO:004687
2|metal ion
binding;GO:004302
3|ribosomal large
subunit
binding;GO:004302
2|ribosome binding;

. .

ENSG00000138433 3 4 1 2 2.087128957 0 4 1 1 1.305175474 0.230510863 0.352880827 up no CIR1 protein_coding chr2:174348022-
174395715:-

gi|744594700|ref|XP
_010988430.1| 1022 3.00E-132

PREDICTED:
corepressor
interacting with
RBPJ 1 isoform X2
[Camelus
dromedarius]

gi|40068058|ref|NM
_004882.3| 1793 0

Homo sapiens
corepressor
interacting with
RBPJ, 1 (CIR1),
mRNA

Q5U2T8 122 4.00E-31
Corepressor
interacting with
RBPJ 1

. . . . pfam10197 Cir_N

N-terminal domain
of CBF1 interacting
co-repressor CIR.
This is a 45 residue
conserved region at
the N-terminal end
of a family of
proteins referred to
as CIRs (CBF1-
interacting co-
repressors). CBF1
(centromere-
binding factor 1)
acts as a
transcription factor
that causes
repression by
binding specifically
to GTGGGAA
motifs in responsive
promoters, and it
requires CIR as a
co-repressor. CIR
binds to histone
deacetylase and to
SAP30 and serves
as a linker between
CBF1 and the
histone deacetylase
complex.

GO:0006397|mRNA
processing;GO:0045
892|negative
regulation of
transcription, DNA-
templated;GO:00083
80|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0000118|hist
one deacetylase
complex;GO:000581
5|microtubule
organizing
center;GO:0016607|
nuclear speck;

. K06066
CIR; CBF1
interacting
corepressor

ENSG00000138434 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SSFA2 protein_coding chr2:181891833-
181930738:+

gi|28557788|ref|NP_
006742.2| 6012 0

sperm-specific
antigen 2 isoform 2
[Homo sapiens]

gi|34367341|emb|BX
648182.1| 6446 0

Homo sapiens
mRNA; cDNA
DKFZp686F086
(from clone
DKFZp686F086)

P28290 2154 0 Sperm-specific
antigen 2 . . . . pfam14723 SSFA2_C

Sperm-specific
antigen 2 C-
terminus. This
family includes the
C-terminus of the
actin-interacting
protein sperm-
specific antigen 2.

.

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005886|pl
asma membrane;

GO:0051015|actin
filament binding; . .



ENSG00000138443 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no ABI2 protein_coding chr2:203328219-
203447723:+

gi|617590043|ref|XP
_007520545.1| 2026 0

PREDICTED: abl
interactor 2 isoform
X5 [Erinaceus
europaeus]

gi|17064186|gb|AC0
18891.9| 20548 0

Homo sapiens BAC
clone RP11-498M11
from 2, complete
sequence

P62484 80.9 4.00E-15 Abl interactor 2 . . . . pfam07815 Abi_HHR

Abl-interactor HHR.
The region featured
in this family is
found towards the
N-terminus of a
number of adaptor
proteins that interact
with Abl-family
tyrosine kinases.
More specifically, it
is termed the
homeo-domain
homologous region
(HHR), as it is
similar to the DNA-
binding region of
homeo-domain
proteins. Other
homeo-domain
proteins have been
implicated in
specifying
positional
information during
embryonic
development, and in
the regulation of the
expression of cell-
type specific genes.
The Abl-interactor
proteins are thought
to coordinate the
cytoplasmic and
nuclear functions of
the Abl family

GO:0008154|actin
polymerization or
depolymerization;G
O:0016477|cell
migration;GO:00070
10|cytoskeleton
organization;GO:00
06928|movement of
cell or subcellular
component;GO:001
8108|peptidyl-
tyrosine
phosphorylation;GO
:2000601|positive
regulation of Arp2/3
complex-mediated
actin
nucleation;GO:0016
601|Rac protein
signal
transduction;GO:00
16032|viral process;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00058
29|cytosol;GO:0030
175|filopodium;GO:
0030027|lamellipodi
um;GO:0031209|SC
AR complex;

GO:0008093|cytosk
eletal adaptor
activity;GO:0003677
|DNA
binding;GO:001990
0|kinase
binding;GO:007006
4|proline-rich
region
binding;GO:003240
3|protein complex
binding;GO:001712
4|SH3 domain
binding;GO:003162
5|ubiquitin protein
ligase binding;

K05751 ABI2; abl interactor
2

ENSG00000138463 0 0 1 3 1.108320582 2 0 3 1 -0.184084387 0.901408547 0.937033077 down no DIRC2 protein_coding chr3:122794795-
122881139:+

gi|14249552|ref|NP_
116228.1| 2049 0

disrupted in renal
carcinoma protein 2
[Homo sapiens]

gi|426341837|ref|X
M_004036182.1| 3501 0

PREDICTED:
Gorilla gorilla
gorilla disrupted in
renal carcinoma 2
(DIRC2), mRNA

Q96SL1 151 0 Disrupted in renal
carcinoma protein 2 . . . . pfam07690 MFS_1 Major Facilitator

Superfamily.
GO:0006810|transpo
rt;

GO:0016021|integral
component of
membrane;GO:0005
765|lysosomal
membrane;

. K15381

DIRC2, SLC49A3;
MFS transporter,
FLVCR family,
disrupted in renal
carcinoma protein 2

ENSG00000138593 0 0 0 0 1.205854304 5 2 3 2 -3.466624393 0.01932809 0.05735652 down no SECISBP2L protein_coding chr15:48988476-
49046563:-

gi|301601632|ref|NP
_001180418.1| 5162 0

selenocysteine
insertion sequence-
binding protein 2-
like isoform 1
[Homo sapiens]

gi|301601631|ref|N
M_001193489.1| 7176 0

Homo sapiens
SECIS binding
protein 2-like
(SECISBP2L),
transcript variant 1,
mRNA

Q93073 163 4.00E-45

Selenocysteine
insertion sequence-
binding protein 2-
like

. . . . pfam01248 Ribosomal_L7Ae

Ribosomal protein
L7Ae/L30e/S12e/Ga
dd45 family. This
family includes:
Ribosomal L7A
from metazoa,
Ribosomal L8-A
and L8-B from
fungi, 30S
ribosomal protein
HS6 from
archaebacteria, 40S
ribosomal protein
S12 from
eukaryotes,
Ribosomal protein
L30 from
eukaryotes and
archaebacteria.
Gadd45 and
MyD118.

GO:0001514|selenoc
ysteine
incorporation;

GO:0030529|ribonu
cleoprotein
complex;

GO:0003730|mRNA
3'-UTR
binding;GO:004482
2|poly(A) RNA
binding;GO:004302
1|ribonucleoprotein
complex
binding;GO:003536
8|selenocysteine
insertion sequence
binding;

. .

ENSG00000138606 0 1 0 1 0.332108588 0 1 0 0 1.211242325 0.623156354 NA up no SHF protein_coding chr15:45167214-
45201175:-

gi|308153498|sp|Q7
M4L6.2|SHF_HUM
AN

1775 0
RecName: Full=SH2
domain-containing
adapter protein F

gi|111074523|ref|N
M_138356.2| 2497 0

Homo sapiens Src
homology 2 domain
containing F (SHF),
transcript variant 2,
mRNA

Q7M4L6 211 4.00E-116
SH2 domain-
containing adapter
protein F

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006915|apopto
tic process; . . . .

ENSG00000138614 0 3 0 3 1.503828989 1 3 3 1 -0.032162148 0.978647824 0.985459758 down no INTS14 protein_coding chr15:65578753-
65611289:-

gi|332844069|ref|XP
_001174547.2| 2972 0

PREDICTED: von
Willebrand factor A
domain-containing
protein 9 isoform
X3 [Pan
troglodytes]

gi|371933011|ref|NR
_045106.2| 2611 0

Homo sapiens von
Willebrand factor A
domain containing 9
(VWA9), transcript
variant 2, non-
coding RNA

Q8R3P6 165 2.00E-46
von Willebrand
factor A domain-
containing protein 9

. . . . pfam13519 VWA_2
von Willebrand
factor type A
domain.

GO:0048013|ephrin
receptor signaling
pathway;GO:003129
3|membrane protein
intracellular domain
proteolysis;GO:0007
220|Notch receptor
processing;GO:0007
219|Notch signaling
pathway;GO:004306
5|positive regulation
of apoptotic
process;GO:004308
5|positive regulation
of catalytic
activity;GO:0016485
|protein processing;

GO:0005783|endopl
asmic
reticulum;GO:00707
65|gamma-secretase
complex;GO:001602
1|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0030
133|transport
vesicle;

GO:0004175|endope
ptidase
activity;GO:0008233
|peptidase activity;

. .

ENSG00000138641 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no HERC3 protein_coding chr4:88521048-
88708542:+

gi|627469|pir||B3891
9 5505 0

hypothetical protein
2 - human
(fragment)

gi|410110894|ref|N
M_014606.2| 4974 0

Homo sapiens
HECT and RLD
domain containing
E3 ubiquitin protein
ligase 3 (HERC3),
transcript variant 1,
mRNA

Q15034 2116 0
Probable E3
ubiquitin-protein
ligase HERC3

CC0108 60.1 2.00E-10 COG2835 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0016023|cyt
oplasmic
membrane-bounded
vesicle;GO:0005634|
nucleus;

GO:0004842|ubiquit
in-protein
transferase activity;

K10614

HERC3; E3
ubiquitin-protein
ligase HERC3
[EC:2.3.2.26]

ENSG00000138650 2 4 0 4 3.236808765 4 6 6 3 -0.450156467 0.580120051 0.692156982 down no PCDH10 protein_coding chr4:133149315-
133208606:+

gi|7243181|dbj|BAA
92638.1| 5456 0 KIAA1400 protein

[Homo sapiens]
gi|544434704|ref|X
M_005555922.1| 7584 0

PREDICTED:
Macaca fascicularis
protocadherin 10
(PCDH10),
transcript variant
X2, mRNA

Q9P2E7 2026 0 Protocadherin-10 . . . . pfam08266 Cadherin_2

Cadherin-like. This
cadherin domain is
usually the most N-
terminal copy of the
domain.

GO:0007156|homop
hilic cell adhesion
via plasma
membrane adhesion
molecules;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion binding; K16499

PCDHD2;
protocadherin delta
2

ENSG00000138668 296 328 349 248 298.5514366 221 230 388 256 0.781271178 0.023085158 0.065182933 up no HNRNPD protein_coding chr4:82352498-
82374503:-

gi|395834191|ref|XP
_003790095.1| 1108 2.00E-145

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
D0 isoform X4
[Otolemur garnettii]

gi|21733303|emb|AL
832723.1| 4579 0

Homo sapiens
mRNA; cDNA
DKFZp313H039
(from clone
DKFZp313H039)

Q14103 320 9.00E-107

Heterogeneous
nuclear
ribonucleoprotein
D0

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0061158|3 -
UTR-mediated
mRNA
destabilization;GO:0
071230|cellular
response to amino
acid
stimulus;GO:007139
2|cellular response
to estradiol
stimulus;GO:007173
2|cellular response
to nitric
oxide;GO:1904586|c
ellular response to
putrescine;GO:0021
549|cerebellum
development;GO:00
97167|circadian
regulation of
translation;GO:1990
828|hepatocyte
dedifferentiation;G
O:0001889|liver
development;GO:00
48255|mRNA
stabilization;GO:004
5727|positive
regulation of
translation;GO:0042
752|regulation of
circadian
rhythm;GO:0043488
|regulation of
mRNA

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00305
29|ribonucleoprotei
n
complex;GO:000565
4|nucleoplasm;

GO:0003680|AT
DNA
binding;GO:000368
2|chromatin
binding;GO:003592
5|mRNA 3'-UTR
AU-rich region
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:004216
2|telomeric DNA
binding;

K13044

HNRNPABD;
heterogeneous
nuclear
ribonucleoprotein
A/B/D

ENSG00000138674 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no SEC31A protein_coding chr4:82818661-
82901166:-

gi|40788981|dbj|BA
A74928.2| 5834 0 KIAA0905 protein

[Homo sapiens]
gi|300795219|ref|N
M_014933.3| 4252 0

Homo sapiens
SEC31 homolog A,
COPII coating
complex component
(SEC31A),
transcript variant 1,
mRNA

O94979 2229 0 Protein transport
protein Sec31A . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0015031|protein
transport;GO:00515
92|response to
calcium
ion;GO:0016192|ves
icle-mediated
transport;

GO:0005737|cytopla
sm;GO:0005783|end
oplasmic
reticulum;GO:00709
71|endoplasmic
reticulum exit
site;GO:0005789|en
doplasmic reticulum
membrane;GO:0030
134|ER to Golgi
transport
vesicle;GO:0012507|
ER to Golgi
transport vesicle
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00484
71|perinuclear
region of
cytoplasm;GO:0030
120|vesicle coat;

GO:0048306|calciu
m-dependent
protein binding;

K14005
SEC31; protein
transport protein
SEC31

ENSG00000138688 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no KIAA1109 protein_coding chr4:122152333-
122362758:+

gi|150378498|ref|NP
_056127.2| 24696 0

uncharacterized
protein KIAA1109
[Homo sapiens]

gi|530378298|ref|X
M_005263287.1| 15896 0

PREDICTED:
Homo sapiens
KIAA1109
(KIAA1109),
transcript variant
X12, mRNA

Q2LD37 246 9.00E-64 Uncharacterized
protein KIAA1109 . . . . pfam10479 FSA_C

Fragile site-
associated protein
C-terminus. This is
the conserved C-
terminal half of the
protein KIAA1109
which is the fragile
site-associated
protein FSA.
Genome-wide-
association studies
showed this protein
to linked to the
susceptibility to
coeliac disease. The
protein may also be
associated with
polycystic kidney
disease.

GO:0001558|regulati
on of cell
growth;GO:0030856
|regulation of
epithelial cell
differentiation;

GO:0016021|integral
component of
membrane;GO:0016
020|membrane;GO:
0005634|nucleus;

. . .

ENSG00000138698 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RAP1GDS1 protein_coding chr4:98261384-
98443861:+

gi|155030192|ref|NP
_001093896.1| 3072 0

rap1 GTPase-GDP
dissociation
stimulator 1 isoform
1 [Homo sapiens]

gi|155030195|ref|N
M_001100427.1| 3681 0

Homo sapiens
RAP1, GTP-GDP
dissociation
stimulator 1
(RAP1GDS1),
transcript variant 3,
mRNA

P52306 347 2.00E-113
Rap1 GTPase-GDP
dissociation
stimulator 1

. . . . pfam00514 Arm

Armadillo/beta-
catenin-like repeat.
Approx. 40 amino
acid repeat. Tandem
repeats form super-
helix of helices that
is proposed to
mediate interaction
of beta-catenin with
its ligands.
CAUTION: This
family does not
contain all known
armadillo repeats.

GO:0043547|positiv
e regulation of
GTPase
activity;GO:0007264
|small GTPase
mediated signal
transduction;

GO:0005829|cytosol
;

GO:0005096|GTPas
e activator activity; . .



ENSG00000138741 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no TRPC3 protein_coding chr4:121879027-
121951754:-

gi|194733735|ref|NP
_001124170.1| 4681 0

short transient
receptor potential
channel 3 isoform a
[Homo sapiens]

gi|194733734|ref|N
M_001130698.1| 3548 0

Homo sapiens
transient receptor
potential cation
channel, subfamily
C, member 3
(TRPC3), transcript
variant 1, mRNA

Q13507 513 2.00E-166
Short transient
receptor potential
channel 3

. . . . pfam08344 TRP_2

Transient receptor
ion channel II. This
domain is found in
the transient
receptor ion channel
(Trp) family of
proteins. There is
strong evidence that
Trp proteins are
structural elements
of calcium-ion entry
channels activated
by G protein-
coupled receptors.
This domain does
not tend to appear
with the TRP
domain
(pfam06011) but is
often found to the
C-terminus of
Ankyrin repeats
(pfam00023).

GO:0070588|calciu
m ion
transmembrane
transport;GO:00068
16|calcium ion
transport;GO:00068
28|manganese ion
transport;GO:00076
02|phototransductio
n;GO:0030168|platel
et
activation;GO:00105
24|positive
regulation of
calcium ion
transport into
cytosol;GO:1903244
|positive regulation
of cardiac muscle
hypertrophy in
response to
stress;GO:0033198|r
esponse to
ATP;GO:0051592|re
sponse to calcium
ion;GO:0007338|sin
gle fertilization;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0005262|calciu
m channel
activity;GO:0070679
|inositol 1,4,5
trisphosphate
binding;GO:001527
9|store-operated
calcium channel
activity;

K04966

TRPC3; transient
receptor potential
cation channel
subfamily C
member 3

ENSG00000138757 2 3 2 11 11.61538202 29 17 24 23 -1.912337406 0.000561209 0.004217569 down yes G3BP2 protein_coding chr4:75642782-
75724525:-

gi|594621876|ref|XP
_007165613.1| 1739 0

PREDICTED: ras
GTPase-activating
protein-binding
protein 2 isoform
X1 [Balaenoptera
acutorostrata
scammoni]

gi|194733762|ref|N
M_203505.2| 4397 0

Homo sapiens
GTPase activating
protein (SH3
domain) binding
protein 2 (G3BP2),
transcript variant 1,
mRNA

P97379 70.5 8.00E-13
Ras GTPase-
activating protein-
binding protein 2

. . . . pfam02136 NTF2

Nuclear transport
factor 2 (NTF2)
domain. This family
includes the NTF2-
like Delta-5-3-
ketosteroid
isomerase proteins.

GO:0051028|mRNA
transport;

GO:0005737|cytopla
sm;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000138767 0 0 0 2 3.402991322 14 4 4 10 -3.495739365 0.004768802 0.021227284 down yes CNOT6L protein_coding chr4:77713387-
77819615:-

gi|767931549|ref|XP
_011530109.1| 2763 0

PREDICTED:
CCR4-NOT
transcription
complex subunit 6-
like isoform X2
[Homo sapiens]

gi|557948058|ref|N
M_001286790.1| 8843 0

Homo sapiens
CCR4-NOT
transcription
complex, subunit 6-
like (CNOT6L),
transcript variant 1,
mRNA

Q96LI5 259 7.00E-82

CCR4-NOT
transcription
complex subunit 6-
like

SPCC31H12.08c_2 278 2.00E-81 COG5239 pfam03372 Exo_endo_phos

Endonuclease/Exon
uclease/phosphatase
family. This large
family of proteins
includes magnesium
dependent
endonucleases and a
large number of
phosphatases
involved in
intracellular
signalling. This
family includes: AP
endonuclease
proteins
EC:4.2.99.18,
DNase I proteins
EC:3.1.21.1,
Synaptojanin an
inositol-1,4,5-
trisphosphate
phosphatase
EC:3.1.3.56,
Sphingomyelinase
EC:3.1.4.12 and
Nocturnin.

GO:0006977|DNA
damage response,
signal transduction
by p53 class
mediator resulting
in cell cycle
arrest;GO:0031047|g
ene silencing by
RNA;GO:0061157|
mRNA
destabilization;GO:0
006397|mRNA
processing;GO:0000
289|nuclear-
transcribed mRNA
poly(A) tail
shortening;GO:0008
284|positive
regulation of cell
proliferation;GO:00
10606|positive
regulation of
cytoplasmic mRNA
processing body
assembly;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0030014|CCR4-
NOT
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05634|nucleus;

GO:0046872|metal
ion
binding;GO:000453
5|poly(A)-specific
ribonuclease
activity;

K12603

CNOT6, CCR4;
CCR4-NOT
transcription
complex subunit 6
[EC:3.1.13.4]

ENSG00000138814 0 0 0 3 3.286027761 6 13 3 8 -2.892419636 0.01341055 0.04459907 down yes PPP3CA protein_coding chr4:101023409-
101348278:-

gi|410957125|ref|XP
_003985185.1| 2725 0

PREDICTED:
serine/threonine-
protein phosphatase
2B catalytic subunit
alpha isoform
isoform X1 [Felis
catus]

gi|194688145|ref|N
M_000944.4| 4676 0

Homo sapiens
protein phosphatase
3, catalytic subunit,
alpha isozyme
(PPP3CA),
transcript variant 1,
mRNA

P48452 337 5.00E-113

Serine/threonine-
protein phosphatase
2B catalytic subunit
alpha isoform

SPBC1346.01c 181 1.00E-46 COG0639 pfam00149 Metallophos

Calcineurin-like
phosphoesterase.
This family includes
a diverse range of
phosphoesterases,
including protein
phosphoserine
phosphatases,
nucleotidases,
sphingomyelin
phosphodiesterases
and 2'-3' cAMP
phosphodiesterases
as well as nucleases
such as bacterial
SbcD or yeast
MRE11. The most
conserved regions
in this superfamily
centre around the
metal chelating
residues.

GO:0033173|calcine
urin-NFAT
signaling
cascade;GO:000681
6|calcium ion
transport;GO:00148
98|cardiac muscle
hypertrophy in
response to
stress;GO:0035690|c
ellular response to
drug;GO:0071333|ce
llular response to
glucose
stimulus;GO:001631
1|dephosphorylation
;GO:0060079|excitat
ory postsynaptic
potential;GO:003809
5|Fc-epsilon
receptor signaling
pathway;GO:000008
2|G1/S transition of
mitotic cell
cycle;GO:0050804|
modulation of
synaptic
transmission;GO:00
33555|multicellular
organismal response
to
stress;GO:0035562|n
egative regulation of
chromatin
binding;GO:005077

GO:0005955|calcine
urin
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05739|mitochondrio
n;GO:0005654|nucle
oplasm;GO:0098794
|postsynapse;GO:00
42383|sarcolemma;
GO:0030018|Z disc;

GO:0005509|calciu
m ion
binding;GO:000551
6|calmodulin
binding;GO:003319
2|calmodulin-
dependent protein
phosphatase
activity;GO:0008144
|drug
binding;GO:001989
9|enzyme
binding;GO:004698
3|protein
dimerization
activity;GO:0004722
|protein
serine/threonine
phosphatase
activity;

K04348

PPP3C, CNA;
serine/threonine-
protein phosphatase
2B catalytic subunit
[EC:3.1.3.16]

ENSG00000138834 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MAPK8IP3 protein_coding chr16:1706183-
1770317:+

gi|27529814|dbj|BA
A83018.2| 6728 0 KIAA1066 protein

[Homo sapiens]
gi|530407774|ref|X
M_005255187.1| 5651 0

PREDICTED:
Homo sapiens
mitogen-activated
protein kinase 8
interacting protein 3
(MAPK8IP3),
transcript variant
X3, mRNA

Q9UPT6 2593 0
C-Jun-amino-
terminal kinase-
interacting protein 3

. . . . pfam09744 Jnk-SapK_ap_N

JNK_SAPK-
associated protein-
1. This is the N-
terminal 200
residues of a set of
proteins conserved
from yeasts to
humans. Most of
the proteins in this
entry have an
RhoGEF pfam00621
domain at their C-
terminal end.

GO:0007257|activati
on of JUN kinase
activity;GO:0007411
|axon
guidance;GO:00309
00|forebrain
development;GO:00
01701|in utero
embryonic
development;GO:00
48286|lung alveolus
development;GO:00
60425|lung
morphogenesis;GO:
0045666|positive
regulation of
neuron
differentiation;GO:0
009791|post-
embryonic
development;GO:00
08104|protein
localization;GO:001
0468|regulation of
gene
expression;GO:0046
328|regulation of
JNK
cascade;GO:000758
5|respiratory
gaseous
exchange;GO:00161
92|vesicle-mediated
transport;

GO:0030673|axolem
ma;GO:0005737|cyt
oplasm;GO:0030425
|dendrite;GO:00001
39|Golgi
membrane;GO:0005
790|smooth
endoplasmic
reticulum;

GO:0008432|JUN
kinase
binding;GO:001989
4|kinesin
binding;GO:000507
8|MAP-kinase
scaffold
activity;GO:0030159
|receptor signaling
complex scaffold
activity;

K04436

MAPK8IP3, JIP3;
mitogen-activated
protein kinase 8
interacting protein 3

ENSG00000139083 0 2 1 1 0.640930204 0 0 1 0 2.195272621 0.235059345 NA up no ETV6 protein_coding chr12:11649854-
11895402:+

gi|533127693|ref|XP
_005379005.1| 2421 0

PREDICTED: LOW
QUALITY
PROTEIN:
transcription factor
ETV6 [Chinchilla
lanigera]

gi|153267458|ref|N
M_001987.4| 5989 0

Homo sapiens ets
variant 6 (ETV6),
mRNA

P41212 88.2 1.00E-18 Transcription factor
ETV6 . . . . pfam00178 Ets Ets-domain.

GO:0030154|cell
differentiation;GO:0
071425|hematopoiet
ic stem cell
proliferation;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0000981|RNA
polymerase II
transcription factor
activity, sequence-
specific DNA
binding;GO:004356
5|sequence-specific
DNA binding;

K03211
ETV6_7, yan; ETS
translocation variant
6/7

ENSG00000139112 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no GABARAPL1 protein_coding chr12:10212458-
10223130:+

gi|530399089|ref|XP
_005253401.1| 769 3.00E-100

PREDICTED:
gamma-
aminobutyric acid
receptor-associated
protein-like 1
isoform X1 [Homo
sapiens]

gi|34367946|emb|BX
648781.1| 3204 0

Homo sapiens
mRNA; cDNA
DKFZp686D21148
(from clone
DKFZp686D21148)

Q5BIZ2 238 4.00E-79

Gamma-
aminobutyric acid
receptor-associated
protein-like 1

. . . . pfam02991 Atg8

Autophagy protein
Atg8 ubiquitin like.
Light chain 3 is
proposed to
function primarily
as a subunit of
microtubule
associated proteins
1A and 1B and that
its expression may
regulate
microtubule binding
activity. Autophagy
is generally known
as a process
involved in the
degradation of bulk
cytoplasmic
components that are
non-specifically
sequestered into an
autophagosome,
where they are
sequestered into
double-membrane
vesicles and
delivered to the
degradative
organelle, the
lysosome/vacuole,
for breakdown and
eventual recycling
of the resulting
macromolecules.
The yeast proteins

GO:0000045|autoph
agosome
assembly;GO:00069
95|cellular response
to nitrogen
starvation;GO:00004
22|mitophagy;

GO:0000421|autoph
agosome
membrane;GO:0005
829|cytosol;GO:000
5783|endoplasmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00058
74|microtubule;

. K08341

GABARAP, ATG8,
LC3; GABA(A)
receptor-associated
protein

ENSG00000139154 1 3 2 4 3.138920827 4 5 2 7 -0.343653256 0.665746522 0.764593235 down no AEBP2 protein_coding chr12:19404045-
19720801:+

gi|512967342|ref|XP
_004845849.1| 1577 0

PREDICTED: zinc
finger protein
AEBP2 isoform X2
[Heterocephalus
glaber]

gi|166795263|ref|N
M_001114176.1| 5099 0

Homo sapiens AE
binding protein 2
(AEBP2), transcript
variant 2, mRNA

A4FV57 251 1.00E-79 Zinc finger protein
AEBP2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016569|covale
nt chromatin
modification;GO:00
45814|negative
regulation of gene
expression,
epigenetic;GO:0006
351|transcription,
DNA-templated;

GO:0035098|ESC/E(
Z)
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0046872|metal
ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0001078
|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K17452 AEBP2; zinc finger
protein AEBP2



ENSG00000139182 4 9 5 44 60.4660599 144 143 100 145 -2.751662473 2.33E-07 1.12E-05 down yes CLSTN3 protein_coding chr12:7129698-
7158945:+

gi|40788341|dbj|BA
A34446.2| 4746 0 KIAA0726 protein

[Homo sapiens]
gi|3882172|dbj|AB0
18269.1| 4274 0

Homo sapiens
mRNA for
KIAA0726 protein,
partial cds

Q5R9Q9 434 1.00E-144 Calsyntenin-3 . . . . pfam00028 Cadherin Cadherin domain.

GO:0007156|homop
hilic cell adhesion
via plasma
membrane adhesion
molecules;

GO:0005789|endopl
asmic reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion binding; . .

ENSG00000139190 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no VAMP1 protein_coding chr12:6462237-
6470987:-

gi|826275458|ref|XP
_012493344.1| 498 8.00E-59

PREDICTED:
vesicle-associated
membrane protein 1
isoform X1
[Propithecus
coquereli]

gi|51476669|emb|CR
749485.1| 3343 0

Homo sapiens
mRNA; cDNA
DKFZp686H12131
(from clone
DKFZp686H12131)

P23763 159 2.00E-47 Vesicle-associated
membrane protein 1 YAL030w 59.3 6.00E-10 COG5143 pfam00957 Synaptobrevin Synaptobrevin.

GO:0006887|exocyt
osis;GO:0035493|S
NARE complex
assembly;GO:00069
06|vesicle fusion;

GO:0030054|cell
junction;GO:000998
6|cell
surface;GO:0005829
|cytosol;GO:000588
7|integral
component of
plasma
membrane;GO:0005
741|mitochondrial
outer
membrane;GO:0031
201|SNARE
complex;GO:003557
9|specific granule
membrane;GO:0030
672|synaptic vesicle
membrane;GO:0043
195|terminal
bouton;GO:0070821
|tertiary granule
membrane;

GO:0005484|SNAP
receptor
activity;GO:0000149
|SNARE binding;

K08510
VAMP1; vesicle-
associated
membrane protein 1

ENSG00000139197 0 1 0 1 0.524472718 0 1 0 2 -0.059095328 0.976202933 NA down no PEX5 protein_coding chr12:7188685-
7218574:+

gi|663856631|ref|NP
_001287718.1| 3423 0

peroxisomal
biogenesis factor 5
isoform e [Homo
sapiens]

gi|196259768|ref|N
M_000319.4| 3169 0

Homo sapiens
peroxisomal
biogenesis factor 5
(PEX5), transcript
variant 2, mRNA

P50542 210 4.00E-62
Peroxisomal
targeting signal 1
receptor

. . . . pfam13414 TPR_11 TPR repeat.

GO:1901094|negativ
e regulation of
protein
homotetramerizatio
n;GO:0016558|prote
in import into
peroxisome
matrix;GO:0016560|
protein import into
peroxisome matrix,
docking;GO:001656
1|protein import
into peroxisome
matrix,
translocation;GO:00
45046|protein
import into
peroxisome
membrane;GO:0006
625|protein targeting
to
peroxisome;GO:005
1262|protein
tetramerization;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005622|int
racellular;GO:00160
20|membrane;GO:0
005782|peroxisomal
matrix;GO:0005778|
peroxisomal
membrane;GO:0005
777|peroxisome;GO:
0043234|protein
complex;

GO:0019899|enzym
e
binding;GO:000505
2|peroxisome matrix
targeting signal-1
binding;GO:000026
8|peroxisome
targeting sequence
binding;GO:000802
2|protein C-
terminus
binding;GO:004748
5|protein N-
terminus
binding;GO:003126
7|small GTPase
binding;

K13342 PEX5, PXR1;
peroxin-5

ENSG00000139220 0 0 0 0 0.288546195 0 0 0 3 -1.412653852 0.685443667 NA down no PPFIA2 protein_coding chr12:81257975-
81759553:-

gi|68533073|dbj|BA
E06091.1| 5757 0

PPFIA2 variant
protein [Homo
sapiens]

gi|542133172|ref|N
M_001220478.2| 5517 0

Homo sapiens
protein tyrosine
phosphatase,
receptor type, f
polypeptide
(PTPRF),
interacting protein
(liprin), alpha 2
(PPFIA2), transcript
variant 7, mRNA

O75334 144 1.00E-37 Liprin-alpha-2 . . . . pfam13868 Trichoplein

tumor suppressor,
Mitostatin.
Trichoplein or
mitostatin, was first
defined as a
meiosis-specific
nuclear structural
protein. It has since
been linked with
mitochondrial
movement. It is
associated with the
mitochondrial outer
membrane, and
over-expression
leads to reduction in
mitochondrial
motility whereas
lack of it enhances
mitochondrial
movement. The
activity appears to
be mediated
through binding the
mitochondria to the
actin intermediate
filaments (IFs).

GO:0007160|cell-
matrix
adhesion;GO:00140
47|glutamate
secretion;GO:00072
69|neurotransmitter
secretion;

GO:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0005
829|cytosol;GO:007
0062|extracellular
exosome;GO:00487
86|presynaptic
active zone;

. . .

ENSG00000139287 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no TPH2 protein_coding chr12:71938846-
72186618:+

gi|31795563|ref|NP_
775489.2| 2592 0

tryptophan 5-
hydroxylase 2
[Homo sapiens]

gi|21753705|dbj|AK
094614.1| 2968 0

Homo sapiens
cDNA FLJ37295 fis,
clone
BRAMY2015311,
moderately similar
to TRYPTOPHAN
5-
MONOOXYGENA
SE (EC 1.14.16.4)

Q0EAB8 65.1 4.00E-11 Tryptophan 5-
hydroxylase 2 PA0872 122 1.00E-29 COG3186 pfam00351 Biopterin_H

Biopterin-dependent
aromatic amino acid
hydroxylase. This
family includes
phenylalanine-4-
hydroxylase, the
phenylketonuria
disease protein.

GO:0009072|aromat
ic amino acid family
metabolic
process;GO:007128
5|cellular response
to lithium
ion;GO:0007623|circ
adian
rhythm;GO:0046219
|indolalkylamine
biosynthetic
process;GO:001482
3|response to
activity;GO:0051592
|response to calcium
ion;GO:0043627|res
ponse to
estrogen;GO:005138
4|response to
glucocorticoid;GO:0
031667|response to
nutrient
levels;GO:0042427|s
erotonin
biosynthetic
process;

GO:0005829|cytosol
;GO:0043005|neuro
n projection;

GO:0016597|amino
acid
binding;GO:000550
6|iron ion
binding;GO:000451
0|tryptophan 5-
monooxygenase
activity;

K00502
TPH1_2; tryptophan
5-monooxygenase
[EC:1.14.16.4]

ENSG00000139289 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PHLDA1 protein_coding chr12:76025447-
76033932:-

gi|83977459|ref|NP_
031376.3| 1223 2.00E-147

pleckstrin
homology-like
domain family A
member 1 [Homo
sapiens]

gi|635066919|ref|X
M_008004060.1| 6518 0

PREDICTED:
Chlorocebus
sabaeus pleckstrin
homology-like
domain, family A,
member 1
(PHLDA1), mRNA

Q8WV24 385 6.00E-118

Pleckstrin
homology-like
domain family A
member 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006915|apopto
tic
process;GO:004521
0|FasL biosynthetic
process;GO:000008
6|G2/M transition of
mitotic cell cycle;

GO:0016023|cytopla
smic membrane-
bounded
vesicle;GO:0005829|
cytosol;GO:0005730
|nucleolus;

. . .

ENSG00000139436 0 0 0 2 0.214828572 0 0 0 0 1.853998285 0.598914908 NA up no GIT2 protein_coding chr12:109929792-
109996389:-

gi|17149830|ref|NP_
476510.1| 3879 0

ARF GTPase-
activating protein
GIT2 isoform 1
[Homo sapiens]

gi|206725417|ref|N
M_057169.3| 5456 0

Homo sapiens G
protein-coupled
receptor kinase
interacting ArfGAP
2 (GIT2), transcript
variant 1, mRNA

Q14161 223 2.00E-64
ARF GTPase-
activating protein
GIT2

SPBC17G9.08c_2 63.2 6.00E-10 COG5347 pfam12205 GIT1_C

G protein-coupled
receptor kinase-
interacting protein 1
C term. This
domain family is
found in
eukaryotes, and is
approximately 120
amino acids in
length. The family
is found in
association with
pfam01412,
pfam00023,
pfam08518. GIT1
plays an important
role in cell
adhesion, motility,
cytoskeletal
remodeling and
membrane
trafficking. To
perform this
function, it localizes
p21-activated kinase
(PAK) and PAK-
interactive exchange
factor to focal
adhesions. Its
activation is
regulated by
interaction between
its paxillin-binding
C terminal and the
LD motifs of

GO:0048266|behavi
oral response to
pain;GO:0008277|re
gulation of G-
protein coupled
receptor protein
signaling pathway;

GO:0005925|focal
adhesion;GO:00056
54|nucleoplasm;

GO:0005096|GTPas
e activator
activity;GO:0046872
|metal ion binding;

K12487
GIT2; G protein-
coupled receptor
kinase interactor 2

ENSG00000139496 5 3 8 8 10.11014532 17 13 13 22 -0.870912754 0.092547217 0.174442963 down no NUP58 protein_coding chr13:25301524-
25349800:+

gi|332248060|ref|XP
_003273179.1| 1521 0

PREDICTED:
nucleoporin
p58/p45 isoform X2
[Nomascus
leucogenys]

gi|2662100|dbj|AB0
07870.1| 6340 0

Homo sapiens
KIAA0410 mRNA,
partial cds

Q9BVL2 176 4.00E-50 Nucleoporin
p58/p45 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0031047|gene
silencing by
RNA;GO:0075733|i
ntracellular
transport of
virus;GO:0007077|
mitotic nuclear
envelope
disassembly;GO:000
6406|mRNA export
from
nucleus;GO:005129
0|protein
heterotetramerizatio
n;GO:0070208|prote
in
heterotrimerization;
GO:0051260|protein
homooligomerizatio
n;GO:0006606|prote
in import into
nucleus;GO:001692
5|protein
sumoylation;GO:19
00034|regulation of
cellular response to
heat;GO:0010827|re
gulation of glucose
transport;GO:00423
06|regulation of
protein import into
nucleus;GO:000640
9|tRNA export from
nucleus;GO:001603
2|viral

GO:0005635|nuclear
envelope;GO:00319
65|nuclear
membrane;GO:0005
643|nuclear pore;

GO:0008139|nuclear
localization
sequence
binding;GO:000548
7|nucleocytoplasmic
transporter activity;

K14307
NUPL1, NUP49;
nucleoporin
p58/p45



ENSG00000139546 5 11 8 9 8.963054184 12 13 9 8 0.183661294 0.705853476 0.793657732 up no TARBP2 protein_coding chr12:53500921-
53506431:+

gi|533167159|ref|XP
_005397238.1| 1469 0

PREDICTED:
RISC-loading
complex subunit
TARBP2 isoform
X2 [Chinchilla
lanigera]

gi|19743839|ref|NM
_134323.1| 1867 0

Homo sapiens TAR
(HIV-1) RNA
binding protein 2
(TARBP2),
transcript variant 1,
mRNA

P97473 142 4.00E-39
RISC-loading
complex subunit
TARBP2

BU258 51.6 2.00E-06 COG0571 pfam00035 dsrm

Double-stranded
RNA binding motif.
Sequences gathered
for seed by
HMM_iterative_trai
ning Putative motif
shared by proteins
that bind to dsRNA.
At least some
DSRM proteins
seem to bind to
specific RNA
targets. Exemplified
by Staufen, which is
involved in
localisation of at
least five different
mRNAs in the early
Drosophila embryo.
Also by interferon-
induced protein
kinase in humans,
which is part of the
cellular response to
dsRNA.

GO:0031047|gene
silencing by
RNA;GO:0035280|
miRNA loading
onto RISC involved
in gene silencing by
miRNA;GO:003526
4|multicellular
organism
growth;GO:0050689
|negative regulation
of defense response
to virus by
host;GO:0006469|ne
gative regulation of
protein kinase
activity;GO:0045727
|positive regulation
of
translation;GO:0045
070|positive
regulation of viral
genome
replication;GO:0031
054|pre-miRNA
processing;GO:0035
196|production of
miRNAs involved
in gene silencing by
miRNA;GO:003042
2|production of
siRNA involved in
RNA
interference;GO:004
6782|regulation of

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0035068|mi
cro-
ribonucleoprotein
complex;GO:000563
4|nucleus;GO:00484
71|perinuclear
region of
cytoplasm;GO:0016
442|RISC
complex;GO:007057
8|RISC-loading
complex;

GO:0003725|double
-stranded RNA
binding;GO:001989
9|enzyme
binding;GO:003519
8|miRNA
binding;GO:007088
3|pre-miRNA
binding;GO:003600
2|pre-mRNA
binding;GO:004280
3|protein
homodimerization
activity;GO:0047485
|protein N-terminus
binding;GO:003519
7|siRNA binding;

K18420
TARBP2; RISC-
loading complex
subunit TARBP2

ENSG00000139613 13 18 10 32 28.70850831 50 48 41 48 -0.862661912 0.008227836 0.031461506 down no SMARCC2 protein_coding chr12:56162983-
56189567:-

gi|62087592|dbj|BA
D92243.1| 4559 0

SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin c2
isoform b variant
[Homo sapiens]

gi|194363724|ref|N
M_001130420.1| 4271 0

Homo sapiens
SWI/SNF related,
matrix associated,
actin dependent
regulator of
chromatin,
subfamily c,
member 2
(SMARCC2),
transcript variant 3,
mRNA

Q6PDG5 224 2.00E-66 SWI/SNF complex
subunit SMARCC2 YJL176c 221 8.00E-59 COG5259 pfam04433 SWIRM

SWIRM domain.
This SWIRM
domain is a small
alpha-helical
domain of about 85
amino acid residues
found in
chromosomal
proteins. It contains
a helix-turn helix
motif and binds to
DNA.

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:001
6569|covalent
chromatin
modification;GO:00
06338|chromatin
remodeling;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00063
37|nucleosome
disassembly;GO:004
5893|positive
regulation of
transcription, DNA-
templated;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00218
82|regulation of
transcription from
RNA polymerase II
promoter involved
in forebrain neuron
fate
commitment;GO:00

GO:0071565|nBAF
complex;GO:007156
4|npBAF
complex;GO:000079
0|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0043234|protein
complex;GO:001651
4|SWI/SNF
complex;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:000371
3|transcription
coactivator activity;

K11649

SMARCC;
SWI/SNF related-
matrix-associated
actin-dependent
regulator of
chromatin
subfamily C

ENSG00000139620 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no KANSL2 protein_coding chr12:48653401-
48682238:-

gi|355564179|gb|EH
H20679.1| 3196 0

hypothetical protein
EGK_03591
[Macaca mulatta]

gi|21753609|dbj|AK
094528.1| 2692 0

Homo sapiens
cDNA FLJ37209 fis,
clone
BRALZ2007793,
moderately similar
to Xenopus laevis
4g2 mRNA

Q2NL14 436 0
KAT8 regulatory
NSL complex
subunit 2

. . . . pfam13891 zf-C3Hc3H

Potential DNA-
binding domain.
This domain is
likely to be the
DNA-binding
domain of
chromatin re-
modelling proteins
and helicases.

GO:0043984|histone
H4-K16
acetylation;GO:0043
981|histone H4-K5
acetylation;GO:0043
982|histone H4-K8
acetylation;

GO:0000123|histone
acetyltransferase
complex;GO:004454
5|NSL
complex;GO:000565
4|nucleoplasm;

. K18401
KANSL2; KAT8
regulatory NSL
complex subunit 2

ENSG00000139625 0 0 0 1 1.194376343 4 4 0 3 -2.601407482 0.102990421 0.188997221 down no MAP3K12 protein_coding chr12:53479669-
53500063:-

gi|817271409|ref|XP
_012305753.1| 3412 0

PREDICTED:
mitogen-activated
protein kinase
kinase kinase 12
isoform X1 [Aotus
nancymaae]

gi|62088485|dbj|AB
209453.1| 5621 0

Homo sapiens
mRNA for mitogen-
activated protein
kinase kinase kinase
12 variant protein

Q12852 170 2.00E-41
Mitogen-activated
protein kinase
kinase kinase 12

. . . . pfam07714 Pkinase_Tyr Protein tyrosine
kinase.

GO:0016572|histone
phosphorylation;GO
:0007254|JNK
cascade;GO:001810
5|peptidyl-serine
phosphorylation;GO
:0018107|peptidyl-
threonine
phosphorylation;GO
:0046777|protein
autophosphorylatio
n;GO:0006468|prote
in phosphorylation;

GO:0005829|cytosol
;GO:0005886|plasm
a membrane;

GO:0005524|ATP
binding;GO:000470
9|MAP kinase
kinase kinase
activity;GO:0042803
|protein
homodimerization
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K04423

MAP3K12, MUK;
mitogen-activated
protein kinase
kinase kinase 12
[EC:2.7.11.25]

ENSG00000139629 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no GALNT6 protein_coding chr12:51351247-
51392867:-

gi|115298684|ref|NP
_009141.2| 3213 0

polypeptide N-
acetylgalactosaminyl
transferase 6 [Homo
sapiens]

gi|530399678|ref|X
M_005268607.1| 4584 0

PREDICTED:
Homo sapiens
polypeptide N-
acetylgalactosaminyl
transferase 6
(GALNT6),
transcript variant
X9, mRNA

Q8NCL4 230 2.00E-70
Polypeptide N-
acetylgalactosaminyl
transferase 6

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016266|O-
glycan
processing;GO:0006
493|protein O-
linked
glycosylation;

GO:0005794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0048
471|perinuclear
region of cytoplasm;

GO:0030246|carboh
ydrate
binding;GO:004687
2|metal ion
binding;GO:000465
3|polypeptide N-
acetylgalactosaminyl
transferase activity;

K00710

GALNT;
polypeptide N-
acetylgalactosaminyl
transferase
[EC:2.4.1.41]

ENSG00000139645 0 1 0 2 4.316107045 16 11 3 10 -3.274298817 0.002698795 0.013820376 down yes ANKRD52 protein_coding chr12:56237807-
56258391:-

gi|157743284|ref|NP
_775866.2| 5683 0

serine/threonine-
protein phosphatase
6 regulatory ankyrin
repeat subunit C
[Homo sapiens]

gi|171702234|dbj|A
B190990.1| 8667 0

Homo sapiens
ANKRD33 mRNA
for ankyrin repeat
domain 33,
complete cds

Q8BTI7 230 1.00E-69

Serine/threonine-
protein phosphatase
6 regulatory ankyrin
repeat subunit C

RP714 57 5.00E-10 COG0666 pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0006915|apopto
tic
process;GO:000691
4|autophagy;GO:004
3066|negative
regulation of
apoptotic
process;GO:000698
6|response to
unfolded protein;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

. K15504

ANKRD52;
serine/threonine-
protein phosphatase
6 regulatory ankyrin
repeat subunit C

ENSG00000139651 0 0 0 1 0.61325954 3 1 1 0 -1.489144898 0.43170941 NA down no ZNF740 protein_coding chr12:53180700-
53195141:+

gi|296211796|ref|XP
_002752562.1| 871 4.00E-103

PREDICTED: zinc
finger protein 740
[Callithrix jacchus]

gi|16572851|gb|AC0
73573.27| 7645 0

Homo sapiens 12
BAC RP11-
1136G11 (Roswell
Park Cancer
Institute Human
BAC Library)
complete sequence

Q8NDX6 177 7.00E-54 Zinc finger protein
740 . . . . pfam07965 Integrin_B_tail

Integrin beta tail
domain. This is the
beta tail domain of
the Integrin protein.
Integrins are
receptors which are
involved in cell-cell
and cell-
extracellular matrix
interactions.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000367
6|nucleic acid
binding;

. .

ENSG00000139675 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no HNRNPA1L2 protein_coding chr13:52640786-
52643796:+

gi|694988245|ref|XP
_009438577.1| 1092 2.00E-136

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
A1-like [Pan
troglodytes]

gi|15029081|emb|AL
137058.8| 3011 0

Human DNA
sequence from
clone RP11-78J21
on chromosome
13q32.2-33.3,
complete sequence

Q32P51 406 2.00E-131

Heterogeneous
nuclear
ribonucleoprotein
A1-like 2

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;GO:0051
028|mRNA
transport;GO:00083
80|RNA splicing;

GO:0005737|cytopla
sm;GO:0005681|spli
ceosomal complex;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K12741

HNRNPA1_3;
heterogeneous
nuclear
ribonucleoprotein
A1/A3

ENSG00000139718 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no SETD1B protein_coding chr12:121804180-
121832584:+

gi|724850695|ref|XP
_010366735.1| 2451 0

PREDICTED:
histone-lysine N-
methyltransferase
SETD1B
[Rhinopithecus
roxellana]

gi|210032579|ref|N
M_015048.1| 8123 0

Homo sapiens SET
domain containing
1B (SETD1B),
mRNA

Q9UPS6 269 4.00E-71
Histone-lysine N-
methyltransferase
SETD1B

SPCC306.04c 189 6.00E-48 COG2940 pfam11764 N-SET

COMPASS
(Complex proteins
associated with
Set1p) component
N. The n-SET or N-
SET domain is a
component of the
COMPASS
complex, associated
with SET1,
conserved in yeasts
and in other
eukaryotes up to
humans. The
COMPASS
complex functions
to methylate the
fourth lysine of
Histone 3 and for
the silencing of
genes close to the
telomeres of
chromosomes. This
domain promotes
trimethylation in
conjunction with an
RRM domain and is
necessary for
binding of the Spp1
component of
COMPASS into the
complex.

GO:0051568|histone
H3-K4
methylation;GO:000
6355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005694|chrom
osome;GO:0005737|
cytoplasm;GO:0035
097|histone
methyltransferase
complex;GO:001660
7|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
48188|Set1C/COMP
ASS complex;

GO:0018024|histone
-lysine N-
methyltransferase
activity;GO:0000166
|nucleotide
binding;GO:000372
3|RNA binding;

K11422

SETD1, SET1;
histone-lysine N-
methyltransferase
SETD1
[EC:2.1.1.43]



ENSG00000139726 0 2 0 3 0.767748743 0 0 0 2 1.639171621 0.419284741 NA up no DENR protein_coding chr12:122752774-
122771064:+

gi|545543631|ref|XP
_853345.3| 924 6.00E-113

PREDICTED: LOW
QUALITY
PROTEIN: density-
regulated protein
[Canis lupus
familiaris]

gi|6048967|gb|AF10
3800.1|AF103800 2150 0

Homo sapiens clone
H14 unknown
mRNA

O43583 239 3.00E-76 Density-regulated
protein SPBC16C6.05 95.5 6.00E-21 COG0023 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001731|formati
on of translation
preinitiation
complex;GO:000219
2|IRES-dependent
translational
initiation;GO:00327
90|ribosome
disassembly;

.
GO:0003743|translat
ion initiation factor
activity;

. .

ENSG00000139746 12 17 9 5 8.687257057 6 6 7 1 1.707644018 0.010995247 0.038171592 up yes RBM26 protein_coding chr13:79311824-
79406477:-

gi|585167286|ref|XP
_006735738.1| 3162 0

PREDICTED: RNA-
binding protein 26
isoform X2
[Leptonychotes
weddellii]

gi|557636666|ref|N
M_001286631.1| 5230 0

Homo sapiens RNA
binding motif
protein 26
(RBM26), transcript
variant 1, mRNA

Q5T8P6 226 2.00E-59 RNA-binding
protein 26 . . . . pfam14259 RRM_6

RNA recognition
motif (a.k.a. RRM,
RBD, or RNP
domain).

GO:0006397|mRNA
processing;GO:0010
923|negative
regulation of
phosphatase
activity;

.

GO:0046872|metal
ion
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;

K13192 RBM26; RNA-
binding protein 26

ENSG00000139793 33 78 42 91 95.47076453 157 178 115 172 -0.862833498 0.000790675 0.005490448 down no MBNL2 protein_coding chr13:97221434-
97394120:+

gi|55733359|emb|C
AH93361.1| 1619 0 hypothetical protein

[Pongo abelii]
gi|379643031|ref|N
M_144778.3| 4669 0

Homo sapiens
muscleblind-like
splicing regulator 2
(MBNL2), transcript
variant 1, mRNA

Q5R4F5 433 5.00E-173 Muscleblind-like
protein 2 . . . . pfam00642 zf-CCCH

Zinc finger C-x8-C-
x5-C-x3-H type
(and similar).

GO:0006397|mRNA
processing;GO:0043
484|regulation of
RNA
splicing;GO:000838
0|RNA splicing;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0046872|metal
ion
binding;GO:000372
3|RNA binding;

K14943 MBNL; muscleblind

ENSG00000139910 227 275 340 404 505.797974 838 760 766 868 -0.814201141 0.000196293 0.001775275 down no NOVA1 protein_coding chr14:26443093-
26597754:-

gi|56549651|ref|NP_
006480.2| 1385 5.00E-176

RNA-binding
protein Nova-1
isoform 2 [Homo
sapiens]

gi|110624555|dbj|A
K226114.1| 6518 0

Homo sapiens
mRNA for neuro-
oncological ventral
antigen 1 isoform 1
variant, clone:
hg03821

Q2PFW9 207 8.00E-56 RNA-binding
protein Nova-1 . . . . pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0000398|mRNA
splicing, via
spliceosome;

GO:0005634|nucleu
s;

GO:0003723|RNA
binding; K14944

NOVA; RNA-
binding protein
Nova

ENSG00000139915 4 0 6 1 3.161716913 2 5 3 2 0.621247762 0.543577678 0.6585142 up no MDGA2 protein_coding chr14:46839629-
47674954:-

gi|114652865|ref|XP
_001151973.1| 5159 0

PREDICTED: MAM
domain-containing
glycosylphosphatidy
linositol anchor
protein 2 isoform
X1 [Pan
troglodytes]

gi|300863068|ref|N
M_001113498.2| 5101 0

Homo sapiens
MAM domain
containing
glycosylphosphatidy
linositol anchor 2
(MDGA2),
transcript variant 1,
mRNA

P60755 200 5.00E-58

MAM domain-
containing
glycosylphosphatidy
linositol anchor
protein 2

. . . . pfam00629 MAM

MAM domain. An
extracellular domain
found in many
receptors.

.

GO:0031225|anchor
ed component of
membrane;GO:0005
886|plasma
membrane;

. . .

ENSG00000139977 0 1 0 3 0.550294276 1 0 0 0 2.002971421 0.354560832 NA up no NAA30 protein_coding chr14:57390544-
57415917:+

gi|190341107|ref|NP
_001011713.2| 1469 0

N-alpha-
acetyltransferase 30
[Homo sapiens]

gi|13928041|emb|AL
355834.4| 6541 0

Human
chromosome 14
DNA sequence BAC
R-932A10 of library
RPCI-11 from
chromosome 14 of
Homo sapiens
(Human), complete
sequence

Q147X3 221 5.00E-66 N-alpha-
acetyltransferase 30 YPR051w 109 5.00E-27 COG0456 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0017196|N-
terminal peptidyl-
methionine
acetylation;

GO:0005737|cytopla
sm;GO:0031417|Nat
C complex;

GO:0004596|peptide
alpha-N-
acetyltransferase
activity;

K00670

E2.3.1.88; peptide
alpha-N-
acetyltransferase
[EC:2.3.1.88]

ENSG00000139990 0 0 0 3 1.408921527 2 2 2 5 -1.486903434 0.278273648 0.402569211 down no DCAF5 protein_coding chr14:69050881-
69153150:-

gi|545746355|ref|NP
_001271135.1| 4517 0

DDB1- and CUL4-
associated factor 5
isoform 2 [Homo
sapiens]

gi|195539365|ref|N
M_003861.2| 5914 0

Homo sapiens
DDB1 and CUL4
associated factor 5
(DCAF5), transcript
variant 1, mRNA

Q80T85 444 4.00E-148 DDB1- and CUL4-
associated factor 5 . . . . pfam00400 WD40 WD domain, G-beta

repeat.
GO:0016567|protein
ubiquitination;

GO:0080008|Cul4-
RING E3 ubiquitin
ligase
complex;GO:000573
9|mitochondrion;

. K11800

WDR22, BCRP2;
WD repeat-
containing protein
22

ENSG00000140015 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no KCNH5 protein_coding chr14:62699454-
63102037:-

gi|22024390|ref|NP_
647479.2| 4966 0

potassium voltage-
gated channel
subfamily H
member 5 isoform 1
[Homo sapiens]

gi|8018151|emb|AL3
55101.2| 9003 0

Human
chromosome 14
DNA sequence BAC
R-686H21 of library
RPCI-11 from
chromosome 14 of
Homo sapiens
(Human), complete
sequence

Q8NCM2 590 0

Potassium voltage-
gated channel
subfamily H
member 5

CC0285_1 77.4 5.00E-14 COG2202 pfam13426 PAS_9 PAS domain.

GO:0010389|regulati
on of G2/M
transition of mitotic
cell
cycle;GO:0042391|r
egulation of
membrane potential;

GO:0009986|cell
surface;GO:0005887
|integral component
of plasma
membrane;GO:0005
622|intracellular;GO
:0005886|plasma
membrane;

GO:0000155|phosph
orelay sensor kinase
activity;GO:0005249
|voltage-gated
potassium channel
activity;

K04908

KCNH5; potassium
voltage-gated
channel Eag-related
subfamily H
member 5

ENSG00000140153 4 15 3 21 35.74495453 107 62 61 73 -2.390548434 1.36E-07 7.37E-06 down yes WDR20 protein_coding chr14:102139503-
102224847:+

gi|334848139|ref|NP
_001229346.1| 3238 0

WD repeat-
containing protein
20 isoform 7 [Homo
sapiens]

gi|334848136|ref|N
M_001242415.1| 3060 0

Homo sapiens WD
repeat domain 20
(WDR20), transcript
variant 5, mRNA

Q8TBZ3 262 1.00E-82
WD repeat-
containing protein
20

SPAC12B10.03 57.8 2.00E-09 COG2319 pfam00400 WD40 WD domain, G-beta
repeat.

GO:0016579|protein
deubiquitination; . . . .

ENSG00000140259 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no MFAP1 protein_coding chr15:43804492-
43824802:-

gi|730091|sp|Q0793
2.1|MYR1_MYRPI 1315 4.00E-171

RecName:
Full=Pilosulin-1;
AltName:
Full=Allergen Myr
p I; AltName:
Full=Major allergen
Myr p 1; AltName:
Allergen=Myr p 1;
Contains: RecName:
Full=Pilosulin-1;
Contains: RecName:
Full=Pilosulin-1 65-
>gi|26328395|dbj|B
AC27936.1|
unnamed protein
product [Mus
musculus]

gi|50726967|ref|NM
_005926.2| 2063 0

Homo sapiens
microfibrillar-
associated protein 1
(MFAP1), mRNA

P55081 497 4.00E-168 Microfibrillar-
associated protein 1 . . . . pfam06991 Prp19_bind

Splicing factor,
Prp19-binding
domain. This family
represents the C-
terminus
(approximately 300
residues) of
proteins that are
involved as binding
partners for Prp19
as part of the
nuclear pore
complex.  The
family in
Drosophila is
necessary for pre-
mRNA splicing, and
the human protein
has been found in
purifications of the
spliceosome. In the
past this family was
thought,
erroneously, to be
associated with
microfibrillin.

. GO:0001527|microfi
bril;

GO:0044822|poly(A
) RNA binding; K13110

MFAP1;
microfibrillar-
associated protein 1

ENSG00000140262 18 12 11 21 15.3897768 15 13 16 17 0.584701838 0.15863753 0.267633384 up no TCF12 protein_coding chr15:56918623-
57299281:+

gi|46370080|ref|NP_
996919.1| 3160 0

transcription factor
12 isoform a [Homo
sapiens]

gi|46370079|ref|NM
_207036.1| 4774 0

Homo sapiens
transcription factor
12 (TCF12),
transcript variant 1,
mRNA

P30985 69.3 1.00E-12 Transcription factor
12 (Fragment) . . . . pfam00010 HLH

Helix-loop-helix
DNA-binding
domain.

GO:0045666|positiv
e regulation of
neuron
differentiation;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0043425|bHLH
transcription factor
binding;GO:007088
8|E-box
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K15603
TCF4_12;
transcription factor
4/12

ENSG00000140264 1707 1029 1365 703 908.7636594 232 308 397 279 2.693827399 1.47E-09 2.39E-07 up yes SERF2 protein_coding chr15:43777087-
43802589:+

gi|795077903|ref|XP
_011849275.1| 680 2.00E-85

PREDICTED: small
EDRK-rich factor 2
isoform X2
[Mandrillus
leucophaeus]

gi|426378881|ref|X
M_004056089.1| 2689 0

PREDICTED:
Gorilla gorilla
gorilla huntingtin-
interacting protein
K-like, transcript
variant 3
(LOC101127706),
mRNA

A6NH21 132 3.00E-31 Serine incorporator
4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. . .

ENSG00000140280 0 0 0 1 0.210694493 0 0 1 0 0.569016584 0.865048656 NA up no LYSMD2 protein_coding chr15:51723011-
51751585:-

gi|23503313|ref|NP_
699205.1| 903 4.00E-115

lysM and putative
peptidoglycan-
binding domain-
containing protein 2
isoform 1 [Homo
sapiens]

gi|221139696|ref|N
M_153374.2| 1692 0

Homo sapiens
LysM, putative
peptidoglycan-
binding, domain
containing 2
(LYSMD2),
transcript variant 1,
mRNA

Q8IV50 253 3.00E-80

LysM and putative
peptidoglycan-
binding domain-
containing protein 2

YPO0370_2 51.2 1.00E-06 COG1388 pfam01476 LysM

LysM domain. The
LysM (lysin motif)
domain is about 40
residues long. It is
found in a variety
of enzymes
involved in bacterial
cell wall
degradation. This
domain may have a
general
peptidoglycan
binding function.
The structure of this
domain is known.

GO:0048855|adenoh
ypophysis
morphogenesis;GO:
0030282|bone
mineralization;GO:0
042335|cuticle
development;GO:00
19221|cytokine-
mediated signaling
pathway;GO:000956
6|fertilization;GO:00
42446|hormone
biosynthetic
process;GO:005066
5|hydrogen
peroxide
biosynthetic
process;GO:004274
4|hydrogen
peroxide catabolic
process;GO:004883
9|inner ear
development;GO:00
35264|multicellular
organism
growth;GO:0055114
|oxidation-reduction
process;GO:005159
1|response to
cAMP;GO:0006979|
response to
oxidative
stress;GO:0009615|r
esponse to
virus;GO:0030878|t

GO:0016324|apical
plasma
membrane;GO:0030
054|cell
junction;GO:007006
2|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion
binding;GO:002003
7|heme
binding;GO:001617
4|NAD(P)H oxidase
activity;GO:0004601
|peroxidase activity;

. .

ENSG00000140307 0 5 2 0 1.188445932 0 1 1 0 2.320182899 0.186614309 0.301922125 up no GTF2A2 protein_coding chr15:59638062-
59657541:-

gi|4758486|ref|NP_0
04483.1| 568 1.00E-67

transcription
initiation factor IIA
subunit 2 [Homo
sapiens]

gi|219804268|ref|N
M_004492.2| 1582 0

Homo sapiens
general transcription
factor IIA, 2, 12kDa
(GTF2A2), mRNA

P52657 223 5.00E-69
Transcription
initiation factor IIA
subunit 2

SPCC553.11c 111 3.00E-28 COG5123 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0042803|protein
homodimerization
activity;

K03123

TFIIA2, GTF2A2,
TOA2; transcription
initiation factor
TFIIA small subunit



ENSG00000140319 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SRP14 protein_coding chr15:40035739-
40039188:-

gi|119612797|gb|EA
W92391.1| 679 8.00E-87

signal recognition
particle 14kDa
(homologous Alu
RNA binding
protein), isoform
CRA_b, partial
[Homo sapiens]

gi|426378610|ref|X
M_004055960.1| 1041 0

PREDICTED:
Gorilla gorilla
gorilla signal
recognition particle
14kDa (homologous
Alu RNA binding
protein), transcript
variant 1 (SRP14),
mRNA

Q4R5C7 214 5.00E-67
Signal recognition
particle 14 kDa
protein

. . . . pfam02290 SRP14

Signal recognition
particle 14kD
protein. The signal
recognition particle
(SRP) is a
multimeric protein
involved in
targeting secretory
proteins to the
rough endoplasmic
reticulum
membrane. SRP14
and SRP9 form a
complex essential
for SRP RNA
binding.

GO:0006614|SRP-
dependent
cotranslational
protein targeting to
membrane;

GO:0005786|signal
recognition particle,
endoplasmic
reticulum targeting;

GO:0008312|7S
RNA
binding;GO:003094
2|endoplasmic
reticulum signal
peptide binding;

K03104
SRP14; signal
recognition particle
subunit SRP14

ENSG00000140320 0 1 5 1 1.324215695 1 0 1 0 2.44099739 0.13486698 0.233788915 up no BAHD1 protein_coding chr15:40439721-
40468242:+

gi|40788993|dbj|BA
A76789.2| 3460 0 KIAA0945 protein

[Homo sapiens]
gi|4589533|dbj|AB0
23162.1| 4688 0

Homo sapiens
mRNA for
KIAA0945 protein,
partial cds

Q8TBE0 1304 0
Bromo adjacent
homology domain-
containing 1 protein

YGR056w 53.5 4.00E-06 COG5076 pfam01426 BAH

BAH domain. This
domain has been
called BAH (Bromo
adjacent homology)
domain and has also
been called ELM1
and BAM (Bromo
adjacent motif)
domain. The
function of this
domain is unknown
but may be
involved in protein-
protein interaction.

GO:0016569|covale
nt chromatin
modification;GO:00
06342|chromatin
silencing;GO:00315
07|heterochromatin
assembly;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0000785|chrom
atin;GO:0005677|chr
omatin silencing
complex;GO:000565
4|nucleoplasm;

GO:0003682|chrom
atin
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA binding;

. .

ENSG00000140326 0 0 0 1 0.504539164 1 0 1 2 -1.147654081 0.556052664 NA down no CDAN1 protein_coding chr15:42723559-
42737126:-

gi|57222570|ref|NP_
612486.2| 5125 0 codanin-1 [Homo

sapiens]
gi|57222569|ref|NM
_138477.2| 4637 0

Homo sapiens
codanin 1
(CDAN1), mRNA

Q8IWY9 1978 0 Codanin-1 . . . . pfam15296 Codanin-1_C

Codanin-1 C-
terminus. This
domain is found
near to the C-
terminus of
codanin-1.

GO:0031497|chrom
atin
assembly;GO:00063
25|chromatin
organization;GO:00
08156|negative
regulation of DNA
replication;GO:0008
104|protein
localization;

GO:0005737|cytopla
sm;GO:0012505|end
omembrane
system;GO:0016021|
integral component
of
membrane;GO:0005
634|nucleus;GO:000
5886|plasma
membrane;

. K19531 CDAN1; codanin-1

ENSG00000140332 0 0 0 0 0.302884172 1 1 1 0 -1.472069201 0.551973632 NA down no TLE3 protein_coding chr15:70047790-
70098176:-

gi|10047159|dbj|BA
B13373.1| 3794 0 KIAA1547 protein

[Homo sapiens]
gi|62088923|dbj|AB
209672.1| 7755 0

Homo sapiens
mRNA for
Transducin-like
enhancer of split 3
splice variant 1
variant protein

P16371 130 1.00E-33 Protein groucho . . . . pfam03920 TLE_N

Groucho/TLE N-
terminal Q-rich
domain. The N-
terminal domain of
the Grouch/TLE co-
repressor proteins
are involved in
oligomerization.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0005634|nucleu
s; . K04497 GROUCHO;

groucho

ENSG00000140350 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ANP32A protein_coding chr15:68778535-
68820897:-

gi|795084175|ref|XP
_011824203.1| 712 1.00E-84

PREDICTED: acidic
leucine-rich nuclear
phosphoprotein 32
family member A
isoform X2
[Mandrillus
leucophaeus]

gi|34534437|dbj|AK
127498.1| 3708 0

Homo sapiens
cDNA FLJ45591 fis,
clone
BRTHA3014835

P39687 175 4.00E-52

Acidic leucine-rich
nuclear
phosphoprotein 32
family member A

. . . . pfam12799 LRR_4

Leucine Rich
repeats (2 copies).
Leucine rich repeats
are short sequence
motifs present in a
number of proteins
with diverse
functions and
cellular locations.
These repeats are
usually involved in
protein-protein
interactions. Each
Leucine Rich
Repeat is composed
of a beta-alpha unit.
These units form
elongated non-
globular structures.
Leucine Rich
Repeats are often
flanked by cysteine
rich domains.

GO:0035556|intracel
lular signal
transduction;GO:00
06913|nucleocytopla
smic
transport;GO:00429
81|regulation of
apoptotic
process;GO:004348
8|regulation of
mRNA
stability;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005783|end
oplasmic
reticulum;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0048471|perinucl
ear region of
cytoplasm;

GO:0042393|histone
binding;GO:004482
2|poly(A) RNA
binding;

K18646

ANP32A_C_D;
acidic leucine-rich
nuclear
phosphoprotein 32
family member
A/C/D

ENSG00000140374 4 7 6 5 4.691028753 2 5 6 1 1.206037992 0.095444235 0.17840493 up no ETFA protein_coding chr15:76215355-
76311472:-

gi|4503607|ref|NP_0
00117.1| 1510 0

electron transfer
flavoprotein subunit
alpha,
mitochondrial
isoform a [Homo
sapiens]

gi|635134196|ref|X
M_008015766.1| 1821 0

PREDICTED:
Chlorocebus
sabaeus electron-
transfer-
flavoprotein, alpha
polypeptide
(ETFA), transcript
variant X2, mRNA

P13804 419 3.00E-144

Electron transfer
flavoprotein subunit
alpha,
mitochondrial

PA2951 298 3.00E-93 COG2025 pfam01012 ETF

Electron transfer
flavoprotein
domain. This family
includes the
homologous
domain shared
between the alpha
and beta subunits of
the electron transfer
flavoprotein.

GO:0033539|fatty
acid beta-oxidation
using acyl-CoA
dehydrogenase;

GO:0005759|mitoch
ondrial matrix;

GO:0009055|electro
n carrier
activity;GO:0050660
|flavin adenine
dinucleotide
binding;

K03522

fixB, etfA; electron
transfer
flavoprotein alpha
subunit

ENSG00000140396 37 59 41 50 40.78874357 16 27 56 34 1.040146017 0.009576528 0.03485294 up yes NCOA2 protein_coding chr8:70109762-
70403805:-

gi|5729858|ref|NP_0
06531.1| 6950 0

nuclear receptor
coactivator 2 [Homo
sapiens]

gi|297299562|ref|X
M_001082161.2| 7991 0

PREDICTED:
Macaca mulatta
nuclear receptor
coactivator 2,
transcript variant 1
(NCOA2), mRNA

Q15596 2681 0 Nuclear receptor
coactivator 2 . . . . pfam14598 PAS_11

PAS domain. This
family includes the
PAS-B domain of
NCOA1 (Nuclear
receptor coactivator
1), which binds to
an LXXLL motif in
the C-terminal
region of STAT6
(Signal transducer
and activator of
transcription 6).

GO:0015721|bile
acid and bile salt
transport;GO:00442
55|cellular lipid
metabolic
process;GO:003287
0|cellular response
to hormone
stimulus;GO:190401
7|cellular response
to Thyroglobulin
triiodothyronine;GO
:0032922|circadian
regulation of gene
expression;GO:0030
522|intracellular
receptor signaling
pathway;GO:004547
5|locomotor
rhythm;GO:0000122
|negative regulation
of transcription
from RNA
polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00109
06|regulation of
glucose metabolic
process;GO:000635
5|regulation of
transcription DNA

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003682|chrom
atin
binding;GO:000440
2|histone
acetyltransferase
activity;GO:0016922
|ligand-dependent
nuclear receptor
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0035257
|nuclear hormone
receptor
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000116
2|RNA polymerase
II intronic
transcription
regulatory region
sequence-specific
DNA
binding;GO:003037
5|thyroid hormone
receptor coactivator
activity;GO:0003713
|transcription
coactivator activity;

K11255

NCOA2, TIF2,
KAT13C; nuclear
receptor coactivator
2

ENSG00000140403 2 3 1 3 3.160180585 6 5 2 6 -0.554823626 0.488677459 0.612326247 down no DNAJA4 protein_coding chr15:78264086-
78282196:+

gi|194328758|ref|NP
_061072.3| 1973 0

dnaJ homolog
subfamily A
member 4 isoform 1
[Homo sapiens]

gi|194328757|ref|N
M_018602.3| 3186 0

Homo sapiens DnaJ
(Hsp40) homolog,
subfamily A,
member 4
(DNAJA4),
transcript variant 1,
mRNA

Q8WW22 223 7.00E-63
DnaJ homolog
subfamily A
member 4

YNL064c 287 9.00E-86 COG0484 pfam00226 DnaJ

DnaJ domain. DnaJ
domains (J-
domains) are
associated with
hsp70 heat-shock
system and it is
thought that this
domain mediates
the interaction.
DnaJ-domain is
therefore part of a
chaperone (protein
folding) system.
The T-antigens,
although not in
Prosite are
confirmed as DnaJ
containing domains
from literature.

GO:0090084|negativ
e regulation of
inclusion body
assembly;GO:00420
26|protein
refolding;GO:00094
08|response to heat;

GO:0005829|cytosol
;GO:0016020|memb
rane;

GO:0005524|ATP
binding;GO:005108
7|chaperone
binding;GO:004687
2|metal ion
binding;GO:005108
2|unfolded protein
binding;

K09505
DNAJA4; DnaJ
homolog subfamily
A member 4

ENSG00000140406 0 0 1 0 1.281709935 1 3 5 2 -2.618604778 0.073048414 0.148491859 down no MESDC1 protein_coding chr15:81000944-
81005788:+

gi|817303774|ref|XP
_012322366.1| 1749 0

PREDICTED:
mesoderm
development
candidate 1 [Aotus
nancymaae]

gi|20800367|gb|AC0
68870.17| 4845 0

Homo sapiens
chromosome , clone
RP11-775C24,
complete sequence

Q9H1K6 664 0
Mesoderm
development
candidate 1

. . . . pfam15498 Dendrin

Nephrin and
CD2AP-binding
protein, Dendrin.
Dendrin is a family
of eukaryotic
proteins found in
the podocytes of the
kidneys. Dendrin,
originally identified
in telencephalic
dendrites, is a
constituent of the
slit diaphragm, SD,
complex of
podocytes, where it
directly binds to
nephrin and
CD2AP. Kidney
podocytes and their
slit diaphragms
(SDs) form the final
barrier to urinary
protein loss. SD
proteins also
participate in
intracellular
signalling pathways.
Dendrin appears to
prevent
programmed cell
death (apoptosis)
through its binding
to nephrin. The SD
protein nephrin
serves as a

GO:0090084|negativ
e regulation of
inclusion body
assembly;GO:00420
26|protein
refolding;GO:00094
08|response to heat;

GO:0005829|cytosol
;GO:0016020|memb
rane;

GO:0005524|ATP
binding;GO:005108
7|chaperone
binding;GO:004687
2|metal ion
binding;GO:005108
2|unfolded protein
binding;

. .

ENSG00000140416 7 11 9 5 5.922369912 4 1 3 2 2.266300991 0.001664917 0.010001021 up yes TPM1 protein_coding chr15:63042632-
63071915:+

gi|675685116|ref|XP
_009003248.1| 1211 1.00E-161

PREDICTED:
tropomyosin alpha-
1 chain isoform X6
[Callithrix jacchus]

gi|302313150|gb|GU
324929.1| 3703 0

Homo sapiens
tropomyosin 1
(alpha) isoform 5
(TPM1) gene,
complete cds,
alternatively spliced

P04692 161 1.00E-43 Tropomyosin alpha-
1 chain . . . . pfam00261 Tropomyosin Tropomyosin.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09290 TPM3; tropomyosin
3

ENSG00000140443 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no IGF1R protein_coding chr15:98648971-
98964530:+

gi|168983557|dbj|B
AG11657.1| 6733 0

insulin-like growth
factor 1 receptor
[Homo sapiens]

gi|629266060|ref|N
M_000875.4| 11803 0

Homo sapiens
insulin-like growth
factor 1 receptor
(IGF1R), transcript
variant 1, mRNA

P08069 2573 0 Insulin-like growth
factor 1 receptor YAR019c 88.6 3.00E-16 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0051389|inactiv
ation of MAPKK
activity;GO:0043066
|negative regulation
of apoptotic
process;GO:004632
8|regulation of JNK
cascade;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005524|ATP
binding;GO:000471
4|transmembrane
receptor protein
tyrosine kinase
activity;

K05087

IGF1R; insulin-like
growth factor 1
receptor
[EC:2.7.10.1]

ENSG00000140521 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no POLG protein_coding chr15:89305198-
89334861:-

gi|4505937|ref|NP_0
02684.1| 6145 0

DNA polymerase
subunit gamma-1
[Homo sapiens]

gi|187171275|ref|N
M_002693.2| 4448 0

Homo sapiens
polymerase (DNA
directed), gamma
(POLG), transcript
variant 1, mRNA

P54098 2363 0 DNA polymerase
subunit gamma-1 YOR330c_2 395 4.00E-120 COG0749 pfam00476 DNA_pol_A DNA polymerase

family A.

GO:0007568|aging;
GO:0006264|mitoch
ondrial DNA
replication;

GO:0070062|extrace
llular
exosome;GO:00057
60|gamma DNA
polymerase
complex;GO:000574
3|mitochondrial
inner
membrane;GO:0042
645|mitochondrial
nucleoid;GO:000573
9|mitochondrion;G
O:0043234|protein
complex;

GO:0008408|3'-5'
exonuclease
activity;GO:0003682
|chromatin
binding;GO:000367
7|DNA
binding;GO:000388
7|DNA-directed
DNA polymerase
activity;GO:0004527
|exonuclease
activity;GO:0002020
|protease binding;

K02332
POLG1; DNA
polymerase gamma
1 [EC:2.7.7.7]



ENSG00000140538 0 0 2 2 8.225071435 25 24 10 18 -3.741273967 2.27E-05 0.000348386 down yes NTRK3 protein_coding chr15:87859751-
88256768:-

gi|675758436|ref|XP
_008972101.1| 4494 0

PREDICTED: NT-3
growth factor
receptor isoform X3
[Pan paniscus]

gi|14589623|gb|AC0
11966.7|AC011966 17372 0

Homo sapiens
chromosome 15,
clone RP11-285I14,
complete sequence

P24786 137 5.00E-36 NT-3 growth factor
receptor . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0007190|activati
on of adenylate
cyclase
activity;GO:0090630
|activation of
GTPase
activity;GO:0000187
|activation of
MAPK
activity;GO:0000186
|activation of
MAPKK
activity;GO:0007202
|activation of
phospholipase C
activity;GO:0032148
|activation of
protein kinase B
activity;GO:0071300
|cellular response to
retinoic
acid;GO:0007623|cir
cadian
rhythm;GO:0090102
|cochlea
development;GO:00
07507|heart
development;GO:00
70306|lens fiber cell
differentiation;GO:0
042490|mechanorec
eptor
differentiation;GO:0
019056|modulation
by virus of host

GO:0000139|Golgi
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;GO:0043
235|receptor
complex;

GO:0005524|ATP
binding;GO:000500
4|GPI-linked ephrin
receptor
activity;GO:0005030
|neurotrophin
receptor
activity;GO:0004675
|transmembrane
receptor protein
serine/threonine
kinase activity;

K05101

NTRK3, TRKC;
neurotrophic
tyrosine kinase,
receptor type 3
[EC:2.7.10.1]

ENSG00000140564 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no FURIN protein_coding chr15:90868592-
90883458:+

gi|4505579|ref|NP_0
02560.1| 3758 0 furin preproprotein

[Homo sapiens]
gi|577019579|ref|N
M_001289824.1| 4345 0

Homo sapiens furin
(paired basic amino
acid cleaving
enzyme) (FURIN),
transcript variant 3,
mRNA

P09958 449 3.00E-151 Furin YNL238w_1 264 6.00E-76 COG1404 pfam00082 Peptidase_S8

Subtilase family.
Subtilases are a
family of serine
proteases. They
appear to have
independently and
convergently
evolved an
Asp/Ser/His
catalytic triad, like
that found in the
trypsin serine
proteases (see
pfam00089).
Structure is an
alpha/beta fold
containing a 7-
stranded parallel
beta sheet, order
2314567.

GO:0008283|cell
proliferation;GO:00
44267|cellular
protein metabolic
process;GO:003057
4|collagen catabolic
process;GO:002261
7|extracellular
matrix
disassembly;GO:003
0198|extracellular
matrix
organization;GO:00
32804|negative
regulation of low-
density lipoprotein
particle receptor
catabolic
process;GO:003291
1|negative
regulation of
transforming
growth factor beta1
production;GO:0032
455|nerve growth
factor
processing;GO:0032
902|nerve growth
factor
production;GO:0043
043|peptide
biosynthetic
process;GO:001648
6|peptide hormone
processing;GO:0051

GO:0009986|cell
surface;GO:0005783
|endoplasmic
reticulum;GO:00700
62|extracellular
exosome;GO:00057
96|Golgi
lumen;GO:0000139|
Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;GO:
0045121|membrane
raft;GO:0005886|pla
sma
membrane;GO:0005
802|trans-Golgi
network;GO:003014
0|trans-Golgi
network transport
vesicle;

GO:0004175|endope
ptidase
activity;GO:0046872
|metal ion
binding;GO:004840
6|nerve growth
factor
binding;GO:000823
3|peptidase
activity;GO:0042277
|peptide
binding;GO:000202
0|protease
binding;GO:000425
2|serine-type
endopeptidase
activity;GO:0004867
|serine-type
endopeptidase
inhibitor activity;

K01349 FURIN, PCSK3;
furin [EC:3.4.21.75]

ENSG00000140577 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CRTC3 protein_coding chr15:90529925-
90645345:+

gi|110431354|ref|NP
_073606.3| 2784 0

CREB-regulated
transcription
coactivator 3
isoform a [Homo
sapiens]

gi|395394073|ref|N
M_001042574.2| 5209 0

Homo sapiens
CREB regulated
transcription
coactivator 3
(CRTC3), transcript
variant 2, mRNA

Q6UUV7 197 5.00E-58
CREB-regulated
transcription
coactivator 3

. . . . pfam12885 TORC_M

Transducer of
regulated CREB
activity middle
domain. This family
includes the region
between the N and
C terminus of
TORC proteins.
TORC (Transducer
of regulated CREB
activity) is a protein
family of
coactivators that
enhances the
activity of CRE-
depended
transcription via a
phosphorylation-
independent
interaction with the
bZIP DNA
binding/dimerizatio
n domain of CREB
(cAMP Response
Element-Binding).
Although the C- and
N- terminal
domains of these
proteins have been
well characterized,
no functional role
has been assigned to
the central region,
yet.

GO:0097009|energy
homeostasis;GO:004
2116|macrophage
activation;GO:00439
51|negative
regulation of
cAMP-mediated
signaling;GO:00509
95|negative
regulation of lipid
catabolic
process;GO:003279
3|positive regulation
of CREB
transcription factor
activity;GO:0045944
|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00512
89|protein
homotetramerizatio
n;GO:0006351|trans
cription, DNA-
templated;GO:00160
32|viral process;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0008140|cAMP
response element
binding protein
binding;

K16334

CRTC3, TORC3;
CREB-regulated
transcription
coactivator 3

ENSG00000140632 1 1 0 3 0.948887224 2 1 0 0 1.16712787 0.454242709 NA up no GLYR1 protein_coding chr16:4803203-
4847342:-

gi|544515415|ref|XP
_005596131.1| 2855 0

PREDICTED: LOW
QUALITY
PROTEIN:
glyoxylate reductase
1 homolog
(Arabidopsis)
[Macaca
fascicularis]

gi|190358483|ref|N
M_032569.3| 3732 0

Homo sapiens
glyoxylate reductase
1 homolog
(Arabidopsis)
(GLYR1), transcript
variant 1, mRNA

Q49A26 262 3.00E-82
Putative
oxidoreductase
GLYR1

aq_038 157 3.00E-41 COG2084 pfam03446 NAD_binding_2

NAD binding
domain of 6-
phosphogluconate
dehydrogenase. The
NAD binding
domain of 6-
phosphogluconate
dehydrogenase
adopts a Rossmann
fold.

. GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:003506
4|methylated histone
binding;GO:005128
7|NAD
binding;GO:000461
6|phosphogluconate
dehydrogenase
(decarboxylating)
activity;

. .

ENSG00000140718 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no FTO protein_coding chr16:53701692-
54158512:+

gi|402908386|ref|XP
_003916924.1| 2533 0

PREDICTED:
alpha-ketoglutarate-
dependent
dioxygenase FTO
isoform X1 [Papio
anubis]

gi|14861728|gb|AC0
40164.5|AC040164 10184 0

Homo sapiens
chromosome 16
clone RP11-358B6,
complete sequence

O00370 385 2.00E-116

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam12933 FTO_NTD

FTO catalytic
domain. This
domain is the
catalytic AlkB-like
domain from the
FTO protein. This
domain catalyses a
demethylase activity
with a preference
for 3-
methylthymidine.

GO:0007292|female
gamete
generation;GO:0000
184|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0000289|
nuclear-transcribed
mRNA poly(A) tail
shortening;GO:0043
488|regulation of
mRNA
stability;GO:000945
1|RNA
modification;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005730|nu
cleolus;GO:0005634
|nucleus;

GO:0043169|cation
binding;GO:004687
2|metal ion
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:000451
8|nuclease
activity;GO:0000166
|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000453
5|poly(A)-specific
ribonuclease
activity;GO:0019901
|protein kinase
binding;

K19469

FTO; alpha-
ketoglutarate-
dependent
dioxygenase FTO
[EC:1.14.11.-]

ENSG00000140829 0 0 0 1 0.305076892 1 0 0 1 -0.147568856 0.95359243 NA down no DHX38 protein_coding chr16:72093562-
72112912:+

gi|40788918|dbj|BA
A13213.2| 5677 0 KIAA0224 [Homo

sapiens]
gi|426382828|ref|X
M_004057955.1| 4461 0

PREDICTED:
Gorilla gorilla
gorilla DEAH (Asp-
Glu-Ala-His) box
polypeptide 38
(DHX38), mRNA

Q17R09 227 1.00E-64

Pre-mRNA-splicing
factor ATP-
dependent RNA
helicase PRP16

YKR086w 744 0 COG1643 pfam04408 HA2

Helicase associated
domain (HA2). This
presumed domain is
about 90 amino acid
residues in length. It
is found is a diverse
set of RNA
helicases. Its
function is
unknown, however
it seems likely to be
involved in nucleic
acid binding.

GO:0000398|mRNA
splicing, via
spliceosome;

GO:0005737|cytopla
sm;GO:0005681|spli
ceosomal complex;

GO:0005524|ATP
binding;GO:000400
4|ATP-dependent
RNA helicase
activity;GO:0044822
|poly(A) RNA
binding;

K12815

DHX38, PRP16;
pre-mRNA-splicing
factor ATP-
dependent RNA
helicase
DHX38/PRP16
[EC:3.6.4.13]

ENSG00000140836 21 14 20 15 11.91462566 0 3 5 0 3.768961627 1.34E-06 4.26E-05 up yes ZFHX3 protein_coding chr16:72782885-
73059698:-

gi|118498345|ref|NP
_008816.3| 10480 0

zinc finger
homeobox protein 3
isoform A [Homo
sapiens]

gi|118498344|ref|N
M_006885.3| 16064 0

Homo sapiens zinc
finger homeobox 3
(ZFHX3), transcript
variant A, mRNA

Q15911 1762 0 Zinc finger
homeobox protein 3 ECU06g0500 56.2 2.00E-07 COG5576 pfam00046 Homeobox Homeobox domain.

GO:0007420|brain
development;GO:00
07050|cell cycle
arrest;GO:0032922|c
ircadian regulation
of gene
expression;GO:0007
517|muscle organ
development;GO:00
45662|negative
regulation of
myoblast
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00456
63|positive
regulation of
myoblast
differentiation;GO:0
045893|positive
regulation of
transcription, DNA-
templated;GO:19040
59|regulation of
locomotor
rhythm;GO:0045664
|regulation of
neuron

GO:0005737|cytopla
sm;GO:0043231|intr
acellular membrane-
bounded
organelle;GO:00166
04|nuclear
body;GO:0005730|n
ucleolus;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0005667|transcriptio
n factor complex;

GO:0001046|core
promoter sequence-
specific DNA
binding;GO:001989
9|enzyme
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000827
0|zinc ion binding;

K09378
ATBF1; AT-binding
transcription factor
1

ENSG00000140859 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no KIFC3 protein_coding chr16:57758217-
57863053:-

gi|426382340|ref|XP
_004057765.1| 4205 0

PREDICTED:
kinesin-like protein
KIFC3 isoform 1
[Gorilla gorilla
gorilla]

gi|194294509|ref|N
M_001130100.1| 3379 0

Homo sapiens
kinesin family
member C3
(KIFC3), transcript
variant 2, mRNA

O35231 65.5 3.00E-21 Kinesin-like protein
KIFC3 YPR141c 262 1.00E-73 COG5059 pfam00225 Kinesin Kinesin motor

domain.

GO:0090136|epitheli
al cell-cell
adhesion;GO:00070
30|Golgi
organization;GO:00
07018|microtubule-
based
movement;GO:0007
601|visual
perception;GO:0045
218|zonula adherens
maintenance;

GO:0005813|centros
ome;GO:0030659|cy
toplasmic vesicle
membrane;GO:0070
062|extracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00058
71|kinesin
complex;GO:000587
4|microtubule;GO:0
005915|zonula
adherens;

GO:0005524|ATP
binding;GO:000856
9|ATP-dependent
microtubule motor
activity, minus-end-
directed;GO:001688
7|ATPase
activity;GO:0003777
|microtubule motor
activity;

K10406
KIFC2_3; kinesin
family member
C2/C3



ENSG00000140937 57 77 58 89 58.06448813 28 38 67 38 1.253515058 0.000124938 0.001232346 up yes CDH11 protein_coding chr16:64943753-
65126112:-

gi|62089106|dbj|BA
D92997.1| 4086 0

cadherin 11, type 2
isoform 1
preproprotein
variant [Homo
sapiens]

gi|426382410|ref|X
M_004057751.1| 6469 0

PREDICTED:
Gorilla gorilla
gorilla cadherin 11,
type 2, OB-cadherin
(osteoblast)
(CDH11), mRNA

P55287 247 2.00E-74 Cadherin-11 . . . . pfam01049 Cadherin_C

Cadherin
cytoplasmic region.
Cadherins are vital
in cell-cell adhesion
during tissue
differentiation.
Cadherins are
linked to the
cytoskeleton by
catenins. Catenins
bind to the
cytoplasmic tail of
the cadherin.
Cadherins cluster to
form foci of
homophilic binding
units. A key
determinant to the
strength of the
binding that it is
mediated by
cadherins is the
juxtamembrane
region of the
cadherin. This
region induces
clustering and also
binds to the protein
p120ctn.

GO:0034332|adhere
ns junction
organization;GO:00
07155|cell
adhesion;GO:00219
57|corticospinal
tract
morphogenesis;GO:
0007156|homophilic
cell adhesion via
plasma membrane
adhesion
molecules;GO:0001
503|ossification;GO:
0001501|skeletal
system
development;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion binding; K06803

CDH11; cadherin
11, type 2, OB-
cadherin

ENSG00000140943 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MBTPS1 protein_coding chr16:84053761-
84116906:-

gi|40788961|dbj|BA
A07653.2| 5401 0 KIAA0091 [Homo

sapiens]
gi|578888071|ref|N
M_003791.3| 4338 0

Homo sapiens
membrane-bound
transcription factor
peptidase, site 1
(MBTPS1), mRNA

Q14703 2072 0
Membrane-bound
transcription factor
site-1 protease

BS_aprE 110 1.00E-24 COG1404 pfam00082 Peptidase_S8

Subtilase family.
Subtilases are a
family of serine
proteases. They
appear to have
independently and
convergently
evolved an
Asp/Ser/His
catalytic triad, like
that found in the
trypsin serine
proteases (see
pfam00089).
Structure is an
alpha/beta fold
containing a 7-
stranded parallel
beta sheet, order
2314567.

GO:0036500|ATF6-
mediated unfolded
protein
response;GO:00082
03|cholesterol
metabolic
process;GO:000704
0|lysosome
organization;GO:00
31293|membrane
protein intracellular
domain
proteolysis;GO:0006
508|proteolysis;GO:
0042990|regulation
of transcription
factor import into
nucleus;GO:003497
6|response to
endoplasmic
reticulum stress;

GO:0005788|endopl
asmic reticulum
lumen;GO:0005789|
endoplasmic
reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0005
795|Golgi
stack;GO:0016021|i
ntegral component
of membrane;

GO:0004252|serine-
type endopeptidase
activity;

K08653

MBTPS1;
membrane-bound
transcription factor
site-1 protease
[EC:3.4.21.112]

ENSG00000140948 1 1 4 0 1.240496101 0 0 2 0 2.30394127 0.19510303 0.311018238 up no ZCCHC14 protein_coding chr16:87406246-
87492045:-

gi|686751563|ref|XP
_009249306.1| 3532 0

PREDICTED: LOW
QUALITY
PROTEIN: zinc
finger CCHC
domain-containing
protein 14 [Pongo
abelii]

gi|88900496|ref|NM
_015144.2| 6911 0

Homo sapiens zinc
finger, CCHC
domain containing
14 (ZCCHC14),
mRNA

Q8WYQ9 231 1.00E-69
Zinc finger CCHC
domain-containing
protein 14

. . . . pfam00098 zf-CCHC

Zinc knuckle. The
zinc knuckle is a
zinc binding motif
composed of the the
following
CX2CX4HX4C
where X can be any
amino acid. The
motifs are mostly
from retroviral gag
proteins
(nucleocapsid).
Prototype structure
is from HIV. Also
contains members
involved in
eukaryotic gene
regulation, such as
C. elegans GLH-1.
Structure is an 18-
residue zinc finger.

. .

GO:0003676|nucleic
acid
binding;GO:003509
1|phosphatidylinosit
ol
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000141027 2 7 11 12 16.56514582 43 37 15 26 -1.402957241 0.00761354 0.029835452 down yes NCOR1 protein_coding chr17:16029157-
16218185:-

gi|22538461|ref|NP_
006302.2| 10876 0

nuclear receptor
corepressor 1
isoform 1 [Homo
sapiens]

gi|298919177|ref|N
M_006311.3| 9783 0

Homo sapiens
nuclear receptor
corepressor 1
(NCOR1), transcript
variant 1, mRNA

O75376 204 2.00E-55 Nuclear receptor
corepressor 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006351|transcri
ption, DNA-
templated;

GO:0016592|mediat
or complex;

GO:0001104|RNA
polymerase II
transcription
cofactor activity;

K04650
NCOR1, N-CoR;
nuclear receptor co-
repressor 1

ENSG00000141030 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no COPS3 protein_coding chr17:17246820-
17281293:-

gi|667484773|pdb|4
D18|C 2273 0

Chain C, Crystal
Structure Of The
Cop9 Signalosome

gi|221046187|dbj|A
K316400.1| 1643 0

Homo sapiens
cDNA, FLJ79299
complete cds,
highly similar to
COP9 signalosome
complex subunit 3

A6H7B5 95.9 1.00E-22 COP9 signalosome
complex subunit 3 . . . . pfam01399 PCI

PCI domain. This
domain has also
been called the
PINT motif
(Proteasome, Int-6,
Nip-1 and TRIP-
15).

GO:0010388|cullin
deneddylation;GO:0
001701|in utero
embryonic
development;GO:00
06511|ubiquitin-
dependent protein
catabolic process;

GO:0008180|COP9
signalosome;GO:00
05737|cytoplasm;G
O:0005654|nucleopl
asm;GO:0005634|nu
cleus;

. K12177
COPS3, CSN3;
COP9 signalosome
complex subunit 3

ENSG00000141034 2 1 0 5 7.523733106 27 20 4 14 -2.548546137 0.00262688 0.013612725 down yes GID4 protein_coding chr17:18039292-
18068404:+

gi|530410648|ref|XP
_005256856.1| 1218 4.00E-163

PREDICTED:
glucose-induced
degradation protein
4 homolog isoform
X1 [Homo sapiens]

gi|47078274|ref|NM
_024052.4| 4232 0

Homo sapiens GID
complex subunit 4
homolog (GID4),
mRNA

Q8IVV7 239 3.00E-77
Glucose-induced
degradation protein
4 homolog

ECU03g0570 103 4.00E-23 COG5073 pfam09783 Vac_ImportDeg

Vacuolar import
and degradation
protein. Members of
this family are
involved in the
negative regulation
of gluconeogenesis.
They are required
for both
proteosome-
dependent and
vacuolar catabolite
degradation of
fructose-1,6-
bisphosphatase
(FBPase), where
they probably
regulate FBPase
targeting from the
FBPase-containing
vesicles to the
vacuole.

GO:0010388|cullin
deneddylation;GO:0
001701|in utero
embryonic
development;GO:00
06511|ubiquitin-
dependent protein
catabolic process;

GO:0008180|COP9
signalosome;GO:00
05737|cytoplasm;G
O:0005654|nucleopl
asm;

. . .

ENSG00000141084 0 0 0 0 0.29578603 1 1 0 1 -1.446026814 0.560607138 NA down no RANBP10 protein_coding chr16:67723066-
67806652:-

gi|820973324|ref|XP
_003262949.2| 3242 0

PREDICTED: ran-
binding protein 10
isoform X1
[Nomascus
leucogenys]

gi|40538735|ref|NM
_020850.1| 5305 0

Homo sapiens RAN
binding protein 10
(RANBP10), mRNA

Q6VN20 229 1.00E-90 Ran-binding protein
10 . . . . pfam00622 SPRY

SPRY domain.
SPRY Domain is
named from SPla
and the RYanodine
Receptor. Domain
of unknown
function. Distant
homologues are
domains in
butyrophilin/maren
ostrin/pyrin
homologues.

.
GO:0005829|cytosol
;GO:0005634|nucleu
s;

. . .

ENSG00000141232 60 42 78 26 38.55370412 5 9 18 15 2.840739406 9.69E-07 3.43E-05 up yes TOB1 protein_coding chr17:50862223-
50867978:-

gi|5032187|ref|NP_0
05740.1| 1395 0

protein Tob1
isoform 1 [Homo
sapiens]

gi|345197214|ref|N
M_005749.3| 2229 0

Homo sapiens
transducer of
ERBB2, 1 (TOB1),
transcript variant 1,
mRNA

P50616 309 4.00E-102 Protein Tob1 . . . . pfam07742 BTG BTG family.

GO:0030509|BMP
signaling
pathway;GO:003051
4|negative
regulation of BMP
signaling
pathway;GO:000828
5|negative
regulation of cell
proliferation;GO:00
60212|negative
regulation of
nuclear-transcribed
mRNA poly(A) tail
shortening;GO:0045
668|negative
regulation of
osteoblast
differentiation;GO:0
017148|negative
regulation of
translation;GO:1900
153|positive
regulation of
nuclear-transcribed
mRNA catabolic
process,
deadenylation-
dependent
decay;GO:0060213|
positive regulation
of nuclear-
transcribed mRNA
poly(A) tail
shortening;GO:0007

GO:0030014|CCR4-
NOT
complex;GO:000573
7|cytoplasm;GO:000
5634|nucleus;

GO:0030971|recepto
r tyrosine kinase
binding;GO:000507
0|SH3/SH2 adaptor
activity;GO:0003714
|transcription
corepressor activity;

K14443 TOB; protein
Tob/BTG

ENSG00000141258 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SGSM2 protein_coding chr17:2337498-
2381058:+

gi|148612795|ref|NP
_055668.2| 5146 0

small G protein
signaling modulator
2 isoform 1 [Homo
sapiens]

gi|148612794|ref|N
M_014853.2| 4863 0

Homo sapiens small
G protein signaling
modulator 2
(SGSM2), transcript
variant 1, mRNA

O43147 1912 0
Small G protein
signaling modulator
2

SPAC630.05 112 3.00E-24 COG5210 pfam02759 RUN

RUN domain. This
domain is present in
several proteins that
are linked to the
functions of
GTPases in the Rap
and Rab families.
They could hence
play important roles
in multiple Ras-like
GTPase signalling
pathways. The
domain is
comprises six
conserved regions,
which in some
proteins have
considerable
insertions between
them. The domain
core is thought to
take up a
predominantly
alpha fold, with
basic amino acids in
regions A and D
possibly playing a
functional role in
interactions with
Ras GTPases.

GO:0090630|activati
on of GTPase
activity;GO:0006886
|intracellular protein
transport;GO:00344
99|late endosome to
Golgi
transport;GO:00435
47|positive
regulation of
GTPase
activity;GO:0031338
|regulation of
vesicle fusion;

GO:0005737|cytopla
sm;GO:0012505|end
omembrane
system;GO:0042470|
melanosome;

GO:0005096|GTPas
e activator
activity;GO:0017137
|Rab GTPase
binding;

. .



ENSG00000141279 3 15 2 17 21.49812554 53 49 27 40 -1.768372601 0.000431877 0.003362058 down yes NPEPPS protein_coding chr17:47522942-
47623276:+

gi|795526477|ref|XP
_011901743.1| 4754 0

PREDICTED:
puromycin-sensitive
aminopeptidase
isoform X1
[Cercocebus atys]

gi|34532075|dbj|AK
125832.1| 4446 0

Homo sapiens
cDNA FLJ43844 fis,
clone
TESTI4006308,
highly  similar to
Puromycin-sensitive
aminopeptidase (EC
3.4.11.-)

A6NEC2 293 7.00E-96
Puromycin-sensitive
aminopeptidase-like
protein

SPBC1921.05 127 3.00E-32 COG0308 pfam01433 Peptidase_M1

Peptidase family
M1. Members of
this family are
aminopeptidases.
The members differ
widely in
specificity,
hydrolysing acidic,
basic or neutral N-
terminal residues.
This family includes
leukotriene-A4
hydrolase, this
enzyme also has an
aminopeptidase
activity.

GO:0071456|cellular
response to
hypoxia;GO:004317
1|peptide catabolic
process;GO:190395
5|positive regulation
of protein targeting
to
mitochondrion;GO:
0006508|proteolysis;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0004177|amino
peptidase
activity;GO:0070006
|metalloaminopeptid
ase
activity;GO:0042277
|peptide
binding;GO:000827
0|zinc ion binding;

K08776

NPEPPS;
puromycin-sensitive
aminopeptidase
[EC:3.4.11.-]

ENSG00000141367 27 15 33 10 18.79047051 17 8 10 11 1.598068142 0.006775534 0.027306584 up yes CLTC protein_coding chr17:59619689-
59696956:+

gi|676278085|gb|KF
O32165.1| 9049 0

Clathrin heavy
chain 1 [Fukomys
damarensis]

gi|568815718|ref|N
M_001288653.1| 8587 0

Homo sapiens
clathrin, heavy
chain (Hc) (CLTC),
transcript variant 2,
mRNA

P11442 130 1.00E-33 Clathrin heavy
chain 1 . . . . pfam00637 Clathrin

Region in Clathrin
and VPS. Each
region is about 140
amino acids long.
The regions are
composed of
multiple alpha
helical repeats. They
occur in the arm
region of the
Clathrin heavy
chain.

GO:0007030|Golgi
organization;GO:00
06886|intracellular
protein
transport;GO:00070
67|mitotic nuclear
division;GO:190012
6|negative
regulation of
hyaluronan
biosynthetic
process;GO:000689
8|receptor-mediated
endocytosis;

GO:0030118|clathri
n
coat;GO:0030132|cla
thrin coat of coated
pit;GO:0030130|clat
hrin coat of trans-
Golgi network
vesicle;GO:0030669|
clathrin-coated
endocytic vesicle
membrane;GO:0042
470|melanosome;G
O:0042383|sarcolem
ma;GO:0005819|spi
ndle;GO:0030315|T-
tubule;GO:0043195|t
erminal bouton;

GO:0030506|ankyri
n
binding;GO:003107
2|heat shock protein
binding;GO:004227
7|peptide
binding;GO:000802
2|protein C-
terminus
binding;GO:000519
8|structural
molecule activity;

K04646 CLTC; clathrin
heavy chain

ENSG00000141380 1 1 2 2 2.792067495 7 6 3 3 -1.121341978 0.210463112 0.329156723 down no SS18 protein_coding chr18:26016253-
26091217:-

gi|19879848|gb|AA
M00188.1| 1070 3.00E-131 SYT protein [Homo

sapiens]
gi|207079930|ref|N
M_001135263.1| 3277 0

Pongo abelii
synovial sarcoma
translocation,
chromosome 18
(SS18), mRNA

Q15532 163 1.00E-45 Protein SSXT . . . . pfam05030 SSXT

SSXT protein (N-
terminal region).
The SSXT or SS18
protein is involved
in synovial sarcoma
in humans. A SYT-
SSX fusion gene
resulting from the
chromosomal
translocation t(X;18)
(p11;q11) is
characteristic of
synovial sarcomas.
This translocation
fuses the SSXT
(SYT) gene from
chromosome 18 to
either of two
homologous genes
at Xp11, SSX1 or
SSX2.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s; . K15623 SS18, SSXT, SYT;

protein SSXT

ENSG00000141429 0 4 2 5 6.778577056 14 18 11 11 -1.820724816 0.00516824 0.022284745 down yes GALNT1 protein_coding chr18:35581117-
35711834:+

gi|667287162|ref|XP
_008576394.1| 3045 0

PREDICTED:
polypeptide N-
acetylgalactosaminyl
transferase 1
isoform X2
[Galeopterus
variegatus]

gi|214829617|ref|N
M_020474.3|

3838 0

Homo sapiens
polypeptide N-
acetylgalactosaminyl
transferase 1
(GALNT1), mRNA

Q07537 221 2.00E-64
Polypeptide N-
acetylgalactosaminyl
transferase 1

. . . . pfam00535 Glycos_transf_2

Glycosyl transferase
family 2. Diverse
family, transferring
sugar from UDP-
glucose, UDP-N-
acetyl-
galactosamine,
GDP-mannose or
CDP-abequose, to a
range of substrates
including cellulose,
dolichol phosphate
and teichoic acids.

GO:0006493|protein
O-linked
glycosylation;GO:00
18242|protein O-
linked glycosylation
via
serine;GO:0018243|
protein O-linked
glycosylation via
threonine;

GO:0005576|extrace
llular
region;GO:0032580|
Golgi cisterna
membrane;GO:0016
021|integral
component of
membrane;GO:0048
471|perinuclear
region of cytoplasm;

GO:0030246|carboh
ydrate
binding;GO:003014
5|manganese ion
binding;GO:000465
3|polypeptide N-
acetylgalactosaminyl
transferase activity;

K00710

GALNT;
polypeptide N-
acetylgalactosaminyl
transferase
[EC:2.4.1.41]

ENSG00000141431 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ASXL3 protein_coding chr18:33578577-
33751192:+

gi|149944526|ref|NP
_085135.1| 10352 0

putative Polycomb
group protein
ASXL3 [Homo
sapiens]

gi|530413970|ref|X
M_005258356.1| 11361 0

PREDICTED:
Homo sapiens
additional sex
combs like
transcriptional
regulator 3
(ASXL3), transcript
variant X1, mRNA

Q9C0F0 323 2.00E-100
Putative Polycomb
group protein
ASXL3

. . . . pfam13919 ASXH

Asx homology
domain. A
conserved alpha
helical domain with
a characteristic
LXXLL motif. The
LXXLL motif is
detected in diverse
transcription
factors, coactivators
and corepressors
and is implicated in
mediating
interactions between
them. The ASXH
domain is found in
animals, fungi and
plants and is
predicted to play a
role in mediating
contact between
transcription factors
and chromatin-
associated
complexes. In
Drosophila Asx and
Human ASXL1, the
ASXH domain is
predicted to mediate
interactions with the
Calypso and BAP1
deubiquitinases
(DUBs) which
further belong to
the UCHL5/UCH37

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K11471
ASXL; additional
sex combs-like
protein

ENSG00000141433 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ADCYAP1 protein_coding chr18:904943-
912172:+

gi|530424799|ref|XP
_005258138.1| 824 2.00E-105

PREDICTED:
pituitary adenylate
cyclase-activating
polypeptide isoform
X1 [Homo sapiens]

gi|452085176|ref|N
M_001117.4| 3259 0

Homo sapiens
adenylate cyclase
activating
polypeptide 1
(pituitary)
(ADCYAP1),
transcript variant 2,
mRNA

P18509 171 2.00E-52
Pituitary adenylate
cyclase-activating
polypeptide

. . . . pfam00123 Hormone_2

Peptide hormone.
This family contains
glucagon, GIP,
secretin and VIP.

GO:0007190|activati
on of adenylate
cyclase
activity;GO:0046034
|ATP metabolic
process;GO:000166
2|behavioral fear
response;GO:00199
33|cAMP-mediated
signaling;GO:00072
67|cell-cell
signaling;GO:00713
85|cellular response
to glucocorticoid
stimulus;GO:000756
5|female
pregnancy;GO:0001
821|histamine
secretion;GO:00028
65|negative
regulation of acute
inflammatory
response to
antigenic
stimulus;GO:000287
8|negative
regulation of acute
inflammatory
response to non-
antigenic
stimulus;GO:004578
6|negative
regulation of cell
cycle;GO:0060253|n
egative regulation of

GO:0005576|extrace
llular
region;GO:0005615|
extracellular
space;GO:0005622|i
ntracellular;GO:004
3195|terminal
bouton;

GO:0005184|neurop
eptide hormone
activity;GO:0051428
|peptide hormone
receptor
binding;GO:001652
1|pituitary adenylate
cyclase activating
polypeptide
activity;GO:0005102
|receptor
binding;GO:000505
7|receptor signaling
protein activity;

K05262
ADCYAP; adenylate
cyclase activating
polypeptide

ENSG00000141446 3 5 4 2 2.751695938 2 2 1 1 1.806241216 0.051065838 0.115815231 up no ESCO1 protein_coding chr18:21529281-
21600884:-

gi|15620881|dbj|BA
B67804.1| 4428 0 KIAA1911 protein

[Homo sapiens]
gi|21732582|emb|AL
832041.1| 4763 0

Homo sapiens
mRNA; cDNA
DKFZp313E1410
(from clone
DKFZp313E1410)

Q5FWF5 414 4.00E-132 N-acetyltransferase
ESCO1 . . . . pfam13880 Acetyltransf_13 ESCO1/2 acetyl-

transferase.

GO:0034421|post-
translational protein
acetylation;GO:0006
275|regulation of
DNA
replication;GO:0007
062|sister chromatid
cohesion;

GO:0000785|chrom
atin;GO:0005654|nu
cleoplasm;

GO:0046872|metal
ion
binding;GO:000808
0|N-
acetyltransferase
activity;

K11268
ESCO, ECO1; N-
acetyltransferase
[EC:2.3.1.-]

ENSG00000141447 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no OSBPL1A protein_coding chr18:24162044-
24397880:-

gi|19718741|ref|NP_
542164.2| 4714 0

oxysterol-binding
protein-related
protein 1 isoform 2
[Homo sapiens]

gi|335353785|ref|N
M_080597.3| 4194 0

Homo sapiens
oxysterol binding
protein-like 1A
(OSBPL1A),
transcript variant 2,
mRNA

Q8K4M9 62.4 6.00E-12
Oxysterol-binding
protein-related
protein 1

. . . . pfam01237 Oxysterol_BP Oxysterol-binding
protein.

GO:0019886|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class
II;GO:0008203|chol
esterol metabolic
process;GO:000686
9|lipid
transport;GO:00161
92|vesicle-mediated
transport;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
22|intracellular;GO:
0005770|late
endosome;GO:0005
765|lysosomal
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0015485|cholest
erol
binding;GO:000554
3|phospholipid
binding;

. .

ENSG00000141449 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no GREB1L protein_coding chr18:21242242-
21525417:+

gi|219282747|ref|NP
_001136438.1| 9547 0 GREB1-like protein

[Homo sapiens]
gi|544506732|ref|X
M_005587065.1| 7724 0

PREDICTED:
Macaca fascicularis
growth regulation
by estrogen in
breast cancer-like
(GREB1L),
transcript variant
X5, mRNA

Q9C091 246 8.00E-73 GREB1-like protein . . . . pfam07434 CblD

CblD like pilus
biogenesis initiator.
This family consists
of several minor
pilin proteins
including CblD
from Burkholderia
cepacia which is
known to CblD be
the initiator of pilus
biogenesis. The
family also contains
a variety of
Enterobacterial
minor pilin
proteins.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000141480 0 0 1 0 0.280374164 0 0 1 0 0.569016274 0.852640934 NA up no ARRB2 protein_coding chr17:4710489-
4721499:+

gi|426383609|ref|XP
_004058371.1| 1995 0

PREDICTED: beta-
arrestin-2 isoform 3
[Gorilla gorilla
gorilla]

gi|39812034|ref|NM
_004313.3| 1890 0

Homo sapiens
arrestin, beta 2
(ARRB2), transcript
variant 1, mRNA

P32120 77 2.00E-15 Beta-arrestin-2 . . . . pfam00339 Arrestin_N

Arrestin (or S-
antigen), N-terminal
domain. Ig-like
beta-sandwich fold.
Scop reports
duplication with C-
terminal domain.

GO:0007165|signal
transduction;

GO:0005737|cytopla
sm; . K04439 ARRB; beta-arrestin



ENSG00000141503 1 3 0 7 4.330767384 8 8 8 6 -1.026762909 0.176117378 0.290075682 down no MINK1 protein_coding chr17:4833388-
4898061:+

gi|24850117|ref|NP_
733763.1| 5777 0

misshapen-like
kinase 1 isoform 2
[Homo sapiens]

gi|62088479|dbj|AB
209450.1| 5293 0

Homo sapiens
mRNA for
misshapen/NIK-
related kinase
isoform 2 variant
protein

Q8N4C8 279 3.00E-85 Misshapen-like
kinase 1 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
007268|synaptic
transmission;GO:00
48813|dendrite
morphogenesis;GO:
0035556|intracellula
r signal
transduction;GO:00
07254|JNK
cascade;GO:000727
5|multicellular
organismal
development;GO:00
46330|positive
regulation of JNK
cascade;GO:004677
7|protein
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:2000311|regulation
of alpha-amino-3-
hydroxy-5-methyl-
4-isoxazole
propionate selective
glutamate receptor
activity;GO:0030334
|regulation of cell
migration;GO:00224
07|regulation of
cell-cell
adhesion;GO:00019

GO:0030424|axon;G
O:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
30425|dendrite;GO:
0070062|extracellula
r
exosome;GO:00057
94|Golgi
apparatus;GO:00140
69|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase activity;

K04413

MINK;
misshapen/NIK-
related kinase
[EC:2.7.11.1]

ENSG00000141551 0 0 0 2 2.697035855 6 9 4 6 -3.130522952 0.009567327 0.03485294 down yes CSNK1D protein_coding chr17:82239023-
82273731:-

gi|530413454|ref|XP
_005256394.1| 2156 0

PREDICTED:
casein kinase I
isoform delta
isoform X2 [Homo
sapiens]

gi|62088505|dbj|AB
209463.1| 6078 0

Homo sapiens
mRNA for casein
kinase 1, delta
isoform 1 variant
protein

P48730 220 7.00E-154 Casein kinase I
isoform delta . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0006897|endocy
tosis;GO:0018105|pe
ptidyl-serine
phosphorylation;GO
:0008360|regulation
of cell
shape;GO:0016055|
Wnt signaling
pathway;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08959
CSNK1D; casein
kinase 1, delta
[EC:2.7.11.1]

ENSG00000141576 0 0 0 1 0.307018251 1 1 0 0 -0.157277218 0.950501209 NA down no RNF157 protein_coding chr17:76142453-
76240373:-

gi|20522004|dbj|BA
B67810.2| 3334 0 KIAA1917 protein

[Homo sapiens]
gi|222144269|ref|N
M_052916.2| 4891 0

Homo sapiens ring
finger protein 157
(RNF157), mRNA

Q96PX1 139 7.00E-36 RING finger protein
157 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . GO:0008270|zinc
ion binding; . .

ENSG00000141622 1 0 0 0 1.296406298 5 3 1 2 -2.612034862 0.072896251 0.148356262 down no RNF165 protein_coding chr18:46326809-
46463140:+

gi|57165361|ref|NP_
689683.2| 1693 0

RING finger protein
165 isoform 1
[Homo sapiens]

gi|19071669|gb|AC0
18931.9| 6624 0

Homo sapiens
chromosome 18,
clone RP11-418K9,
complete sequence

Q6ZSG1 295 2.00E-98 RING finger protein
165 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0035136|forelim
b
morphogenesis;GO:
0060384|innervation
;GO:0008045|motor
neuron axon
guidance;GO:00102
59|multicellular
organismal
aging;GO:0061061|
muscle structure
development;GO:00
30513|positive
regulation of BMP
signaling
pathway;GO:004316
1|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:000020
9|protein
polyubiquitination;
GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0043234|pr
otein complex;

GO:0061630|ubiquit
in protein ligase
activity;GO:0008270
|zinc ion binding;

K17821 RNF165; RING
finger protein 165

ENSG00000141644 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no MBD1 protein_coding chr18:50266882-
50281774:-

gi|332849910|ref|XP
_003315950.1| 2998 0

PREDICTED:
methyl-CpG-
binding domain
protein 1 isoform
X1 [Pan
troglodytes]

gi|156105674|ref|N
M_015846.3| 3259 0

Homo sapiens
methyl-CpG
binding domain
protein 1 (MBD1),
transcript variant 1,
mRNA

Q9UIS9 171 2.00E-60
Methyl-CpG-
binding domain
protein 1

. . . . pfam02008 zf-CXXC

CXXC zinc finger
domain. This
domain contains
eight conserved
cysteine residues
that bind to two zinc
ions. The CXXC
domain is found in
a variety of
chromatin-
associated proteins.
This domain binds
to nonmethyl-CpG
dinucleotides. The
domain is
characterized by
two repeats, and
shows a peculiar
internal duplication
in which the second
unit is inserted into
the first one. Each
of these units is
characterized by
four conserved
cysteines, displaying
a CXXCXXCX(n)C
motif that chelate a
Zn+2 ion. The DNA
binding interface
has been identified
by NMR. In
eukaryotes, the
CXXC domain is
found in

GO:0007568|aging
GO:0007507|heart
development;GO:00
06346|methylation-
dependent
chromatin
silencing;GO:00487
12|negative
regulation of
astrocyte
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00301
82|neuron
differentiation;GO:0
044030|regulation of
DNA
methylation;GO:004
2220|response to
cocaine;GO:003235
5|response to
estradiol;GO:003166
7|response to
nutrient
levels;GO:0006366|t
ranscription from
RNA polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0000790|nuc
lear
chromatin;GO:0016
363|nuclear
matrix;GO:0016607|
nuclear
speck;GO:0005634|
nucleus;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:001038
5|double-stranded
methylated DNA
binding;GO:000832
7|methyl-CpG
binding;GO:000827
0|zinc ion binding;

K11589
MBD1; methyl-
CpG-binding
domain protein 1

ENSG00000141646 1 6 0 11 8.811070427 21 23 10 13 -1.514565281 0.029808693 0.07793357 down no SMAD4 protein_coding chr18:51028394-
51085045:+

gi|4885457|ref|NP_0
05350.1| 2647 0

mothers against
decapentaplegic
homolog 4 [Homo
sapiens]

gi|195963400|ref|N
M_005359.5| 8769 0

Homo sapiens
SMAD family
member 4
(SMAD4), mRNA

O70437 229 3.00E-70
Mothers against
decapentaplegic
homolog 4

. . . . pfam03166 MH2

MH2 domain. This
is the MH2 (MAD
homology 2)
domain found at the
carboxy terminus of
MAD related
proteins such as
Smads. This
domain is separated
from the MH1
domain by a non-
conserved linker
region. The MH2
domain mediates
interaction with a
wide variety of
proteins and
provides specificity
and selectivity to
Smad function and
also is critical for
mediating
interactions in Smad
oligomers. Unlike
MH1, MH2 does not
bind DNA. The
well-studied MH2
domain of Smad4 is
composed of five
alpha helices and
three loops
enclosing a beta
sandwich. Smads
are involved in the
propagation of

GO:0042177|negativ
e regulation of
protein catabolic
process;GO:000635
1|transcription,
DNA-
templated;GO:00071
79|transforming
growth factor beta
receptor signaling
pathway;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0043234|pr
otein
complex;GO:000566
7|transcription
factor complex;

GO:0003677|DNA
binding;GO:003100
5|filamin
binding;GO:004687
2|metal ion
binding;GO:004633
2|SMAD
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K04501

SMAD4; mothers
against
decapentaplegic
homolog 4

ENSG00000141664 0 0 0 4 3.024832075 11 4 4 7 -2.315008909 0.03986674 0.096828014 down no ZCCHC2 protein_coding chr18:62523007-
62587709:+

gi|119583530|gb|EA
W63126.1| 4840 0

zinc finger, CCHC
domain containing
2, isoform CRA_a
[Homo sapiens]

gi|426386182|ref|X
M_004059523.1| 5103 0

PREDICTED:
Gorilla gorilla
gorilla zinc finger,
CCHC domain
containing 2
(ZCCHC2), partial
mRNA

Q9C0B9 226 2.00E-66
Zinc finger CCHC
domain-containing
protein 2

. . . . pfam03251 Tymo_45kd_70kd

Tymovirus 45/70Kd
protein.
Tymoviruses are
single stranded
RNA viruses. This
family includes a
protein of unknown
function that has
been named based
on its molecular
weight.
Tymoviruses such
as the ononis yellow
mosaic tymovirus
encode only three
proteins. Of these
two are overlapping
this protein overlaps
a larger ORF that is
thought to be the
polymerase.

. GO:0005737|cytopla
sm;

GO:0003676|nucleic
acid
binding;GO:003509
1|phosphatidylinosit
ol
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000141699 0 0 1 1 1.072185459 1 3 1 3 -1.445824369 0.312033263 0.43897062 down no RETREG3 protein_coding chr17:42579513-
42610623:-

gi|30023820|ref|NP_
835227.1| 2290 0 protein FAM134C

[Homo sapiens]
gi|21749420|dbj|AK
091125.1| 4125 0

Homo sapiens
cDNA FLJ33806 fis,
clone
CTONG2000846

Q86VR2 236 0 Protein FAM134C . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0010976|positiv
e regulation of
neuron projection
development;

GO:0016021|integral
component of
membrane;

. . .



ENSG00000141738 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no GRB7 protein_coding chr17:39737927-
39747291:+

gi|334883159|ref|NP
_001229371.1| 2738 0

growth factor
receptor-bound
protein 7 isoform b
[Homo sapiens]

gi|334883156|ref|N
M_005310.3| 2240 0

Homo sapiens
growth factor
receptor-bound
protein 7 (GRB7),
transcript variant 1,
mRNA

Q14451 57 2.00E-52
Growth factor
receptor-bound
protein 7

. . . . pfam08947 BPS

BPS (Between PH
and SH2). The BPS
(Between PH and
SH2) domain,
comprised of 2 beta
strands and a C-
terminal helix, is an
approximately 45
residue region
found in the adaptor
proteins Grb7/10/14
that mediates
inhibition of the
tyrosine kinase
domain of the
insulin receptor by
binding of the N-
terminal portion of
the BPS domain to
the substrate peptide
groove of the
kinase, acting as a
pseudosubstrate
inhibitor.

GO:0007173|epider
mal growth factor
receptor signaling
pathway;GO:003812
8|ERBB2 signaling
pathway;GO:005090
0|leukocyte
migration;GO:00171
48|negative
regulation of
translation;GO:0030
335|positive
regulation of cell
migration;GO:00340
63|stress granule
assembly;

GO:0042995|cell
projection;GO:0010
494|cytoplasmic
stress
granule;GO:0005829
|cytosol;GO:000592
5|focal
adhesion;GO:00058
86|plasma
membrane;

GO:0035091|phosph
atidylinositol
binding;GO:001990
1|protein kinase
binding;GO:000372
3|RNA
binding;GO:000507
0|SH3/SH2 adaptor
activity;

. .

ENSG00000141753 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no IGFBP4 protein_coding chr17:40443461-
40457731:+

gi|795356808|ref|XP
_011785341.1| 1160 2.00E-151

PREDICTED:
insulin-like growth
factor-binding
protein 4, partial
[Colobus angolensis
palliatus]

gi|62243289|ref|NM
_001552.2| 2199 0

Homo sapiens
insulin-like growth
factor binding
protein 4 (IGFBP4),
mRNA

P22692 450 2.00E-152
Insulin-like growth
factor-binding
protein 4

. . . . pfam00086 Thyroglobulin_1

Thyroglobulin type-
1 repeat.
Thyroglobulin type
1 repeats are
thought to be
involved in the
control of
proteolytic
degradation. The
domain usually
contains six
conserved cysteines.
These form three
disulphide bridges.
Cysteines 1 pairs
with 2, 3 with 4 and
5 with 6.

GO:0008283|cell
proliferation;GO:00
44267|cellular
protein metabolic
process;GO:000625
9|DNA metabolic
process;GO:000695
4|inflammatory
response;GO:00900
90|negative
regulation of
canonical Wnt
signaling
pathway;GO:004356
8|positive regulation
of insulin-like
growth factor
receptor signaling
pathway;GO:004341
0|positive regulation
of MAPK
cascade;GO:000155
8|regulation of cell
growth;GO:0010906
|regulation of
glucose metabolic
process;GO:004356
7|regulation of
insulin-like growth
factor receptor
signaling
pathway;GO:000716
5|signal
transduction;GO:00
01501|skeletal

GO:0005576|extrace
llular
region;GO:0005615|
extracellular space;

GO:0031994|insulin
-like growth factor I
binding;GO:003199
5|insulin-like
growth factor II
binding;GO:000510
2|receptor binding;

. .

ENSG00000141837 0 0 0 0 1.583626117 6 3 1 6 -3.86500124 0.00807175 0.031139018 down yes CACNA1A protein_coding chr19:13206442-
13633025:-

gi|148536846|ref|NP
_075461.2| 11264 0

voltage-dependent
P/Q-type calcium
channel subunit
alpha-1A isoform 2
[Homo sapiens]

gi|187828891|ref|N
M_001127222.1| 8627 0

Homo sapiens
calcium channel,
voltage-dependent,
P/Q type, alpha 1A
subunit
(CACNA1A),
transcript variant 4,
mRNA

O00555 207 4.00E-59

Voltage-dependent
P/Q-type calcium
channel subunit
alpha-1A

. . . . pfam00520 Ion_trans

Ion transport
protein. This family
contains Sodium,
Potassium, Calcium
ion channels. This
family is 6
transmembrane
helices in which the
last two helices
flank a loop which
determines ion
selectivity. In some
sub-families (e.g.
Na channels) the
domain is repeated
four times, whereas
in others (e.g. K
channels) the
protein forms as a
tetramer in the
membrane. A
bacterial structure
of the protein is
known for the last
two helices but is
not the Pfam family
due to it lacking the
first four helices

GO:0051301|cell
division;GO:000706
7|mitotic nuclear
division;GO:000024
5|spliceosomal
complex assembly;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005681|spl
iceosomal
complex;GO:004654
0|U4/U6 x U5 tri-
snRNP
complex;GO:000568
2|U5 snRNP;

. K04344

CACNA1A;
voltage-dependent
calcium channel
P/Q type alpha-1A

ENSG00000141858 1 4 4 15 9.875604597 13 20 15 21 -1.090589714 0.058302658 0.126992992 down no SAMD1 protein_coding chr19:14087840-
14091036:-

gi|33988220|gb|AAH
07384.2| 844 1.00E-104

SAMD1 protein,
partial [Homo
sapiens]

gi|33871478|gb|BC0
30129.2| 1458 0

Homo sapiens
sterile alpha motif
domain containing
1, mRNA (cDNA
clone
IMAGE:3943601),
partial cds

Q6SPF0 321 4.00E-105 Atherin . . . . pfam00536 SAM_1

SAM domain
(Sterile alpha
motif). It has been
suggested that SAM
is an evolutionarily
conserved protein
binding domain that
is involved in the
regulation of
numerous
developmental
processes in diverse
eukaryotes. The
SAM domain can
potentially function
as a protein
interaction module
through its ability to
homo- and
heterooligomerise
with other SAM
domains.

.
GO:0005737|cytopla
sm;GO:0005576|extr
acellular region;

. . .

ENSG00000141867 0 0 0 2 1.51326561 7 2 1 3 -2.220621916 0.125658789 0.220972446 down no BRD4 protein_coding chr19:15235519-
15332545:-

gi|635036679|ref|XP
_007993770.1| 3396 0

PREDICTED:
bromodomain-
containing protein 4
isoform X1
[Chlorocebus
sabaeus]

gi|635036678|ref|X
M_007995579.1| 6102 0

PREDICTED:
Chlorocebus
sabaeus
bromodomain
containing 4
(BRD4), transcript
variant X1, mRNA

O60885 148 6.00E-39 Bromodomain-
containing protein 4 SPAC631.02 108 6.00E-23 COG5076 pfam00439 Bromodomain

Bromodomain.
Bromodomains are
110 amino acid long
domains, that are
found in many
chromatin
associated proteins.
Bromodomains can
interact specifically
with acetylated
lysine.

GO:0007059|chrom
osome
segregation;GO:004
4154|histone H3-
K14
acetylation;GO:0043
983|histone H4-K12
acetylation;GO:0001
833|inner cell mass
cell
proliferation;GO:00
43388|positive
regulation of DNA
binding;GO:001097
1|positive regulation
of G2/M transition
of mitotic cell
cycle;GO:0043123|p
ositive regulation of
I-kappaB
kinase/NF-kappaB
signaling;GO:00329
68|positive
regulation of
transcription
elongation from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00467
77|protein
autophosphorylatio

GO:0000794|conden
sed nuclear
chromosome;GO:00
08024|positive
transcription
elongation factor
complex
b;GO:0005665|DNA
-directed RNA
polymerase II, core
complex;GO:000079
0|nuclear
chromatin;GO:0005
634|nucleus;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:003421
1|GTP-dependent
protein kinase
activity;GO:0070577
|lysine-acetylated
histone
binding;GO:000203
9|p53
binding;GO:000802
2|protein C-
terminus
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:1990269
|RNA polymerase II
C-terminal domain
phosphoserine
binding;GO:000835
3|RNA polymerase
II carboxy-terminal
domain kinase
activity;GO:0000993
|RNA polymerase II
core binding;

K11722
BRD4;
bromodomain-
containing protein 4

ENSG00000141994 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no DUS3L protein_coding chr19:5784832-
5791238:-

gi|239788462|ref|NP
_064560.2| 3334 0

tRNA-
dihydrouridine(47)
synthase
[NAD(P)(+)]-like
isoform 1 [Homo
sapiens]

gi|9187611|emb|AL3
65411.1| 2175 0

Homo sapiens
mRNA full length
insert cDNA clone
EUROIMAGE
1967720

Q28BT8 265 2.00E-120

tRNA-
dihydrouridine(47)
synthase
[NAD(P)(+)]-like

SPAC16.04 107 3.00E-27 COG0042 pfam01207 Dus

Dihydrouridine
synthase (Dus).
Members of this
family catalyse the
reduction of the 5,6-
double bond of a
uridine residue on
tRNA.
Dihydrouridine
modification of
tRNA is widely
observed in
prokaryotes and
eukaryotes, and also
in some archae.
Most
dihydrouridines are
found in the D loop
of t-RNAs. The role
of dihydrouridine in
tRNA is currently
unknown, but may
increase
conformational
flexibility of the
tRNA. It is likely
that different family
members have
different substrate
specificities, which
may overlap. Dus 1
from
Saccharomyces
cerevisiae acts on
pre tRNA Phe

. GO:0005829|cytosol
;

GO:0050660|flavin
adenine
dinucleotide
binding;GO:004687
2|metal ion
binding;GO:001715
0|tRNA
dihydrouridine
synthase activity;

K05544

DUS3; tRNA-
dihydrouridine
synthase 3
[EC:1.3.1.89]



ENSG00000142192 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no APP protein_coding chr21:25880550-
26171128:-

gi|4502167|ref|NP_0
00475.1| 3466 0

amyloid beta A4
protein isoform a
precursor [Homo
sapiens]

gi|228008404|ref|N
M_201413.2| 3543 0

Homo sapiens
amyloid beta (A4)
precursor protein
(APP), transcript
variant 2, mRNA

P05067 206 2.00E-60 Amyloid beta A4
protein . . . . pfam12925 APP_E2

E2 domain of
amyloid precursor
protein. The E2
domain is the
largest of the
conserved domains
of the amyloid
precursor protein.
The structure of E2
consists of two
coiled-coil sub-
structures connected
through a
continuous helix,
and bears an
unexpected
resemblance to the
spectrin family of
protein structures.E
2 can reversibly
dimerise in solution,
and the dimerization
occurs along the
longest dimension
of the molecule in
an antiparallel
orientation, which
enables the N-
terminal
substructure of one
monomer to pack
against the C-
terminal
substructure of a
second monomer

GO:0008344|adult
locomotory
behavior;GO:00069
15|apoptotic
process;GO:000808
8|axon cargo
transport;GO:00161
99|axon midline
choice point
recognition;GO:000
7409|axonogenesis;
GO:0007155|cell
adhesion;GO:00068
78|cellular copper
ion
homeostasis;GO:004
8669|collateral
sprouting in
absence of
injury;GO:0016358|
dendrite
development;GO:00
06897|endocytosis;G
O:0030198|extracell
ular matrix
organization;GO:00
35235|ionotropic
glutamate receptor
signaling
pathway;GO:000762
6|locomotory
behavior;GO:00076
17|mating
behavior;GO:00063
78|mRNA

GO:0030424|axon;G
O:0005905|coated
pit;GO:0005737|cyto
plasm;GO:0005794|
Golgi
apparatus;GO:00160
21|integral
component of
membrane;

GO:0003677|DNA
binding;GO:000820
1|heparin
binding;GO:000486
7|serine-type
endopeptidase
inhibitor
activity;GO:0046914
|transition metal ion
binding;

K04520 APP; amyloid beta
A4 protein

ENSG00000142235 0 0 0 0 0.691353458 0 2 2 3 -2.66964251 0.169104934 NA down no LMTK3 protein_coding chr19:48485271-
48513189:-

gi|122937267|ref|NP
_001073903.1| 3212 0

serine/threonine-
protein kinase
LMTK3 [Homo
sapiens]

gi|122937266|ref|N
M_001080434.1| 4972 0

Homo sapiens
lemur tyrosine
kinase 3 (LMTK3),
mRNA

Q96Q04 170 6.00E-41
Serine/threonine-
protein kinase
LMTK3

YAR019c 82 1.00E-14 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine
kinase.

GO:0010923|negativ
e regulation of
phosphatase
activity;

GO:0030424|axon;G
O:0030425|dendrite;
GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000467
4|protein
serine/threonine
kinase activity;

. .

ENSG00000142327 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no RNPEPL1 protein_coding chr2:240565804-
240581372:+

gi|318065089|ref|NP
_060696.4| 3372 0

arginyl
aminopeptidase-like
1 [Homo sapiens]

gi|34527689|dbj|AK
130805.1| 3920 0

Homo sapiens
cDNA FLJ27295 fis,
clone TMS03537,
highly similar to
Homo sapiens
arginyl
aminopeptidase
(aminopeptidase B)-
like 1 (RNPEPL1)

Q9HAU8 407 1.00E-126
Arginyl
aminopeptidase-like
1

SPCC1322.05c 267 5.00E-75 COG0308 pfam01433 Peptidase_M1

Peptidase family
M1. Members of
this family are
aminopeptidases.
The members differ
widely in
specificity,
hydrolysing acidic,
basic or neutral N-
terminal residues.
This family includes
leukotriene-A4
hydrolase, this
enzyme also has an
aminopeptidase
activity.

GO:0043171|peptide
catabolic
process;GO:000650
8|proteolysis;

GO:0005737|cytopla
sm;GO:0005886|plas
ma membrane;

GO:0070006|metallo
aminopeptidase
activity;GO:0042277
|peptide
binding;GO:000827
0|zinc ion binding;

K09605
RNPEPL1; arginyl
aminopeptidase-like
1 [EC:3.4.11.-]

ENSG00000142453 0 0 0 0 0.395709121 0 2 1 1 -1.864491069 0.416127664 NA down no CARM1 protein_coding chr19:10871513-
10923070:+

gi|40288288|ref|NP_
954592.1| 2958 0

histone-arginine
methyltransferase
CARM1 [Homo
sapiens]

gi|40288287|ref|NM
_199141.1| 2968 0

Homo sapiens
coactivator-
associated arginine
methyltransferase 1
(CARM1), mRNA

Q4AE70 858 0
Histone-arginine
methyltransferase
CARM1

. . . . pfam11531 CARM1

Coactivator-
associated arginine
methyltransferase 1
N terminal. CARM1
is an arginine
methyltransferase
which methylates a
variety of different
proteins and plays a
role in gene
expression. This is
the N terminal
domain of the
protein which has a
PH domain,
normally present to
regulate protein-
protein
interactions.A
molecular switch is
also present on the
N terminal domain.

GO:0007568|aging
GO:0044255|cellular
lipid metabolic
process;GO:000697
7|DNA damage
response, signal
transduction by p53
class mediator
resulting in cell
cycle
arrest;GO:0060350|e
ndochondral bone
morphogenesis;GO:
0034971|histone H3-
R17
methylation;GO:003
4970|histone H3-R2
methylation;GO:001
6571|histone
methylation;GO:003
0520|intracellular
estrogen receptor
signaling
pathway;GO:200017
1|negative
regulation of
dendrite
development;GO:00
32091|negative
regulation of
protein
binding;GO:000828
4|positive regulation
of cell
proliferation;GO:00

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;GO:009
0575|RNA
polymerase II
transcription factor
complex;

GO:0008013|beta-
catenin
binding;GO:004205
4|histone
methyltransferase
activity;GO:0035642
|histone
methyltransferase
activity (H3-R17
specific);GO:000846
9|histone-arginine
N-methyltransferase
activity;GO:0030374
|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0070577
|lysine-acetylated
histone
binding;GO:000827
6|protein
methyltransferase
activity;GO:0016274
|protein-arginine N-
methyltransferase
activity;GO:0035242
|protein-arginine
omega-N
asymmetric
methyltransferase
activity;GO:0003713
|transcription
coactivator
activity;GO:0044212

K05931

CARM1, PRMT4;
histone-arginine
methyltransferase
CARM1
[EC:2.1.1.125]

ENSG00000142534 0 0 0 0 0.297585696 0 1 1 1 -1.452578852 0.558422737 NA down no RPS11 protein_coding chr19:49496365-
49499689:+

gi|744603787|ref|XP
_010991488.1| 873 5.00E-117

PREDICTED: 40S
ribosomal protein
S11 [Camelus
dromedarius]

gi|21240682|gb|AC0
10619.7| 856 0

Homo sapiens
chromosome 19
clone CTD-3148I10,
complete sequence

P62282 325 1.00E-112 40S ribosomal
protein S11 YDR025w 126 4.00E-34 COG0186 pfam00366 Ribosomal_S17 Ribosomal protein

S17.

GO:0001649|osteobl
ast
differentiation;GO:0
006412|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00160
20|membrane;GO:0
005730|nucleolus;

GO:0044822|poly(A
) RNA
binding;GO:001984
3|rRNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02949

RP-S11e, RPS11;
small subunit
ribosomal protein
S11e

ENSG00000142541 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RPL13A protein_coding chr19:49487554-
49492308:+

gi|544512774|ref|XP
_005589973.1| 1111 1.00E-148

PREDICTED: 60S
ribosomal protein
L13a isoform X1
[Macaca
fascicularis]

gi|16552350|dbj|AK
056837.1| 2304 0

Homo sapiens
cDNA FLJ32275 fis,
clone
PROST2000053,
moderately similar
to 60S
RIBOSOMAL
PROTEIN L13A

P35427 334 5.00E-114 60S ribosomal
protein L13a SPBC839.13c 238 2.00E-75 COG0102 pfam00572 Ribosomal_L13 Ribosomal protein

L13.

GO:0071346|cellular
response to
interferon-
gamma;GO:1901194
|negative regulation
of formation of
translation
preinitiation
complex;GO:001714
8|negative
regulation of
translation;GO:0000
184|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0006364|r
RNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0022625|cy
tosolic large
ribosomal
subunit;GO:0005925
|focal
adhesion;GO:00974
52|GAIT
complex;GO:003052
9|ribonucleoprotein
complex;GO:001593
4|large ribosomal
subunit;GO:0016020
|membrane;GO:000
5730|nucleolus;GO:
0005634|nucleus;

GO:0003729|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02872

RP-L13Ae,
RPL13A; large
subunit ribosomal
protein L13Ae

ENSG00000142544 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CTU1 protein_coding chr19:51097606-
51108370:-

gi|222537719|ref|NP
_660275.2| 1073 3.00E-137

cytoplasmic tRNA
2-thiolation protein
1 [Homo sapiens]

gi|222537718|ref|N
M_145232.3| 2087 0

Homo sapiens
cytosolic
thiouridylase
subunit 1 (CTU1),
mRNA

Q7Z7A3 417 1.00E-138
Cytoplasmic tRNA
2-thiolation protein
1

SPBC2G5.03 195 5.00E-55 COG0037 pfam01171 ATP_bind_3

PP-loop family.
This family of
proteins belongs to
the PP-loop
superfamily.

GO:0032447|protein
urmylation;GO:0006
400|tRNA
modification;GO:00
34227|tRNA thio-
modification;GO:00
02098|tRNA wobble
uridine
modification;

GO:0005829|cytosol
;GO:0005739|mitoch
ondrion;

GO:0016779|nucleot
idyltransferase
activity;GO:0000049
|tRNA binding;

K14168

CTU1, NCS6;
cytoplasmic tRNA
2-thiolation protein
1 [EC:2.7.7.-]

ENSG00000142599 0 2 0 1 0.871558077 3 0 2 0 -0.363707848 0.836354352 NA down no RERE protein_coding chr1:8352397-
8817643:-

gi|675767733|ref|XP
_008973906.1| 4900 0

PREDICTED: LOW
QUALITY
PROTEIN:
arginine-glutamic
acid dipeptide
repeats protein [Pan
paniscus]

gi|112382215|ref|N
M_012102.3| 8019 0

Homo sapiens
arginine-glutamic
acid dipeptide (RE)
repeats (RERE),
transcript variant 1,
mRNA

Q62901 283 3.00E-84
Arginine-glutamic
acid dipeptide
repeats protein

. . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

GO:0048755|branch
ing morphogenesis
of a
nerve;GO:0021930|c
erebellar granule
cell precursor
proliferation;GO:00
21691|cerebellar
Purkinje cell layer
maturation;GO:0006
338|chromatin
remodeling;GO:004
8813|dendrite
morphogenesis;GO:
0006607|NLS-
bearing protein
import into
nucleus;GO:002194
2|radial glia guided
migration of
Purkinje cell;

GO:0000118|histone
deacetylase
complex;GO:000563
4|nucleus;

GO:0003682|chrom
atin
binding;GO:000826
7|poly-glutamine
tract
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0001106
|RNA polymerase II
transcription
corepressor
activity;GO:0043565
|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

K05628

RERE; arginine-
glutamic acid
dipeptide repeats
protein



ENSG00000142623 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PADI1 protein_coding chr1:17205126-
17246005:+

gi|122056685|ref|NP
_037490.2| 3502 0

protein-arginine
deiminase type-1
[Homo sapiens]

gi|122056684|ref|N
M_013358.2| 3846 0

Homo sapiens
peptidyl arginine
deiminase, type I
(PADI1), mRNA

Q9ULC6 255 2.00E-71 Protein-arginine
deiminase type-1 . . . . pfam03068 PAD

Protein-arginine
deiminase (PAD).
Members of this
family are found in
mammals. In the
presence of calcium
ions, PAD enzymes
EC:3.5.3.15 catalyse
the post-
translational
modification
reaction responsible
for the formation of
citrulline residues:
Protein L-arginine +
H2O <=> Protein L-
citrulline + NH3.
Several types are
recognized (and
included in the
family) on the basis
of molecular mass,
substrate specificity,
and tissue
localisation. The
expression of type I
PAD is known to be
under the control of
oestrogen.

GO:0006325|chrom
atin
organization;GO:00
18101|protein
citrullination;

GO:0005829|cytosol
;GO:0070062|extrac
ellular exosome;

GO:0005509|calciu
m ion
binding;GO:000466
8|protein-arginine
deiminase activity;

K01481
E3.5.3.15; protein-
arginine deiminase
[EC:3.5.3.15]

ENSG00000142634 0 2 0 0 1.23615631 4 0 0 6 -1.756213788 0.368088194 0.498829902 down no EFHD2 protein_coding chr1:15409895-
15430343:+

gi|20149675|ref|NP_
077305.2| 883 2.00E-109

EF-hand domain-
containing protein
D2 [Homo sapiens]

gi|237649100|ref|N
M_024329.5| 2419 0

Homo sapiens EF-
hand domain
family, member D2
(EFHD2), mRNA

Q96C19 344 8.00E-111
EF-hand domain-
containing protein
D2

. . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

.

GO:0005913|cell-
cell adherens
junction;GO:004512
1|membrane raft;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00055
09|calcium ion
binding;

. .

ENSG00000142676 110 139 78 101 89.97234318 49 70 87 52 1.307560851 7.30E-05 0.00084523 up yes RPL11 protein_coding chr1:23691779-
23696425:+

gi|431891271|gb|EL
K02148.1| 989 3.00E-131

60S ribosomal
protein L11
[Pteropus alecto]

gi|225903418|ref|NG
_011741.1| 738 0

Homo sapiens
ribosomal protein
L11 (RPL11),
RefSeqGene on
chromosome 1

P62914 367 1.00E-128 60S ribosomal
protein L11 SPBC17G9.10 268 2.00E-90 COG0094 pfam00673 Ribosomal_L5_C

ribosomal L5P
family C-terminus.
This region is found
associated with
pfam00281.

GO:0034504|protein
localization to
nucleus;GO:000002
7|ribosomal large
subunit
assembly;GO:00064
12|translation;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0005730
|nucleolus;

GO:0019843|rRNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02868

RP-L11e, RPL11;
large subunit
ribosomal protein
L11e

ENSG00000142784 1 0 1 0 0.37608294 0 0 0 0 2.229344469 0.434785794 NA up no WDTC1 protein_coding chr1:27234516-
27308633:+

gi|724908382|ref|XP
_010378689.1| 3515 0

PREDICTED: WD
and tetratricopeptide
repeats protein 1
isoform X1
[Rhinopithecus
roxellana]

gi|5689410|dbj|AB0
28960.1| 5088 0

Homo sapiens
mRNA for
KIAA1037 protein,
partial cds

Q8N5D0 226 7.00E-68
WD and
tetratricopeptide
repeats protein 1

. . . . pfam13414 TPR_11 TPR repeat.

GO:0055082|cellular
chemical
homeostasis;GO:003
2869|cellular
response to insulin
stimulus;GO:000600
6|glucose metabolic
process;GO:000170
1|in utero
embryonic
development;GO:00
35264|multicellular
organism
growth;GO:0045717
|negative regulation
of fatty acid
biosynthetic
process;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00165
67|protein
ubiquitination;GO:0
008361|regulation of
cell size;

GO:0005829|cytosol
;GO:0005634|nucleu
s;

GO:0004857|enzym
e inhibitor activity; K11807

WDTC1; WD and
tetratricopeptide
repeats protein 1

ENSG00000142864 51 90 45 133 117.9924853 181 203 181 179 -0.746876505 0.001981084 0.011178597 down no SERBP1 protein_coding chr1:67407810-
67430415:-

gi|332809368|ref|XP
_513475.3| 1283 2.00E-161

PREDICTED:
plasminogen
activator inhibitor 1
RNA-binding
protein isoform X1
[Pan troglodytes]

gi|66346684|ref|NM
_015640.3| 6676 0

Homo sapiens
SERPINE1 mRNA
binding protein 1
(SERBP1),
transcript variant 4,
mRNA

Q8NC51 481 6.00E-157

Plasminogen
activator inhibitor 1
RNA-binding
protein

. . . . pfam04774 HABP4_PAI-RBP1

Hyaluronan /
mRNA binding
family. This family
includes the HABP4
family of
hyaluronan-binding
proteins, and the
PAI-1 mRNA-
binding protein,
PAI-RBP1. HABP4
has been observed
to bind hyaluronan
(a
glucosaminoglycan)
, but it is not known
whether this is its
primary role in
vivo. It has also
been observed to
bind RNA, but with
a lower affinity than
that for hyaluronan.
PAI-1 mRNA-
binding protein
specifically binds
the mRNA of type-1
plasminogen
activator inhibitor
(PAI-1), and is
thought to be
involved in
regulation of mRNA
stability. However,
in both cases, the
sequence motifs

GO:0042981|regulati
on of apoptotic
process;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00160
20|membrane;GO:0
005634|nucleus;GO:
0048471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00037
30|mRNA 3'-UTR
binding;GO:004482
2|poly(A) RNA
binding;

K13199

SERBP1;
plasminogen
activator inhibitor 1
RNA-binding
protein

ENSG00000142871 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no CYR61 protein_coding chr1:85580761-
85583962:+

gi|31542331|ref|NP_
001545.2| 1830 0

protein CYR61
precursor [Homo
sapiens]

gi|197313774|ref|N
M_001554.4| 2290 0

Homo sapiens
cysteine-rich,
angiogenic inducer,
61 (CYR61), mRNA

O00622 709 0 Protein CYR61 . . . . pfam00007 Cys_knot

Cystine-knot
domain. The family
comprises
glycoprotein
hormones and the
C-terminal domain
of various
extracellular
proteins. It is
believed to be
involved in
disulfide-linked
dimerization.

GO:0007155|cell
adhesion;GO:00072
67|cell-cell
signaling;GO:00069
35|chemotaxis;GO:0
060548|negative
regulation of cell
death;GO:0045766|p
ositive regulation of
angiogenesis;GO:00
30335|positive
regulation of cell
migration;GO:00015
58|regulation of cell
growth;GO:0007165
|signal transduction;

GO:0005578|protein
aceous extracellular
matrix;

GO:0008201|hepari
n
binding;GO:000517
8|integrin binding;

K06829 CYR61; cysteine
rich protein 61

ENSG00000142920 0 0 2 3 1.583141928 3 2 3 1 -0.372259878 0.753417017 0.824673355 down no AZIN2 protein_coding chr1:33081104-
33120530:+

gi|635109688|ref|XP
_007977711.1| 2679 0

PREDICTED:
arginine
decarboxylase
isoform X4
[Chlorocebus
sabaeus]

gi|18916738|dbj|AB
075825.1| 5845 0

Homo sapiens
mRNA for
KIAA1945 protein

Q96A70 228 1.00E-69 Antizyme inhibitor
2 SPAC144.04c 99 5.00E-23 COG0019 pfam02784 Orn_Arg_deC_N

Pyridoxal-
dependent
decarboxylase,
pyridoxal binding
domain. These
pyridoxal-
dependent
decarboxylases
acting on ornithine,
lysine, arginine and
related substrates
This domain has a
TIM barrel fold.

GO:0097055|agmati
ne biosynthetic
process;GO:004217
7|negative
regulation of
protein catabolic
process;GO:004308
5|positive regulation
of catalytic
activity;GO:1902269
|positive regulation
of polyamine
transmembrane
transport;GO:00333
87|putrescine
biosynthetic process
from
ornithine;GO:00158
47|putrescine
transport;GO:00072
83|spermatogenesis;
GO:0098629|trans-
Golgi network
membrane
organization;

GO:0030424|axon;G
O:0005801|cis-Golgi
network;GO:003141
0|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0030425
|dendrite;GO:00331
16|endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:1990
005|granular
vesicle;GO:0005739|
mitochondrion;GO:
0005634|nucleus;G
O:0043204|perikary
on;GO:0048471|peri
nuclear region of
cytoplasm;GO:0005
802|trans-Golgi
network;GO:003013
3|transport vesicle;

GO:0008792|arginin
e decarboxylase
activity;GO:0042978
|ornithine
decarboxylase
activator
activity;GO:0015489
|putrescine
transmembrane
transporter activity;

K01583
E4.1.1.19; arginine
decarboxylase
[EC:4.1.1.19]

ENSG00000142937 15 15 15 11 10.51515026 4 3 5 6 2.245573965 5.79E-05 0.000698046 up yes RPS8 protein_coding chr1:44775251-
44778779:+

gi|119627428|gb|EA
X07023.1| 1255 3.00E-171

ribosomal protein
S8, isoform CRA_a,
partial [Homo
sapiens]

gi|426329374|ref|X
M_004025667.1| 862 0

PREDICTED:
Gorilla gorilla
gorilla ribosomal
protein S8,
transcript variant 1
(RPS8), mRNA

P62243 277 2.00E-91 40S ribosomal
protein S8 YER102w 183 2.00E-56 COG2007 pfam01201 Ribosomal_S8e Ribosomal protein

S8e.

GO:0000462|matura
tion of SSU-rRNA
from tricistronic
rRNA transcript
(SSU-rRNA, 5.8S
rRNA, LSU-
rRNA);GO:0006412|
translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0030529
|ribonucleoprotein
complex;GO:001602
0|membrane;

GO:0003735|structu
ral constituent of
ribosome;

K02995

RP-S8e, RPS8;
small subunit
ribosomal protein
S8e



ENSG00000142949 0 1 0 1 0.82735689 1 2 1 2 -1.061907162 0.477534439 NA down no PTPRF protein_coding chr1:43525187-
43623666:+

gi|54633198|dbj|BA
D66835.1| 9904 0 LAR [Homo

sapiens]
gi|109633040|ref|N
M_002840.3| 7727 0

Homo sapiens
protein tyrosine
phosphatase,
receptor type, F
(PTPRF), transcript
variant 1, mRNA

P10586 257 6.00E-77
Receptor-type
tyrosine-protein
phosphatase F

SPAC11E3.09 144 8.00E-36 COG5599 pfam00102 Y_phosphatase Protein-tyrosine
phosphatase.

GO:0007155|cell
adhesion;GO:00164
77|cell
migration;GO:00072
68|synaptic
transmission;GO:19
00121|negative
regulation of
receptor
binding;GO:003110
2|neuron projection
regeneration;GO:00
35335|peptidyl-
tyrosine
dephosphorylation;
GO:0048679|regulati
on of axon
regeneration;GO:00
07185|transmembra
ne receptor protein
tyrosine
phosphatase
signaling pathway;

GO:0070062|extrace
llular
exosome;GO:00058
87|integral
component of
plasma
membrane;GO:0043
005|neuron
projection;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma membrane;

GO:0035373|chondr
oitin sulfate
proteoglycan
binding;GO:000820
1|heparin
binding;GO:000472
5|protein tyrosine
phosphatase
activity;GO:0005001
|transmembrane
receptor protein
tyrosine
phosphatase
activity;

K05695

PTPRF, LAR;
receptor-type
tyrosine-protein
phosphatase F
[EC:3.1.3.48]

ENSG00000143013 27 41 13 43 28.66508771 26 23 32 31 0.651662826 0.066566792 0.138837964 up no LMO4 protein_coding chr1:87328468-
87348923:+

gi|351705454|gb|EH
B08373.1| 950 4.00E-126

LIM domain
transcription factor
LMO4
[Heterocephalus
glaber]

gi|197382802|ref|N
M_006769.3| 5405 0

Homo sapiens LIM
domain only 4
(LMO4), mRNA

P61969 229 5.00E-75
LIM domain
transcription factor
LMO4

. . . . pfam00412 LIM

LIM domain. This
family represents
two copies of the
LIM structural
domain.

GO:0031333|negativ
e regulation of
protein complex
assembly;GO:00018
43|neural tube
closure;GO:0033674
|positive regulation
of kinase
activity;GO:0045944
|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00508
65|regulation of cell
activation;GO:00426
59|regulation of cell
fate
specification;GO:00
30334|regulation of
cell
migration;GO:00215
27|spinal cord
association neuron
differentiation;GO:0
021522|spinal cord
motor neuron
differentiation;GO:0
048538|thymus
development;GO:00
06366|transcription
from RNA
polymerase II
promoter;GO:00215
14|ventral spinal

GO:0031252|cell
leading
edge;GO:0005667|tr
anscription factor
complex;

GO:0001158|enhanc
er sequence-specific
DNA
binding;GO:000813
4|transcription
factor
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000143033 1 5 0 9 5.880117904 9 10 10 12 -1.04162794 0.132233102 0.230710216 down no MTF2 protein_coding chr1:93079235-
93139081:+

gi|6678764|ref|NP_0
31384.1| 3058 0

metal-response
element-binding
transcription factor
2 isoform a [Homo
sapiens]

gi|166706893|ref|N
M_007358.3| 4125 0

Homo sapiens metal
response element
binding
transcription factor
2 (MTF2), transcript
variant 1, mRNA

Q02395 354 2.00E-117

Metal-response
element-binding
transcription factor
2

. . . . pfam14061 Mtf2_C

Polycomb-like
MTF2 factor 2.
Mammalian
Polycomb-like gene
MTF2/PCL2 forms
a complex with
Polycomb
repressive complex-
2 (PRC2) and
collaborates with
PRC1 to achieve
repression of Hox
gene expression.
The human MTF2
gene is expressed in
three splicing
variants, each of
them contains the
short C-terminal
domain defined
here. The domain is
subject to structure
determination by
the Joint Center of
Structural
Genomics.

GO:0016569|covale
nt chromatin
modification;GO:00
61086|negative
regulation of
histone H3-K27
methylation;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00610
87|positive
regulation of
histone H3-K27
methylation;GO:004
5944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00073
79|segment
specification;GO:00
48863|stem cell
differentiation;GO:0
019827|stem cell
population
maintenance;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003677|DNA
binding;GO:003506
4|methylated histone
binding;GO:000827
0|zinc ion binding;

K11485
MTF2, PCL2;
polycomb-like
protein 2

ENSG00000143067 0 0 0 0 0.292428914 0 2 0 1 -1.430927701 0.636956731 NA down no ZNF697 protein_coding chr1:119619422-
119647773:-

gi|686702640|ref|XP
_002810395.2| 2648 0

PREDICTED: zinc
finger protein 697
isoform X1 [Pongo
abelii]

gi|122937332|ref|N
M_001080470.1| 5035 0

Homo sapiens zinc
finger protein 697
(ZNF697), mRNA

Q5TEC3 956 0 Zinc finger protein
697 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000143093 0 0 0 2 2.20670212 8 6 2 4 -2.8227581 0.029079176 0.076575247 down no STRIP1 protein_coding chr1:110031577-
110074641:+

gi|544403789|ref|XP
_005542484.1| 4027 0

PREDICTED:
striatin-interacting
protein 1-like
isoform X1 [Macaca
fascicularis]

gi|34531019|dbj|AK
125054.1| 4849 0

Homo sapiens
cDNA FLJ43064 fis,
clone
BRTHA3008386

Q0P5J8 71.2 4.00E-13 Striatin-interacting
protein 1 . . . . pfam11882 DUF3402

Domain of
unknown function
(DUF3402). This
domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
presumed domain is
typically between
350 to 473 amino
acids in length. This
domain is found
associated with
pfam07923.

GO:0030866|cortical
actin cytoskeleton
organization;GO:00
22604|regulation of
cell morphogenesis;

GO:0005737|cytopla
sm; . . .

ENSG00000143106 12 16 8 25 17.64625301 26 16 16 34 -0.089438995 0.832038056 0.888872656 down no PSMA5 protein_coding chr1:109399031-
109426427:-

gi|731270096|ref|XP
_010604271.1| 1294 4.00E-165

PREDICTED:
proteasome subunit
alpha type-5
[Fukomys
damarensis]

gi|315138979|ref|N
M_002790.3| 3729 0

Homo sapiens
proteasome
(prosome,
macropain) subunit,
alpha type, 5
(PSMA5), transcript
variant 1, mRNA

P34064 88.2 2.00E-21 Proteasome subunit
alpha type-5 SPAC323.02c 314 5.00E-97 COG0638 pfam00227 Proteasome

Proteasome subunit.
The proteasome is a
multisubunit
structure that
degrades proteins.
Protein degradation
is an essential
component of
regulation because
proteins can
become misfolded,
damaged, or
unnecessary.
Proteasomes and
their homologues
vary greatly in
complexity: from
HslV (heat shock
locus v), which is
encoded by 1 gene
in bacteria, to the
eukaryotic 20S
proteasome, which
is encoded by more
than 14 genes.
Recently evidence
of two novel groups
of bacterial
proteasomes was
proposed. The first
is Anbu, which is
sparsely distributed
among
cyanobacteria and
proteobacteria The

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005839|pr
oteasome core
complex;GO:001977
3|proteasome core
complex, alpha-
subunit complex;

GO:0004298|threoni
ne-type
endopeptidase
activity;

K02729

PSMA5; 20S
proteasome subunit
alpha 5
[EC:3.4.25.1]

ENSG00000143153 56 59 60 63 87.38067678 109 136 114 158 -0.530814444 0.046992168 0.108194169 down no ATP1B1 protein_coding chr1:169105697-
169132722:+

gi|4502277|ref|NP_0
01668.1| 1529 0

sodium/potassium-
transporting ATPase
subunit beta-1
[Homo sapiens]

gi|49574487|ref|NM
_001677.3| 2200 0

Homo sapiens
ATPase, Na+/K+
transporting, beta 1
polypeptide
(ATP1B1), mRNA

P05026 317 2.00E-106
Sodium/potassium-
transporting ATPase
subunit beta-1

. . . . pfam00287 Na_K-ATPase Sodium / potassium
ATPase beta chain.

GO:0046034|ATP
metabolic
process;GO:006004
8|cardiac muscle
contraction;GO:000
7155|cell
adhesion;GO:00860
64|cell
communication by
electrical coupling
involved in cardiac
conduction;GO:000
6874|cellular
calcium ion
homeostasis;GO:003
0007|cellular
potassium ion
homeostasis;GO:000
6883|cellular
sodium ion
homeostasis;GO:003
4220|ion
transmembrane
transport;GO:00509
00|leukocyte
migration;GO:00860
09|membrane
repolarization;GO:0
086013|membrane
repolarization
during cardiac
muscle cell action
potential;GO:003278
1|positive regulation
of ATPase

GO:0016324|apical
plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0005
901|caveola;GO:007
0062|extracellular
exosome;GO:19035
61|extracellular
vesicle;GO:0014704|
intercalated
disc;GO:0005622|int
racellular;GO:00160
20|membrane;GO:0
043209|myelin
sheath;GO:0005886|
plasma
membrane;GO:0042
383|sarcolemma;GO
:0005890|sodium:po
tassium-exchanging
ATPase complex;

GO:0001671|ATPas
e activator
activity;GO:0051117
|ATPase
binding;GO:002302
6|MHC class II
protein complex
binding;GO:000539
1|sodium:potassium
-exchanging
ATPase activity;

K01540

ATP1B;
sodium/potassium-
transporting ATPase
subunit beta

ENSG00000143190 1 3 2 3 1.456536017 0 1 1 0 2.672129337 0.052023828 0.116990522 up no POU2F1 protein_coding chr1:167220829-
167427345:+

gi|795418335|ref|XP
_011946498.1| 1569 0

PREDICTED: POU
domain, class 2,
transcription factor
1 isoform X1
[Cercocebus atys]

gi|311771666|ref|N
M_001198783.1| 14038 0

Homo sapiens POU
class 2 homeobox 1
(POU2F1),
transcript variant 2,
mRNA

P09086 161 2.00E-45
POU domain, class
2, transcription
factor 2

. . . . pfam00157 Pou
Pou domain - N-
terminal to
homeobox domain.

GO:0097421|liver
regeneration;GO:00
06351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003682|chrom
atin
binding;GO:000510
2|receptor
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA binding;

K09364

POU2F, OTF; POU
domain
transcription factor,
class 2

ENSG00000143195 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no ILDR2 protein_coding chr1:166895711-
166975482:-

gi|40786420|ref|NP_
955383.1| 2686 0

immunoglobulin-
like domain-
containing receptor
2 precursor [Homo
sapiens]

gi|6624884|emb|AL0
09182.17| 11200 0

Human DNA
sequence from
clone RP4-782G3
on chromosome
1q24, complete
sequence

B5TVM2 336 5.00E-107

Immunoglobulin-
like domain-
containing receptor
2

. . . . pfam14897 EpsG

EpsG family. This
family of proteins
are related to the
EpsG protein from
B. subtilis. These
proteins are likely
glycosyl
transferases
belonging to the
membrane protein
GT-C clan.

GO:0030154|cell
differentiation;GO:0
048873|homeostasis
of number of cells
within a
tissue;GO:0030073|i
nsulin
secretion;GO:00310
16|pancreas
development;GO:00
09749|response to
glucose;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

. . .



ENSG00000143207 1 6 1 9 5.69680612 12 6 8 10 -0.659646883 0.325169456 0.453408976 down no RFWD2 protein_coding chr1:175944831-
176207493:-

gi|744603023|ref|XP
_010991220.1| 3309 0

PREDICTED: E3
ubiquitin-protein
ligase RFWD2
[Camelus
dromedarius]

gi|557786127|ref|N
M_022457.6| 2784 0

Homo sapiens ring
finger and WD
repeat domain 2, E3
ubiquitin protein
ligase (RFWD2),
transcript variant 1,
mRNA

Q8NHY2 238 2.00E-66 E3 ubiquitin-protein
ligase RFWD2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0032436|positiv
e regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:001021
2|response to
ionizing radiation;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00059
25|focal
adhesion;GO:00001
39|Golgi
membrane;GO:0016
607|nuclear
speck;GO:0005654|
nucleoplasm;

GO:0016874|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K10143

RFWD2, COP1; E3
ubiquitin-protein
ligase RFWD2
[EC:2.3.2.27]

ENSG00000143256 3 3 8 2 3.100292686 1 3 0 1 2.344373545 0.025928528 0.070773467 up no PFDN2 protein_coding chr1:161100556-
161118111:-

gi|533173777|ref|XP
_005400308.1| 631 1.00E-79

PREDICTED:
prefoldin subunit 2
[Chinchilla lanigera]

gi|441635065|ref|X
M_003258736.2| 651 0

PREDICTED:
Nomascus
leucogenys
prefoldin subunit 2
(PFDN2), mRNA

Q9UHV9 235 9.00E-77 Prefoldin subunit 2 . . . . pfam01920 Prefoldin_2

Prefoldin subunit.
This family includes
prefoldin subunits
that are not detected
by pfam02996.

GO:0051495|positiv
e regulation of
cytoskeleton
organization;GO:00
06457|protein
folding;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00057
39|mitochondrion;G
O:0005730|nucleolu
s;GO:0005654|nucle
oplasm;GO:0005634
|nucleus;GO:001627
2|prefoldin
complex;

GO:0044183|protein
binding involved in
protein
folding;GO:0051082
|unfolded protein
binding;

K09549 PFDN2; prefoldin
subunit 2

ENSG00000143258 0 1 2 2 1.505732546 5 0 2 1 -0.187797639 0.883434027 0.925545338 down no USP21 protein_coding chr1:161159450-
161165723:+

gi|767908974|ref|XP
_011507714.1| 2748 0

PREDICTED:
ubiquitin carboxyl-
terminal hydrolase
21 isoform X2
[Homo sapiens]

gi|7018437|emb|AL1
57417.1| 2501 0

Homo sapiens
mRNA; cDNA
DKFZp761E10121
(from clone
DKFZp761E10121);
partial cds

Q9UK80 150 3.00E-40
Ubiquitin carboxyl-
terminal hydrolase
21

. . . . pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0016578|histone
deubiquitination;GO
:0031175|neuron
projection
development;GO:00
45893|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00065
11|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00058
86|plasma
membrane;

GO:0008234|cystein
e-type peptidase
activity;GO:0046872
|metal ion
binding;GO:001978
4|NEDD8-specific
protease
activity;GO:0004843
|ubiquitin-specific
protease
activity;GO:0003713
|transcription
coactivator activity;

K11833

USP2_21; ubiquitin
carboxyl-terminal
hydrolase 2/21
[EC:3.4.19.12]

ENSG00000143321 1 16 3 9 10.0920463 14 10 17 23 -0.707795519 0.247268676 0.373918486 down no HDGF protein_coding chr1:156742107-
156766925:-

gi|186928819|ref|NP
_001119522.1| 1057 1.00E-141

hepatoma-derived
growth factor
isoform b [Homo
sapiens]

gi|186928817|ref|N
M_004494.2| 2377 0

Homo sapiens
hepatoma-derived
growth factor
(HDGF), transcript
variant 1, mRNA

P51858 142 1.00E-39 Hepatoma-derived
growth factor . . . . pfam00855 PWWP

PWWP domain.
The PWWP domain
is named after a
conserved Pro-Trp-
Trp-Pro motif. The
domain binds to
Histone-4
methylated at
lysine-20,
H4K20me,
suggesting that it is
methyl-lysine
recognition motif.
Removal of two
conserved aromatic
residues in a
hydrophobic cavity
created by this
domain within the
full-length protein,
Pdp1, abolishes the
interaction o f the
protein with
H4K20me3. In
fission yeast, Set9 is
the sole enzyme that
catalyses all three
states of H4K20me,
and Set9-mediated
H4K20me is
required for
efficient recruitment
of checkpoint
protein Crb2 to sites
of DNA damage

GO:0008283|cell
proliferation;GO:00
36498|IRE1-
mediated unfolded
protein
response;GO:00001
22|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00071
65|signal
transduction;GO:00
06351|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005615|extr
acellular
space;GO:0005654|n
ucleoplasm;GO:001
7053|transcriptional
repressor complex;

GO:0003677|DNA
binding;GO:000820
1|heparin
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000110
6|RNA polymerase
II transcription
corepressor
activity;GO:0001222
|transcription
corepressor binding;

K16641
HDGF; hepatoma-
derived growth
factor

ENSG00000143322 0 2 0 1 1.650337486 5 3 1 4 -1.653053268 0.185139152 0.300790844 down no ABL2 protein_coding chr1:179099327-
179229684:-

gi|269847768|ref|NP
_005149.4| 5691 0

Abelson tyrosine-
protein kinase 2
isoform c [Homo
sapiens]

gi|209862798|ref|N
M_007314.3| 12144 0

Homo sapiens ABL
proto-oncogene 2,
non-receptor
tyrosine kinase
(ABL2), transcript
variant b, mRNA

P42684 2110 0 Abelson tyrosine-
protein kinase 2 . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0030036|actin
cytoskeleton
organization;GO:00
07155|cell
adhesion;GO:00164
77|cell
migration;GO:00064
64|cellular protein
modification
process;GO:007130
0|cellular response
to retinoic
acid;GO:0045087|in
nate immune
response;GO:00380
83|peptidyl-tyrosine
autophosphorylatio
n;GO:0018108|pepti
dyl-tyrosine
phosphorylation;GO
:0007204|positive
regulation of
cytosolic calcium
ion
concentration;GO:0
010976|positive
regulation of
neuron projection
development;GO:00
51353|positive
regulation of
oxidoreductase
activity;GO:0010863
|positive regulation
of phospholipase C

GO:0015629|actin
cytoskeleton;GO:00
05829|cytosol;GO:0
031234|extrinsic
component of
cytoplasmic side of
plasma membrane;

GO:0051015|actin
filament
binding;GO:000378
5|actin monomer
binding;GO:000552
4|ATP
binding;GO:000028
7|magnesium ion
binding;GO:003014
5|manganese ion
binding;GO:000471
5|non-membrane
spanning protein
tyrosine kinase
activity;GO:0004672
|protein kinase
activity;GO:0004713
|protein tyrosine
kinase activity;

K08887

ABL2; abelson
tyrosine-protein
kinase 2
[EC:2.7.10.2]

ENSG00000143324 0 0 0 0 0.591572061 2 2 0 2 -2.445521382 0.224237166 NA down no XPR1 protein_coding chr1:180632004-
180890251:+

gi|19923272|ref|NP_
004727.2| 3604 0

xenotropic and
polytropic
retrovirus receptor 1
isoform 1 [Homo
sapiens]

gi|208609980|ref|N
M_004736.3| 8468 0

Homo sapiens
xenotropic and
polytropic
retrovirus receptor 1
(XPR1), transcript
variant 1, mRNA

A8DZH4 975 0

Xenotropic and
polytropic
retrovirus receptor 1
homolog

YIL047c_2 135 1.00E-31 COG5409 pfam03124 EXS

EXS family. We
have named this
region the EXS
family after (ERD1,
XPR1, and SYG1).
This family includes
C-terminus portions
from the SYG1 G-
protein associated
signal transduction
protein from
Saccharomyces
cerevisiae, and
sequences that are
thought to be
murine leukaemia
virus (MLV)
receptors (XPR1).
N-terminus portions
from these proteins
are aligned in the
SPX pfam03105
family. The
previously noted
similarity between
SYG1 and MLV
receptors over their
whole sequences is
thus borne out in
pfam03105 and this
family. While the N-
termini aligned in
pfam03105 are
thought to be
involved in signal

GO:0030643|cellular
phosphate ion
homeostasis;GO:003
5435|phosphate ion
transmembrane
transport;

GO:0005794|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0031
226|intrinsic
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0015562|efflux
transmembrane
transporter
activity;GO:0000822
|inositol
hexakisphosphate
binding;GO:001511
4|phosphate ion
transmembrane
transporter activity;

. .

ENSG00000143344 0 0 0 0 0.891099116 2 4 1 2 -3.035798608 0.059604922 NA down no RGL1 protein_coding chr1:183636085-
183928531:+

gi|397489294|ref|XP
_003815665.1| 3802 0

PREDICTED: ral
guanine nucleotide
dissociation
stimulator-like 1
isoform X1 [Pan
paniscus]

gi|7682472|gb|AF18
6780.1|AF186780 5085 0

Homo sapiens RGL
protein (RGL)
mRNA, alternatively
spliced product,
complete cds

Q9NZL6 1377 0

Ral guanine
nucleotide
dissociation
stimulator-like 1

. . . . pfam00617 RasGEF

RasGEF domain.
Guanine nucleotide
exchange factor for
Ras-like small
GTPases.

GO:0007264|small
GTPase mediated
signal transduction;

GO:0005829|cytosol
;

GO:0008321|Ral
guanyl-nucleotide
exchange factor
activity;

K17635

RGL1, RGL; ral
guanine nucleotide
dissociation
stimulator-like 1

ENSG00000143355 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no LHX9 protein_coding chr1:197911902-
197935478:+

gi|33569216|ref|NP_
064589.2| 1928 0

LIM/homeobox
protein Lhx9
isoform 1 [Homo
sapiens]

gi|635131721|ref|X
M_007989050.1| 7155 0

PREDICTED:
Chlorocebus
sabaeus LIM
homeobox 9
(LHX9), transcript
variant X1, mRNA

Q80W90 60.1 2.00E-10 LIM/homeobox
protein Lhx9 ECU03g1170 55.8 3.00E-07 COG5576 pfam00046 Homeobox Homeobox domain.

GO:0008283|cell
proliferation;GO:00
08585|female gonad
development;GO:00
35262|gonad
morphogenesis;GO:
0008584|male gonad
development;GO:00
08045|motor neuron
axon
guidance;GO:00458
92|negative
regulation of
transcription, DNA-
templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0008270
|zinc ion binding;

K09373
LHX2_9; LIM
homeobox protein
2/9

ENSG00000143368 0 0 1 1 0.874522853 0 3 1 2 -1.03002756 0.520669283 NA down no SF3B4 protein_coding chr1:149923317-
149928344:-

gi|528759952|gb|EP
Y79611.1| 1085 3.00E-166

myotubularin-
related protein 11-
like protein
[Camelus ferus]

gi|21757019|dbj|AK
097315.1| 2075 0

Homo sapiens
cDNA FLJ39996 fis,
clone
STOMA2002166,
highly similar to
Splicing factor 3B
subunit 4

Q15427 456 1.00E-152 Splicing factor 3B
subunit 4 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
48026|positive
regulation of mRNA
splicing, via
spliceosome;GO:00
08380|RNA
splicing;GO:000037
5|RNA splicing, via
transesterification
reactions;

GO:0005654|nucleo
plasm;GO:0005681|s
pliceosomal
complex;GO:000568
9|U12-type
spliceosomal
complex;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;

K12831
SF3B4, SAP49;
splicing factor 3B
subunit 4



ENSG00000143376 0 0 0 2 2.991912375 10 5 3 10 -3.296822329 0.007528286 0.029635156 down yes SNX27 protein_coding chr1:151612065-
151699091:+

gi|397492766|ref|XP
_003817291.1| 2788 0

PREDICTED: LOW
QUALITY
PROTEIN: sorting
nexin-27 [Pan
paniscus]

gi|73695940|ref|NM
_030918.5| 7085 0

Homo sapiens
sorting nexin family
member 27
(SNX27), mRNA

Q96L92 889 0 Sorting nexin-27 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016197|endoso
mal
transport;GO:00083
33|endosome to
lysosome
transport;GO:00017
70|establishment of
natural killer cell
polarity;GO:000688
6|intracellular
protein
transport;GO:19901
26|retrograde
transport, endosome
to plasma
membrane;GO:0007
165|signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005769|ea
rly
endosome;GO:0031
901|early endosome
membrane;GO:0005
768|endosome;GO:0
001772|immunologi
cal
synapse;GO:000565
4|nucleoplasm;

GO:0032266|phosph
atidylinositol-3-
phosphate binding;

K17936 SNX27; sorting
nexin-27

ENSG00000143393 0 7 1 7 3.692844796 5 5 2 7 0.055755169 0.947611773 0.967678846 up no PI4KB protein_coding chr1:151291797-
151327715:-

gi|4505809|ref|NP_0
02642.1| 4364 0

phosphatidylinositol
4-kinase beta
isoform 1 [Homo
sapiens]

gi|311771619|ref|N
M_002651.2| 3983 0

Homo sapiens
phosphatidylinositol
4-kinase, catalytic,
beta (PI4KB),
transcript variant 1,
mRNA

B1MTG7 130 3.00E-58 Phosphatidylinositol
4-kinase beta . . . . pfam00454 PI3_PI4_kinase

Phosphatidylinositol
3- and 4-kinase.
Some members of
this family probably
do not have lipid
kinase activity and
are protein kinases.

GO:0048015|phosph
atidylinositol-
mediated signaling;

GO:0005737|cytopla
sm;GO:0005794|Gol
gi
apparatus;GO:00057
41|mitochondrial
outer
membrane;GO:0030
867|rough
endoplasmic
reticulum
membrane;

GO:0004430|1-
phosphatidylinositol
4-kinase
activity;GO:0071889
|14-3-3 protein
binding;GO:000552
4|ATP binding;

. .

ENSG00000143401 7 9 7 10 9.027088171 11 10 9 12 0.193344223 0.680524632 0.77315435 up no ANP32E protein_coding chr1:150218417-
150236156:-

gi|13569879|ref|NP_
112182.1| 732 5.00E-85

acidic leucine-rich
nuclear
phosphoprotein 32
family member E
isoform 1 [Homo
sapiens]

gi|525507339|ref|N
M_030920.4| 3447 0

Homo sapiens
acidic (leucine-rich)
nuclear
phosphoprotein 32
family, member E
(ANP32E),
transcript variant 1,
mRNA

Q9BTT0 199 2.00E-60

Acidic leucine-rich
nuclear
phosphoprotein 32
family member E

. . . . pfam12799 LRR_4

Leucine Rich
repeats (2 copies).
Leucine rich repeats
are short sequence
motifs present in a
number of proteins
with diverse
functions and
cellular locations.
These repeats are
usually involved in
protein-protein
interactions. Each
Leucine Rich
Repeat is composed
of a beta-alpha unit.
These units form
elongated non-
globular structures.
Leucine Rich
Repeats are often
flanked by cysteine
rich domains.

GO:0016569|covale
nt chromatin
modification;GO:00
43486|histone
exchange;GO:00069
13|nucleocytoplasmi
c
transport;GO:00063
34|nucleosome
assembly;GO:00429
81|regulation of
apoptotic process;

GO:0016023|cytopla
smic membrane-
bounded
vesicle;GO:0005634|
nucleus;GO:000081
2|Swr1 complex;

GO:0042393|histone
binding;GO:001921
2|phosphatase
inhibitor activity;

K18648

ANP32E; acidic
leucine-rich nuclear
phosphoprotein 32
family member E

ENSG00000143420 3 13 11 11 10.16475711 8 14 15 11 0.178301149 0.720615826 0.801732172 up no ENSA protein_coding chr1:150600851-
150629612:-

gi|46389556|ref|NP_
996928.1| 705 2.00E-91

alpha-endosulfine
isoform 5 [Homo
sapiens]

gi|46389553|ref|NM
_207044.1| 2818 0

Homo sapiens
endosulfine alpha
(ENSA), transcript
variant 4, mRNA

O43768 208 3.00E-61 Alpha-endosulfine . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051301|cell
division;GO:000008
6|G2/M transition of
mitotic cell
cycle;GO:0007067|
mitotic nuclear
division;GO:005079
6|regulation of
insulin
secretion;GO:00097
49|response to
glucose;GO:000758
4|response to
nutrient;GO:000681
0|transport;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0008200|ion
channel inhibitor
activity;GO:0019212
|phosphatase
inhibitor
activity;GO:0019870
|potassium channel
inhibitor
activity;GO:0051721
|protein
phosphatase 2A
binding;GO:000486
4|protein
phosphatase
inhibitor
activity;GO:0008601
|protein
phosphatase type
2A regulator
activity;GO:0005102
|receptor binding;

. .

ENSG00000143469 0 1 0 0 0.222752943 0 0 0 1 0.569016519 0.862720545 NA up no SYT14 protein_coding chr1:209938174-
210171389:+

gi|578800788|ref|XP
_006711325.1| 4407 0

PREDICTED:
synaptotagmin-14
isoform X1 [Homo
sapiens]

gi|14625638|emb|AL
513263.9| 10660 0

Human DNA
sequence from
clone CTB-1189H8
on chromosome 1
Contains the 3' end
of the SYT14 gene
for synaptotagmin
XIV, complete
sequence

Q8NB59 1022 0 Synaptotagmin-14 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006906|vesicle
fusion;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion
binding;GO:003027
6|clathrin
binding;GO:001990
5|syntaxin binding;

K19328
SYT14_16;
synaptotagmin-
14/16

ENSG00000143476 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no DTL protein_coding chr1:212035553-
212107400:+

gi|302393825|sp|Q9
NZJ0.3|DTL_HUM
AN

3527 0

RecName:
Full=Denticleless
protein homolog;
AltName:
Full=DDB1- and
CUL4-associated
factor 2; AltName:
Full=Lethal(2)
denticleless protein
homolog; AltName:
Full=Retinoic acid-
regulated nuclear
matrix-associated
protein

gi|555943896|ref|N
M_016448.3| 4567 0

Homo sapiens
denticleless E3
ubiquitin protein
ligase homolog
(Drosophila) (DTL),
transcript variant 1,
mRNA

Q9NZJ0 164 1.00E-45 Denticleless protein
homolog . . . . pfam00400 WD40 WD domain, G-beta

repeat.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:004276
9|DNA damage
response, detection
of DNA
damage;GO:000626
0|DNA
replication;GO:0031
572|G2 DNA
damage
checkpoint;GO:0006
513|protein
monoubiquitination;
GO:0000209|protein
polyubiquitination;
GO:0051726|regulati
on of cell
cycle;GO:0009411|r
esponse to
UV;GO:0019985|tra
nslesion
synthesis;GO:00065
11|ubiquitin-
dependent protein
catabolic process;

GO:0005813|centros
ome;GO:0005694|ch
romosome;GO:0031
464|Cul4A-RING
E3 ubiquitin ligase
complex;GO:003146
5|Cul4B-RING E3
ubiquitin ligase
complex;GO:000573
7|cytoplasm;GO:004
3231|intracellular
membrane-bounded
organelle;GO:00319
65|nuclear
membrane;GO:0005
730|nucleolus;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;

. K11790 DTL, CDT2,
DCAF2; denticleless

ENSG00000143502 0 1 0 1 1.204987009 1 2 0 7 -1.78364703 0.263438103 0.386705786 down no SUSD4 protein_coding chr1:223220819-
223364202:-

gi|148539593|ref|NP
_060452.3| 2330 0

sushi domain-
containing protein 4
isoform a precursor
[Homo sapiens]

gi|21755715|dbj|AK
096265.1| 3274 0

Homo sapiens
cDNA FLJ38946 fis,
clone
NT2NE2017752,
highly similar to
Homo sapiens sushi
domain containing 4
(SUSD4), transcript
variant 1, mRNA

Q5VX71 348 3.00E-116 Sushi domain-
containing protein 4 . . . . pfam00084 Sushi Sushi domain (SCR

repeat).

GO:0006958|comple
ment activation,
classical
pathway;GO:004508
7|innate immune
response;GO:00459
57|negative
regulation of
complement
activation,
alternative
pathway;GO:004595
9|negative
regulation of
complement
activation, classical
pathway;GO:003044
9|regulation of
complement
activation;

GO:0005576|extrace
llular
region;GO:0016021|
integral component
of membrane;

. . .

ENSG00000143545 5 3 3 9 4.056054327 1 5 2 4 1.26593363 0.098277725 0.182275781 up no RAB13 protein_coding chr1:153981617-
153986358:-

gi|63102287|gb|AAH
94846.1| 1190 7.00E-161

RAB13 protein,
partial [Homo
sapiens]

gi|34536171|dbj|AK
128675.1| 2113 0

Homo sapiens
cDNA FLJ46839 fis,
clone
UTERU2037224,
highly  similar to
Ras-related protein
Rab-13

F1PTE3 180 6.00E-55 Ras-related protein
Rab-13 . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0070830|bicellul
ar tight junction
assembly;GO:00328
69|cellular response
to insulin
stimulus;GO:003086
6|cortical actin
cytoskeleton
organization;GO:00
32456|endocytic
recycling;GO:00161
97|endosomal
transport;GO:00357
67|endothelial cell
chemotaxis;GO:009
0002|establishment
of protein
localization to
plasma
membrane;GO:0097
368|establishment of
Sertoli cell
barrier;GO:0061024|
membrane
organization;GO:00
31175|neuron
projection
development;GO:00
10737|protein
kinase A
signaling;GO:19024
63|protein
localization to cell
leading
edge;GO:0009306|pr

GO:0005923|bicellul
ar tight
junction;GO:000573
7|cytoplasm;GO:003
1410|cytoplasmic
vesicle;GO:0030659|
cytoplasmic vesicle
membrane;GO:0030
139|endocytic
vesicle;GO:0070062|
extracellular
exosome;GO:00325
93|insulin-
responsive
compartment;GO:00
30027|lamellipodiu
m;GO:0016328|later
al plasma
membrane;GO:0043
005|neuron
projection;GO:0005
886|plasma
membrane;GO:0055
037|recycling
endosome;GO:0055
038|recycling
endosome
membrane;GO:0005
802|trans-Golgi
network;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

K06109 RAB13; Ras-related
protein Rab-13

ENSG00000143549 0 4 7 6 3.181602948 3 3 0 2 1.601883914 0.108540902 0.197512585 up no TPM3 protein_coding chr1:154155304-
154194648:-

gi|591323881|ref|XP
_007087998.1| 1112 7.00E-146

PREDICTED:
tropomyosin alpha-
3 chain isoform X1
[Panthera tigris
altaica]

gi|34531447|dbj|AK
125367.1| 4035 0

Homo sapiens
cDNA FLJ43377 fis,
clone
OCBBF2001961,
moderately  similar
to TROPOMYOSIN
5,
CYTOSKELETAL
TYPE

P06753 365 9.00E-122 Tropomyosin alpha-
3 chain . . . . pfam00261 Tropomyosin Tropomyosin. .

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;

. K09290 TPM3; tropomyosin
3

ENSG00000143569 147 147 124 220 196.5528185 280 245 225 285 -0.146855646 0.497825701 0.619483903 down no UBAP2L protein_coding chr1:154220179-
154271510:+

gi|675741388|ref|XP
_008968545.1| 3410 0

PREDICTED:
ubiquitin-associated
protein 2-like
isoform X3 [Pan
paniscus]

gi|188497757|ref|N
M_014847.3| 3988 0

Homo sapiens
ubiquitin associated
protein 2-like
(UBAP2L),
transcript variant 1,
mRNA

Q14157 193 7.00E-54 Ubiquitin-associated
protein 2-like . . . . pfam12478 DUF3697

Ubiquitin-associated
protein 2. This
domain family is
found in
eukaryotes, and is
approximately 30
amino acids in
length. The family
is found in
association with
pfam00627. There
are two conserved
sequence motifs:
AVEMPG and
QFG.

GO:0007339|bindin
g of sperm to zona
pellucida;GO:00614
84|hematopoietic
stem cell
homeostasis;

GO:0005671|Ada2/
Gcn5/Ada3
transcription
activator
complex;GO:003151
9|PcG protein
complex;

GO:0044822|poly(A
) RNA binding; . .



ENSG00000143590 1 0 0 0 0.489476538 0 1 0 2 -0.707392755 0.753170292 NA down no EFNA3 protein_coding chr1:155078872-
155087538:+

gi|355558526|gb|EH
H15306.1| 1039 2.00E-135

hypothetical protein
EGK_01375, partial
[Macaca mulatta]

gi|156071497|ref|N
M_004952.4| 1782 0

Homo sapiens
ephrin-A3
(EFNA3), mRNA

P52797 404 1.00E-136 Ephrin-A3 . . . . pfam00812 Ephrin Ephrin.

GO:0007411|axon
guidance;GO:00072
67|cell-cell
signaling;GO:00480
13|ephrin receptor
signaling pathway;

GO:0031225|anchor
ed component of
membrane;GO:0005
576|extracellular
region;GO:0005887|
integral component
of plasma
membrane;GO:0005
886|plasma
membrane;

GO:0046875|ephrin
receptor
binding;GO:000500
5|transmembrane-
ephrin receptor
activity;

K05462 EFNA; ephrin-A

ENSG00000143603 1 1 0 0 0.530320608 1 0 1 0 0.587599555 0.772306968 NA up no KCNN3 protein_coding chr1:154697455-
154870280:-

gi|323276683|ref|NP
_001191016.1| 3330 0

small conductance
calcium-activated
potassium channel
protein 3 isoform c
[Homo sapiens]

gi|323276682|ref|N
M_001204087.1| 13057 0

Homo sapiens
potassium channel,
calcium activated
intermediate/small
conductance
subfamily N alpha,
member 3
(KCNN3), transcript
variant 3, mRNA

Q9UGI6 73.2 5.00E-11

Small conductance
calcium-activated
potassium channel
protein 3

. . . . pfam03530 SK_channel
Calcium-activated
SK potassium
channel.

GO:1903955|positiv
e regulation of
protein targeting to
mitochondrion;

GO:0016021|integral
component of
membrane;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma membrane;

GO:0005516|calmod
ulin
binding;GO:001628
6|small conductance
calcium-activated
potassium channel
activity;

K04944

KCNN3; potassium
intermediate/small
conductance
calcium-activated
channel subfamily
N member 3

ENSG00000143612 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no C1orf43 protein_coding chr1:154206706-
154220637:-

gi|148833486|ref|NP
_001092086.1| 1277 3.00E-171

uncharacterized
protein C1orf43
isoform 3 [Homo
sapiens]

gi|13111794|gb|BC0
00152.2| 1691 0

Homo sapiens
chromosome 1 open
reading frame 43,
mRNA (cDNA
clone MGC:5332
IMAGE:2901006),
complete cds

Q5E943 317 3.00E-116
Uncharacterized
protein C1orf43
homolog

. . . . pfam07406 NICE-3

NICE-3 protein.
This family consists
of several
eukaryotic NICE-3
and related proteins.
The gene coding for
NICE-3 is part of
the epidermal
differentiation
complex (EDC)
which comprises a
large number of
genes that are of
crucial importance
for the maturation
of the human
epidermis. The
function of NICE-3
is unknown.

.
GO:0016021|integral
component of
membrane;

GO:0016491|oxidor
eductase activity; . .

ENSG00000143614 0 0 1 1 0.476872373 0 0 0 2 0.555684932 0.810863418 NA up no GATAD2B protein_coding chr1:153789030-
153923360:-

gi|21218438|ref|NP_
065750.1| 2574 0

transcriptional
repressor p66-beta
[Homo sapiens]

gi|157674359|ref|N
M_020699.2| 7478 0

Homo sapiens
GATA zinc finger
domain containing
2B (GATAD2B),
mRNA

Q8VHR5 57 7.00E-10 Transcriptional
repressor p66-beta . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:000
6306|DNA
methylation;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0000790|nuclear
chromatin;GO:0016
607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
16581|NuRD
complex;GO:004323
4|protein complex;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000143624 0 0 0 0 0.293844671 1 0 0 2 -1.436688986 0.635233166 NA down no INTS3 protein_coding chr1:153728067-
153774808:+

gi|544402285|ref|XP
_005541807.1| 4959 0

PREDICTED:
integrator complex
subunit 3 isoform
X2 [Macaca
fascicularis]

gi|51476477|emb|CR
749376.1| 5707 0

Homo sapiens
mRNA; cDNA
DKFZp686O20115
(from clone
DKFZp686O20115)

Q68E01 604 0 Integrator complex
subunit 3 . . . . pfam10189 DUF2356

Conserved protein
(DUF2356). This is
a 200 amino acid
region of a family
of proteins
conserved from
plants to humans.
Some members
have been
putatively annotated
as being integrator
complex subunit 3
but this could not
be confirmed. The
function is
unknown.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:000628
1|DNA
repair;GO:0007093|
mitotic cell cycle
checkpoint;GO:0010
212|response to
ionizing
radiation;GO:00161
80|snRNA
processing;GO:0042
795|snRNA
transcription from
RNA polymerase II
promoter;

GO:0032039|integrat
or
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0070876|SOSS
complex;

. K13140 INTS3; integrator
complex subunit 3

ENSG00000143702 0 0 0 0 2.198292268 7 5 5 5 -4.334990224 0.000676704 0.004874512 down yes CEP170 protein_coding chr1:243124428-
243255348:-

gi|109255228|ref|NP
_055627.2| 7149 0

centrosomal protein
of 170 kDa isoform
alpha [Homo
sapiens]

gi|109255227|ref|N
M_014812.2| 6828 0

Homo sapiens
centrosomal protein
170kDa (CEP170),
transcript variant
alpha, mRNA

Q5SW79 220 1.00E-84 Centrosomal protein
of 170 kDa . . . . pfam15308 CEP170_C

CEP170 C-terminus.
This family includes
the C-terminus of
centrosomal protein
of 170 kDa
(CEP170).

GO:0007257|activati
on of JUN kinase
activity;GO:0046777
|protein
autophosphorylatio
n;GO:0006468|prote
in phosphorylation;

GO:0005622|intracel
lular;

GO:0005524|ATP
binding;GO:000470
9|MAP kinase
kinase kinase
activity;GO:0042803
|protein
homodimerization
activity;

K16463
CEP170;
centrosomal protein
CEP170

ENSG00000143756 0 0 0 0 0.399066237 1 1 1 1 -1.873889225 0.346507732 NA down no FBXO28 protein_coding chr1:224114087-
224162047:+

gi|640811572|ref|XP
_008062407.1| 1386 2.00E-173

PREDICTED: F-
box only protein 28
[Tarsius syrichta]

gi|388453734|ref|N
M_015176.3| 5445 0

Homo sapiens F-
box protein 28
(FBXO28),
transcript variant 1,
mRNA

Q2NL16 140 9.00E-38 F-box only protein
28 . . . . pfam00646 F-box

F-box domain. This
domain is
approximately 50
amino acids long,
and is usually found
in the N-terminal
half of a variety of
proteins. Two
motifs that are
commonly found
associated with the
F-box domain are
the leucine rich
repeats (LRRs;
pfam00560 and
pfam07723) and the
WD repeat
(pfam00400). The
F-box domain has a
role in mediating
protein-protein
interactions in a
variety of contexts,
such as
polyubiquitination,
transcription
elongation,
centromere binding
and translational
repression.

.

GO:0000777|conden
sed chromosome
kinetochore;GO:000
0776|kinetochore;

. K10306 FBXO28; F-box
protein 28

ENSG00000143761 9 14 14 4 8.463698045 3 5 6 6 1.665417971 0.009183388 0.033919919 up yes ARF1 protein_coding chr1:228082660-
228099212:+

gi|694892090|ref|XP
_009439877.1| 1128 2.00E-148

PREDICTED: ADP-
ribosylation factor 1
isoform X1 [Pan
troglodytes]

gi|66879661|ref|NM
_001024227.1| 2006 0

Homo sapiens ADP-
ribosylation factor 1
(ARF1), transcript
variant 1, mRNA

P84079 223 3.00E-71 ADP-ribosylation
factor 1 . . . . pfam00025 Arf

ADP-ribosylation
factor family. Pfam
combines a number
of different Prosite
families together

GO:0007015|actin
filament
organization;GO:00
06878|cellular
copper ion
homeostasis;GO:009
7061|dendritic spine
organization;GO:00
55108|Golgi to
transport vesicle
transport;GO:00602
92|long term
synaptic
depression;GO:0097
212|lysosomal
membrane
organization;GO:00
45956|positive
regulation of
calcium ion-
dependent
exocytosis;GO:0060
999|positive
regulation of
dendritic spine
development;GO:00
45807|positive
regulation of
endocytosis;GO:190
2953|positive
regulation of ER to
Golgi vesicle-
mediated
transport;GO:19028
24|positive

GO:0031252|cell
leading
edge;GO:0005829|cy
tosol;GO:0070062|e
xtracellular
exosome;GO:00059
25|focal
adhesion;GO:00057
94|Golgi
apparatus;GO:00057
70|late
endosome;GO:0043
005|neuron
projection;GO:0048
471|perinuclear
region of
cytoplasm;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0030
017|sarcomere;

GO:0019003|GDP
binding;GO:000552
5|GTP
binding;GO:000028
7|magnesium ion
binding;GO:199058
3|phospholipase D
activator
activity;GO:0044822
|poly(A) RNA
binding;

K07937 ARF1; ADP-
ribosylation factor 1

ENSG00000143776 0 0 0 0 0.698351078 4 2 0 1 -2.681424445 0.181623238 NA down no CDC42BPA protein_coding chr1:226989865-
227318474:-

gi|675730545|ref|XP
_008966057.1| 8714 0

PREDICTED:
serine/threonine-
protein kinase
MRCK alpha
isoform X4 [Pan
paniscus]

gi|113204433|ref|N
M_003607.3| 10506 0

Homo sapiens
CDC42 binding
protein kinase alpha
(DMPK-like)
(CDC42BPA),
transcript variant B,
mRNA

O54874 2823 0
Serine/threonine-
protein kinase
MRCK alpha

. . . . pfam00780 CNH

CNH domain.
Domain found in
NIK1-like kinase,
mouse citron and
yeast ROM1,
ROM2.
Unpublished
observations.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
031032|actomyosin
structure
organization;GO:00
16477|cell
migration;GO:00070
10|cytoskeleton
organization;GO:00
35556|intracellular
signal
transduction;GO:00
06468|protein
phosphorylation;GO
:0051056|regulation
of small GTPase
mediated signal
transduction;

GO:0042641|actomy
osin;GO:0031252|ce
ll leading
edge;GO:0005911|ce
ll-cell
junction;GO:000573
7|cytoplasm;

GO:0005524|ATP
binding;GO:004280
2|identical protein
binding;GO:000028
7|magnesium ion
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K16307

CDC42BP;
serine/threonine-
protein kinase
MRCK
[EC:2.7.11.1]

ENSG00000143797 0 3 0 3 1.799372805 5 3 1 2 -0.479881705 0.672343511 0.767777154 down no MBOAT2 protein_coding chr2:8852690-
9003813:-

gi|40548387|ref|NP_
620154.2| 2729 0

lysophospholipid
acyltransferase 2
[Homo sapiens]

gi|16756348|gb|AC0
12495.9| 6217 0

Homo sapiens BAC
clone RP11-327F6
from 2, complete
sequence

Q6ZWT7 217 4.00E-66 Lysophospholipid
acyltransferase 2 YOR175c 181 4.00E-46 COG5202 pfam03062 MBOAT

MBOAT,
membrane-bound
O-acyltransferase
family. The
MBOAT
(membrane bound
O-acyl transferase)
family of membrane
proteins contains a
variety of
acyltransferase
enzymes. A
conserved histidine
has been suggested
to be the active site
residue.

GO:0036151|phosph
atidylcholine acyl-
chain
remodeling;GO:003
6152|phosphatidylet
hanolamine acyl-
chain
remodeling;GO:000
8654|phospholipid
biosynthetic
process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0003841|1-
acylglycerol-3-
phosphate O-
acyltransferase
activity;GO:0047144
|2-acylglycerol-3-
phosphate O-
acyltransferase
activity;

K13517

MBOAT1_2;
lysophospholipid
acyltransferase 1/2
[EC:2.3.1.51 2.3.1.-]



ENSG00000143799 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PARP1 protein_coding chr1:226360691-
226408079:-

gi|156523968|ref|NP
_001609.2| 4793 0

poly [ADP-ribose]
polymerase 1
[Homo sapiens]

gi|156523967|ref|N
M_001618.3| 3958 0

Homo sapiens poly
(ADP-ribose)
polymerase 1
(PARP1), mRNA

P09874 1850 0 Poly [ADP-ribose]
polymerase 1 . . . . pfam00644 PARP

Poly(ADP-ribose)
polymerase catalytic
domain. Poly(ADP-
ribose) polymerase
catalyses the
covalent attachment
of ADP-ribose units
from NAD+ to itself
and to a limited
number of other
DNA binding
proteins, which
decreases their
affinity for DNA.
Poly(ADP-ribose)
polymerase is a
regulatory
component induced
by DNA damage.
The carboxyl-
terminal region is
the most highly
conserved region of
the protein.
Experiments have
shown that a
carboxyl 40 kDa
fragment is still
catalytically active.

GO:1904646|cellular
response to beta-
amyloid;GO:000697
4|cellular response
to DNA damage
stimulus;GO:003286
9|cellular response
to insulin
stimulus;GO:003459
9|cellular response
to oxidative
stress;GO:0071294|c
ellular response to
zinc
ion;GO:0042769|DN
A damage response,
detection of DNA
damage;GO:005110
3|DNA ligation
involved in DNA
repair;GO:0006281|
DNA
repair;GO:0006302|
double-strand break
repair;GO:0000724|
double-strand break
repair via
homologous
recombination;GO:0
070911|global
genome nucleotide-
excision
repair;GO:0006273|l
agging strand
elongation;GO:0030

GO:0016020|membr
ane;GO:0005739|mit
ochondrion;GO:000
0784|nuclear
chromosome,
telomeric
region;GO:0005635|
nuclear
envelope;GO:00057
30|nucleolus;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0043234|protei
n
complex;GO:000566
7|transcription
factor complex;

GO:0003677|DNA
binding;GO:000391
0|DNA ligase (ATP)
activity;GO:0019899
|enzyme
binding;GO:005128
7|NAD
binding;GO:000395
0|NAD+ ADP-
ribosyltransferase
activity;GO:0044822
|poly(A) RNA
binding;GO:001990
1|protein kinase
binding;GO:004748
5|protein N-
terminus
binding;GO:000813
4|transcription
factor
binding;GO:000827
0|zinc ion binding;

K10798
PARP; poly [ADP-
ribose] polymerase
[EC:2.4.2.30]

ENSG00000143847 0 0 0 1 1.912322701 5 6 5 2 -3.327761742 0.011604308 0.039733882 down yes PPFIA4 protein_coding chr1:203026498-
203078740:+

gi|586830529|sp|O7
5335.3|LIPA4_HUM
AN

5615 0

RecName:
Full=Liprin-alpha-4;
AltName:
Full=Protein
tyrosine
phosphatase
receptor type f
polypeptide-
interacting protein
alpha-4;
Short=PTPRF-
interacting protein
alpha-4

gi|148733223|gb|EF
428334.1| 6340 0

Homo sapiens liprin
alpha4 (PPFIA4)
mRNA, complete
cds

O75335 2167 0 Liprin-alpha-4 . . . . pfam01576 Myosin_tail_1

Myosin tail. The
myosin molecule is
a multi-subunit
complex made up
of two heavy chains
and four light
chains it is a
fundamental
contractile protein
found in all
eukaryote cell types.
This family consists
of the coiled-coil
myosin heavy chain
tail region. The
coiled-coil is
composed of the tail
from two molecules
of myosin. These
can then assemble
into the
macromolecular
thick filament. The
coiled-coil region
provides the
structural backbone
the thick filament.

.

GO:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0048
786|presynaptic
active
zone;GO:0045202|sy
napse;

. . .

ENSG00000143850 0 4 2 6 6.076494099 14 12 7 13 -1.476934575 0.027147119 0.072839873 down no PLEKHA6 protein_coding chr1:204218851-
204377665:-

gi|578800660|ref|XP
_006711275.1| 5499 0

PREDICTED:
pleckstrin
homology domain-
containing family A
member 6 isoform
X9 [Homo sapiens]

gi|390407647|ref|N
M_014935.4| 7401 0

Homo sapiens
pleckstrin
homology domain
containing, family A
member 6
(PLEKHA6), mRNA

Q7TQG1 1885 0

Pleckstrin
homology domain-
containing family A
member 6

YER125w 47 3.00E-06 COG5021 pfam00169 PH
PH domain. PH
stands for pleckstrin
homology.

GO:0014047|glutam
ate
secretion;GO:00072
69|neurotransmitter
secretion;

GO:0009986|cell
surface;GO:0005829
|cytosol;GO:000562
2|intracellular;GO:0
048786|presynaptic
active
zone;GO:0045202|sy
napse;

. . .

ENSG00000143862 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no ARL8A protein_coding chr1:202133404-
202144743:-

gi|20270343|ref|NP_
620150.1| 961 3.00E-124

ADP-ribosylation
factor-like protein
8A isoform 1
[Homo sapiens]

gi|371123784|ref|N
M_138795.3| 1793 0

Homo sapiens ADP-
ribosylation factor-
like 8A (ARL8A),
transcript variant 1,
mRNA

Q8VEH3 262 5.00E-84
ADP-ribosylation
factor-like protein
8A

. . . . pfam00025 Arf

ADP-ribosylation
factor family. Pfam
combines a number
of different Prosite
families together

GO:0051301|cell
division;GO:000705
9|chromosome
segregation;GO:000
7067|mitotic nuclear
division;GO:000726
4|small GTPase
mediated signal
transduction;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00319
02|late endosome
membrane;GO:0005
765|lysosomal
membrane;GO:0016
020|membrane;GO:
0030496|midbody;G
O:0051233|spindle
midzone;

GO:0005525|GTP
binding; K07955

ARL8; ADP-
ribosylation factor-
like protein 8

ENSG00000143867 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no OSR1 protein_coding chr2:19351485-
19358653:-

gi|755713015|ref|XP
_011279612.1| 1311 5.00E-174

PREDICTED: LOW
QUALITY
PROTEIN: protein
odd-skipped-related
1 [Felis catus]

gi|34527951|dbj|AK
122756.1| 4155 0

Homo sapiens
cDNA FLJ16288 fis,
clone
OCBBF2008724,
highly similar to
Protein odd-
skipped-related 1

Q8TAX0 505 2.00E-166 Protein odd-
skipped-related 1 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0030154|cell
differentiation;GO:0
072111|cell
proliferation
involved in kidney
development;GO:00
71300|cellular
response to retinoic
acid;GO:0002062|ch
ondrocyte
differentiation;GO:0
042733|embryonic
digit
morphogenesis;GO:
0035115|embryonic
forelimb
morphogenesis;GO:
0035116|embryonic
hindlimb
morphogenesis;GO:
0072498|embryonic
skeletal joint
development;GO:00
60272|embryonic
skeletal joint
morphogenesis;GO:
0036023|embryonic
skeletal limb joint
morphogenesis;GO:
0008406|gonad
development;GO:00
07507|heart
development;GO:00
48389|intermediate
mesoderm

GO:0005829|cytosol
;GO:0019898|extrins
ic component of
membrane;GO:0005
634|nucleus;

GO:0046872|metal
ion
binding;GO:000367
6|nucleic acid
binding;GO:001990
1|protein kinase
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K09215 OSR, ODD; odd-
skipped

ENSG00000143878 0 4 0 9 4.942358853 7 12 6 10 -1.074012554 0.195073286 0.311018238 down no RHOB protein_coding chr2:20447074-
20449445:+

gi|625274124|ref|XP
_007628644.1| 1083 1.00E-135

PREDICTED: rho-
related GTP-binding
protein RhoB
isoform X2
[Cricetulus griseus]

gi|37777306|tpg|BK0
01671.1| 2372 0

TPA_exp: Homo
sapiens Ras-related
small GTPase
(ARHB) gene,
promoter region
and complete cds

P62747 405 4.00E-135
Rho-related GTP-
binding protein
RhoB

. . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0001525|angiog
enesis;GO:0006915|
apoptotic
process;GO:000715
5|cell
adhesion;GO:00301
54|cell
differentiation;GO:0
070301|cellular
response to
hydrogen
peroxide;GO:00714
79|cellular response
to ionizing
radiation;GO:00009
10|cytokinesis;GO:0
008333|endosome to
lysosome
transport;GO:00611
54|endothelial tube
morphogenesis;GO:
0006886|intracellula
r protein
transport;GO:00457
86|negative
regulation of cell
cycle;GO:0030336|n
egative regulation of
cell
migration;GO:00457
66|positive
regulation of
angiogenesis;GO:00
43065|positive
regulation of

GO:0032154|cleavag
e
furrow;GO:0005829
|cytosol;GO:000576
9|early
endosome;GO:0010
008|endosome
membrane;GO:0070
062|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00319
02|late endosome
membrane;GO:0016
020|membrane;GO:
0005634|nucleus;G
O:0005886|plasma
membrane;

GO:0019003|GDP
binding;GO:000552
5|GTP binding;

K07856
RHOB; Ras
homolog gene
family, member B

ENSG00000143889 0 4 2 9 7.427313569 21 9 12 14 -1.483404683 0.027386941 0.073369953 down no HNRNPLL protein_coding chr2:38561978-
38603586:-

gi|544481821|ref|XP
_005576143.1| 2672 0

PREDICTED:
uncharacterized
LOC101925465
isoform X4 [Macaca
fascicularis]

gi|426335279|ref|X
M_004029107.1| 3861 0

PREDICTED:
Gorilla gorilla
gorilla
heterogeneous
nuclear
ribonucleoprotein
L-like (HNRPLL),
mRNA

Q8WVV9 275 3.00E-88

Heterogeneous
nuclear
ribonucleoprotein
L-like

. . . . pfam13893 RRM_5

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins.

GO:0006397|mRNA
processing;GO:0033
120|positive
regulation of RNA
splicing;

GO:0030529|ribonu
cleoprotein
complex;GO:001602
0|membrane;GO:00
05634|nucleus;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;

K13159

HNRNPL;
heterogeneous
nuclear
ribonucleoprotein L

ENSG00000143919 2 2 4 6 2.693535055 1 2 1 3 1.528383498 0.090830304 0.172141276 up no CAMKMT protein_coding chr2:44361950-
44772592:+

gi|795134533|ref|XP
_011791283.1| 1605 0

PREDICTED:
calmodulin-lysine
N-methyltransferase
[Colobus angolensis
palliatus]

gi|406362828|ref|N
M_024766.4| 1495 0

Homo sapiens
calmodulin-lysine
N-methyltransferase
(CAMKMT),
mRNA

Q7Z624 195 3.00E-57 Calmodulin-lysine
N-methyltransferase . . . . pfam10294 Methyltransf_16 Putative

methyltransferase.

GO:0007005|mitoch
ondrion
organization;GO:00
22400|regulation of
rhodopsin mediated
signaling pathway;

GO:0005829|cytosol
;GO:0005794|Golgi
apparatus;GO:00056
34|nucleus;

GO:0018025|calmod
ulin-lysine N-
methyltransferase
activity;

K18826

CAMKMT;
calmodulin-lysine
N-methyltransferase
[EC:2.1.1.60]

ENSG00000143933 1 1 0 1 1.033444015 1 2 2 1 -0.477810701 0.720746883 0.801732172 down no CALM2 protein_coding chr2:47160082-
47176601:-

gi|779176942|ref|NP
_001292553.1| 990 7.00E-134 calmodulin isoform

1 [Homo sapiens]
gi|29126951|gb|BC0
47553.1| 4453 0

Homo sapiens
calmodulin 2
(phosphorylase
kinase, delta),
mRNA (cDNA
clone
IMAGE:5302800),
with apparent
retained intron

P02594 112 3.00E-54 Calmodulin SPAC3A12.14 233 7.00E-74 COG5126 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . GO:0005509|calciu
m ion binding; K02183 CALM; calmodulin



ENSG00000143952 1 0 0 3 4.095032361 11 9 5 11 -2.67846351 0.005173244 0.022284745 down yes VPS54 protein_coding chr2:63892146-
64019072:-

gi|54234034|ref|NP_
057600.2| 5077 0

vacuolar protein
sorting-associated
protein 54 isoform 1
[Homo sapiens]

gi|426335719|ref|X
M_004029310.1| 4116 0

PREDICTED:
Gorilla gorilla
gorilla vacuolar
protein sorting 54
homolog (S.
cerevisiae),
transcript variant 2
(VPS54), mRNA

Q9P1Q0 1960 0
Vacuolar protein
sorting-associated
protein 54

. . . . pfam07928 Vps54

Vps54-like protein.
This family contains
various proteins that
are homologs of the
yeast Vps54 protein,
such as the rat
homolog , the
human homolog,
and the mouse
homolog. In yeast,
Vps54 associates
with Vps52 and
Vps53 proteins to
form a trimolecular
complex that is
involved in protein
transport between
Golgi, endosomal,
and vacuolar
compartments. All
Vps54 homologs
contain a coiled coil
region (not found in
the region featured
in this family) and
multiple dileucine
motifs.

GO:0006896|Golgi
to vacuole
transport;GO:00400
07|growth;GO:0048
873|homeostasis of
number of cells
within a
tissue;GO:0007041|l
ysosomal
transport;GO:00508
81|musculoskeletal
movement;GO:0060
052|neurofilament
cytoskeleton
organization;GO:00
15031|protein
transport;GO:00421
47|retrograde
transport, endosome
to Golgi;

GO:0005829|cytosol
;GO:0000938|GARP
complex;GO:000579
4|Golgi
apparatus;GO:00484
71|perinuclear
region of
cytoplasm;GO:0005
802|trans-Golgi
network;GO:003258
8|trans-Golgi
network membrane;

GO:0019905|syntaxi
n binding; K17600

VPS54; vacuolar
protein sorting-
associated protein
54

ENSG00000143995 48 64 54 66 71.08941964 81 109 92 87 -0.113348867 0.637300772 0.744518264 down no MEIS1 protein_coding chr2:66433452-
66573869:+

gi|148675868|gb|ED
L07815.1| 2190 0

myeloid ecotropic
viral integration site
1, isoform CRA_a,
partial [Mus
musculus]

gi|71052012|gb|BC0
36511.1| 5076 0

Homo sapiens Meis
homeobox 1,
mRNA (cDNA
clone
IMAGE:5266491),
with apparent
retained intron

O00470 175 3.00E-52 Homeobox protein
Meis1 . . . . pfam05920 Homeobox_KN

Homeobox KN
domain. This is a
homeobox
transcription factor
KN domain
conserved from
fungi to human and
plants.

GO:0001525|angiog
enesis;GO:0060216|
definitive
hemopoiesis;GO:00
02089|lens
morphogenesis in
camera-type
eye;GO:0007626|loc
omotory
behavior;GO:00358
55|megakaryocyte
development;GO:00
45638|negative
regulation of
myeloid cell
differentiation;GO:0
045665|negative
regulation of
neuron
differentiation;

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0003682|chrom
atin
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K15613 MEIS1; homeobox
protein Meis1

ENSG00000144136 0 3 0 2 3.18296073 4 5 8 9 -1.922797609 0.043182236 0.102410331 down no SLC20A1 protein_coding chr2:112645857-
112663827:+

gi|31543630|ref|NP_
005406.3| 3450 0

sodium-dependent
phosphate
transporter 1 [Homo
sapiens]

gi|327365348|ref|N
M_005415.4| 3379 0

Homo sapiens
solute carrier family
20 (phosphate
transporter),
member 1
(SLC20A1), mRNA

Q5R9L5 429 7.00E-146
Sodium-dependent
phosphate
transporter 1

YBR296c 154 5.00E-38 COG0306 pfam01384 PHO4

Phosphate
transporter family.
This family includes
PHO-4 from
Neurospora crassa
which is a is a
Na(+)-phosphate
symporter. This
family also contains
the leukaemia virus
receptor.

GO:0006811|ion
transport;GO:00067
96|phosphate-
containing
compound
metabolic
process;GO:004312
3|positive regulation
of I-kappaB
kinase/NF-kappaB
signaling;GO:00068
10|transport;

GO:0005887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0005316|high-
affinity inorganic
phosphate:sodium
symporter
activity;GO:0005315
|inorganic
phosphate
transmembrane
transporter
activity;GO:0004872
|receptor
activity;GO:0004871
|signal transducer
activity;GO:0015321
|sodium-dependent
phosphate
transmembrane
transporter
activity;GO:0015319
|sodium:inorganic
phosphate
symporter
activity;GO:0005436
|sodium:phosphate
symporter activity;

K14640

SLC20A, PIT;
solute carrier family
20 (sodium-
dependent
phosphate
transporter)

ENSG00000144158 5 4 6 2 3.570180672 1 5 1 1 1.746777455 0.057010619 0.12496267 up no AL078621.1 processed_pseudog
ene

chr2:113657908-
113658675:+

gi|634830268|ref|XP
_007958124.1| 1240 2.00E-170

PREDICTED: U2
small nuclear
ribonucleoprotein
A' [Orycteropus
afer afer]

gi|169646067|ref|NG
_001551.3| 768 0

Homo sapiens small
nuclear
ribonucleoprotein
polypeptide A'
pseudogene
(bA395L14.12) on
chromosome 2

Q4R8Y8 476 1.00E-169
U2 small nuclear
ribonucleoprotein
A'

SPBC1861.08c 190 4.00E-58 COG4886 pfam14580 LRR_9 Leucine-rich repeat.
GO:0006397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0005681|spliceo
somal complex;

GO:0003723|RNA
binding; K11092

SNRPA1; U2 small
nuclear
ribonucleoprotein
A'

ENSG00000144233 1 0 0 4 3.60159287 12 5 2 11 -2.13629207 0.043265843 0.102468627 down no AMMECR1L protein_coding chr2:127861630-
127885922:-

gi|589930403|ref|XP
_006978011.1| 1777 0

PREDICTED:
AMMECR1-like
protein isoform X1
[Peromyscus
maniculatus bairdii]

gi|312433965|ref|N
M_001199140.1| 4658 0

Homo sapiens
AMMECR1-like
(AMMECR1L),
transcript variant 2,
mRNA

Q5RDQ3 647 0 AMMECR1-like
protein SPAC688.03c 134 1.00E-33 COG2078 pfam01871 AMMECR1

AMMECR1. This
family consists of
several AMMECR1
as well as several
uncharacterized
proteins. The
contiguous gene
deletion syndrome
AMME is
characterized by
Alport syndrome,
midface hypoplasia,
mental retardation
and elliptocytosis
and is caused by a
deletion in Xq22.3,
comprising several
genes including
COL4A5, FACL4
and AMMECR1.
This family contains
sequences from
several eukaryotic
species as well as
archaebacteria and it
has been suggested
that the AMMECR1
protein may have a
basic cellular
function, potentially
in either the
transcription,
replication, repair or
translation
machinery

GO:0031990|mRNA
export from nucleus
in response to heat
stress;GO:0000288|n
uclear-transcribed
mRNA catabolic
process,
deadenylation-
dependent
decay;GO:0034587|
piRNA metabolic
process;GO:004594
8|positive regulation
of translational
initiation;GO:00344
02|recruitment of 3'-
end processing
factors to RNA
polymerase II
holoenzyme
complex;GO:000636
6|transcription from
RNA polymerase II
promoter;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;

GO:0000932|cytopla
smic mRNA
processing
body;GO:0005665|D
NA-directed RNA
polymerase II, core
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0003899|DNA-
directed RNA
polymerase
activity;GO:0003676
|nucleic acid
binding;GO:000016
6|nucleotide
binding;GO:003136
9|translation
initiation factor
binding;

. .

ENSG00000144278 1 3 0 0 1.070592801 0 2 1 2 0.228283523 0.8796401 0.922691972 up no GALNT13 protein_coding chr2:153871913-
154453849:+

gi|617592859|ref|XP
_007520941.1| 2960 0

PREDICTED:
polypeptide N-
acetylgalactosaminyl
transferase 13
[Erinaceus
europaeus]

gi|635057975|ref|X
M_007964988.1| 4910 0

PREDICTED:
Chlorocebus
sabaeus polypeptide
N-
acetylgalactosaminyl
transferase 13
(GALNT13),
transcript variant
X3, mRNA

Q8IUC8 58.5 3.00E-48
Polypeptide N-
acetylgalactosaminyl
transferase 13

. . . . pfam00652 Ricin_B_lectin
Ricin-type beta-
trefoil lectin
domain.

GO:0016266|O-
glycan processing;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0030246|carboh
ydrate
binding;GO:004687
2|metal ion
binding;GO:000465
3|polypeptide N-
acetylgalactosaminyl
transferase activity;

K00710

GALNT;
polypeptide N-
acetylgalactosaminyl
transferase
[EC:2.4.1.41]

ENSG00000144283 25 62 32 78 86.8217692 207 167 89 139 -1.144063926 0.000730788 0.005178153 down yes PKP4 protein_coding chr2:158456964-
158682879:+

gi|1702924|emb|CA
A57478.1| 6002 0 p0071 protein

[Homo sapiens]
gi|29791420|gb|BC0
50308.1| 4304 0

Homo sapiens
plakophilin 4,
mRNA (cDNA
clone MGC:48319
IMAGE:5262792),
complete cds

Q68FH0 333 4.00E-104 Plakophilin-4 . . . . pfam00514 Arm

Armadillo/beta-
catenin-like repeat.
Approx. 40 amino
acid repeat. Tandem
repeats form super-
helix of helices that
is proposed to
mediate interaction
of beta-catenin with
its ligands.
CAUTION: This
family does not
contain all known
armadillo repeats.

GO:0007043|cell-
cell junction
assembly;GO:00072
67|cell-cell
signaling;GO:00324
67|positive
regulation of
cytokinesis;GO:004
3547|positive
regulation of
GTPase
activity;GO:0030155
|regulation of cell
adhesion;GO:00163
37|single organismal
cell-cell adhesion;

GO:0030054|cell
junction;GO:000591
1|cell-cell
junction;GO:000573
7|cytoplasm;GO:000
9898|cytoplasmic
side of plasma
membrane;GO:0005
856|cytoskeleton;G
O:0030057|desmoso
me;GO:0030496|mid
body;GO:0072686|
mitotic
spindle;GO:0048471
|perinuclear region
of
cytoplasm;GO:0005
886|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0051233
|spindle
midzone;GO:000092
2|spindle pole;

. . .

ENSG00000144285 0 0 0 0 1.493268129 6 6 1 2 -3.778480519 0.011874064 0.040577511 down yes SCN1A protein_coding chr2:165989160-
166149214:-

gi|260166633|ref|NP
_001159435.1| 9000 0

sodium channel
protein type 1
subunit alpha
isoform 1 [Homo
sapiens]

gi|320461721|ref|N
M_001202435.1| 8257 0

Homo sapiens
sodium channel,
voltage gated, type I
alpha subunit
(SCN1A), transcript
variant 4, mRNA

O00370 53.9 1.00E-08

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam06512 Na_trans_assoc

Sodium ion
transport-
associated.
Members of this
family contain a
region found
exclusively in
eukaryotic sodium
channels or their
subunits, many of
which are voltage-
gated. Members
very often also
contain between
one and four copies
of pfam00520 and,
less often, one copy
of pfam00612.

GO:0050966|detecti
on of mechanical
stimulus involved in
sensory perception
of
pain;GO:0086010|m
embrane
depolarization
during action
potential;GO:001922
8|neuronal action
potential;

GO:0005886|plasma
membrane;GO:0001
518|voltage-gated
sodium channel
complex;GO:003001
8|Z disc;

GO:0031402|sodium
ion
binding;GO:000524
8|voltage-gated
sodium channel
activity;

K04833
SCN1A; voltage-
gated sodium
channel type I alpha

ENSG00000144290 0 1 1 1 1.695945998 2 5 2 4 -1.596232467 0.174380529 0.288034822 down no SLC4A10 protein_coding chr2:161424332-
161985282:+

gi|767918941|ref|XP
_011509810.1| 5760 0

PREDICTED:
sodium-driven
chloride bicarbonate
exchanger isoform
X1 [Homo sapiens]

gi|295821222|ref|N
M_001178016.1| 5710 0

Homo sapiens
solute carrier family
4, sodium
bicarbonate
transporter, member
10 (SLC4A10),
transcript variant 3,
mRNA

Q32LP4 2088 0
Sodium-driven
chloride bicarbonate
exchanger

. . . . pfam00955 HCO3_cotransp

HCO3- transporter
family. This family
contains Band 3
anion exchange
proteins that
exchange CL-
/HCO3-. This family
also includes
cotransporters of
Na+/HCO3-.

GO:0098656|anion
transmembrane
transport;GO:00157
01|bicarbonate
transport;GO:00073
99|nervous system
development;GO:00
51453|regulation of
intracellular
pH;GO:0006814|sod
ium ion transport;

GO:0005887|integral
component of
plasma membrane;

GO:0008509|anion
transmembrane
transporter
activity;GO:0015297
|antiporter
activity;GO:0005452
|inorganic anion
exchanger
activity;GO:0015293
|symporter activity;

K13861

SLC4A10, NCBE;
solute carrier family
4 (sodium
bicarbonate
transporter),
member 10

ENSG00000144339 4 1 3 6 2.995966051 3 1 2 3 1.192635385 0.171783856 0.285374903 up no TMEFF2 protein_coding chr2:191949043-
192195709:-

gi|724945729|ref|XP
_010387068.1| 2047 0

PREDICTED:
tomoregulin-2
isoform X1
[Rhinopithecus
roxellana]

gi|71841961|gb|DQ1
33599.1| 3354 0

Homo sapiens
transmembrane
protein with EGF-
like and two
follistatin-like
domains 2 secreted
variant (TMEFF2)
mRNA, complete
cds

Q9UIK5 257 9.00E-75 Tomoregulin-2 . . . . pfam07648 Kazal_2

Kazal-type serine
protease inhibitor
domain. Usually
indicative of serine
protease inhibitors.
However, kazal-like
domains are also
seen in the
extracellular part of
agrins, which are
not known to be
protease inhibitors.
Kazal domains often
occur in tandem
arrays. Small
alpha+beta fold
containing three
disulphides.

GO:0030336|negativ
e regulation of cell
migration;GO:00457
20|negative
regulation of
integrin biosynthetic
process;GO:005149
7|negative
regulation of stress
fiber
assembly;GO:00443
19|wound healing,
spreading of cells;

GO:0005576|extrace
llular
region;GO:0016021|
integral component
of membrane;

. . .



ENSG00000144355 0 0 0 0 0.293844671 1 0 0 2 -1.436688986 0.635233166 NA down no DLX1 protein_coding chr2:172084740-
172089677:+

gi|831244539|ref|XP
_012667533.1| 1157 2.00E-148

PREDICTED:
homeobox protein
DLX-1 [Otolemur
garnettii]

gi|84043957|ref|NM
_178120.4| 2383 0

Homo sapiens
distal-less
homeobox 1
(DLX1), transcript
variant 1, mRNA

P56177 249 4.00E-76 Homeobox protein
DLX-1 . . . . pfam00046 Homeobox Homeobox domain.

GO:0021893|cerebra
l cortex GABAergic
interneuron fate
commitment;GO:00
48706|embryonic
skeletal system
development;GO:00
21766|hippocampus
development;GO:00
43524|negative
regulation of
neuron apoptotic
process;GO:004574
6|negative
regulation of Notch
signaling
pathway;GO:004871
5|negative
regulation of
oligodendrocyte
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00424
75|odontogenesis of
dentin-containing
tooth;GO:0009954|p
roximal/distal
pattern
formation;GO:0021
882|regulation of
transcription from
RNA polymerase II

GO:0005634|nucleu
s;

GO:0003682|chrom
atin
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA binding;

K09314
DLX1_4_6;
homeobox protein
DLX1/4/6

ENSG00000144357 0 0 0 0 0.29578603 1 1 0 1 -1.446026814 0.560607138 NA down no UBR3 protein_coding chr2:169827458-
170084131:+

gi|160948610|ref|NP
_742067.3| 9351 0

E3 ubiquitin-protein
ligase UBR3 [Homo
sapiens]

gi|160948609|ref|N
M_172070.3| 7952 0

Homo sapiens
ubiquitin protein
ligase E3
component n-
recognin 3
(putative) (UBR3),
mRNA

Q6ZT12 272 3.00E-82 E3 ubiquitin-protein
ligase UBR3 . . . . pfam02207 zf-UBR

Putative zinc finger
in N-recognin (UBR
box). This region is
found in E3
ubiquitin ligases
that recognize N-
recognins.

GO:0009790|embry
o
development;GO:00
01701|in utero
embryonic
development;GO:00
42048|olfactory
behavior;GO:00076
08|sensory
perception of
smell;GO:0001967|s
uckling
behavior;GO:00065
11|ubiquitin-
dependent protein
catabolic
process;GO:007159
6|ubiquitin-
dependent protein
catabolic process
via the N-end rule
pathway;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0000
151|ubiquitin ligase
complex;

GO:0016874|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K11978
UBR3; E3 ubiquitin-
protein ligase UBR3
[EC:2.3.2.27]

ENSG00000144381 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no HSPD1 protein_coding chr2:197486581-
197516737:-

gi|821032180|ref|XP
_012355092.1| 2796 0

PREDICTED: 60
kDa heat shock
protein,
mitochondrial
isoform X1
[Nomascus
leucogenys]

gi|426338131|ref|X
M_004065382.1| 2366 0

PREDICTED:
Gorilla gorilla
gorilla heat shock
60kDa protein 1
(chaperonin)
(HSPD1), mRNA

P10809 271 2.00E-86
60 kDa heat shock
protein,
mitochondrial

SPAC12G12.04 609 0 COG0459 pfam00118 Cpn60_TCP1

TCP-1/cpn60
chaperonin family.
This family includes
members from the
HSP60 chaperone
family and the TCP-
1 (T-complex
protein) family.

GO:0006458| de
novo' protein
folding;GO:0006919
|activation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:000863
7|apoptotic
mitochondrial
changes;GO:004211
3|B cell
activation;GO:00023
68|B cell cytokine
production;GO:0042
100|B cell
proliferation;GO:00
51085|chaperone
mediated protein
folding requiring
cofactor;GO:005113
1|chaperone-
mediated protein
complex
assembly;GO:00022
36|detection of
misfolded
protein;GO:0048291
|isotype switching to
IgG
isotypes;GO:000275
5|MyD88-dependent
toll-like receptor
signaling

GO:0009986|cell
surface;GO:0005905
|coated
pit;GO:0030135|coat
ed
vesicle;GO:0005737|
cytoplasm;GO:0005
829|cytosol;GO:000
5769|early
endosome;GO:0070
062|extracellular
exosome;GO:00310
12|extracellular
matrix;GO:0005615|
extracellular
space;GO:0005794|
Golgi
apparatus;GO:00466
96|lipopolysacchari
de receptor
complex;GO:001602
0|membrane;GO:00
45121|membrane
raft;GO:0030061|mit
ochondrial
crista;GO:0005743|
mitochondrial inner
membrane;GO:0005
759|mitochondrial
matrix;GO:0005739|
mitochondrion;GO:
0043209|myelin
sheath;GO:0005782|
peroxisomal
matrix;GO:0005886

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0051087
|chaperone
binding;GO:000368
8|DNA replication
origin
binding;GO:000372
5|double-stranded
RNA
binding;GO:000153
0|lipopolysaccharide
binding;GO:000203
9|p53
binding;GO:004482
2|poly(A) RNA
binding;GO:000369
7|single-stranded
DNA
binding;GO:003162
5|ubiquitin protein
ligase
binding;GO:005108
2|unfolded protein
binding;

K04077 groEL, HSPD1;
chaperonin GroEL

ENSG00000144406 0 0 0 1 8.374173965 40 15 6 22 -5.525662174 5.97E-06 0.000123421 down yes UNC80 protein_coding chr2:209771993-
209999300:+

gi|197209826|ref|NP
_115893.1| 15867 0

protein unc-80
homolog isoform 1
[Homo sapiens]

gi|197209825|ref|N
M_032504.1| 13562 0

Homo sapiens unc-
80 homolog (C.
elegans) (UNC80),
transcript variant 1,
mRNA

Q8N2C7 3420 0 Protein unc-80
homolog . . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

GO:0034220|ion
transmembrane
transport;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

. . .

ENSG00000144524 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no COPS7B protein_coding chr2:231781671-
231809254:+

gi|742105496|ref|XP
_010835259.1| 1413 0

PREDICTED:
COP9 signalosome
complex subunit 7b
isoform X1 [Bison
bison bison]

gi|34532783|dbj|AK
126326.1| 3294 0

Homo sapiens
cDNA FLJ44352 fis,
clone
TRACH3006412,
highly  similar to
Homo sapiens
COP9 constitutive
photomorphogenic
homolog subunit 7B

Q2KI56 107 1.00E-26 COP9 signalosome
complex subunit 7b . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0010388|cullin
deneddylation;GO:0
000715|nucleotide-
excision repair,
DNA damage
recognition;GO:000
6283|transcription-
coupled nucleotide-
excision repair;

GO:0008180|COP9
signalosome;GO:00
05737|cytoplasm;G
O:0005654|nucleopl
asm;

. K12180
COPS7, CSN7;
COP9 signalosome
complex subunit 7

ENSG00000144550 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no CPNE9 protein_coding chr3:9703807-
9729908:+

gi|635120541|ref|XP
_007983338.1| 2876 0

PREDICTED:
copine-9
[Chlorocebus
sabaeus]

gi|88703065|ref|NM
_153635.2| 2049 0

Homo sapiens
copine family
member IX
(CPNE9), transcript
variant 1, mRNA

Q5BJS7 349 1.00E-116 Copine-9 YOR086c 55.8 4.00E-07 COG5038 pfam07002 Copine

Copine. This family
represents a
conserved region
approximately 180
residues long within
eukaryotic copines.
Copines are Ca(2+)-
dependent
phospholipid-
binding proteins
that are thought to
be involved in
membrane-
trafficking, and may
also be involved in
cell division and
growth.

GO:0030154|cell
differentiation; . . . .

ENSG00000144567 1 1 1 1 0.708191527 0 1 0 0 2.295704897 0.175895614 NA up no RETREG2 protein_coding chr2:219176225-
219185479:+

gi|187607445|ref|NP
_077269.3| 1769 0 protein FAM134A

[Homo sapiens]
gi|187607444|ref|N
M_024293.4| 4615 0

Homo sapiens
family with
sequence similarity
134, member A
(FAM134A), mRNA

Q3MHU5 94.7 3.00E-21 Protein FAM134A . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000144579 0 0 0 6 1.647378937 3 2 3 2 -0.449738266 0.731499586 0.807813792 down no CTDSP1 protein_coding chr2:218398256-
218405941:+

gi|10864009|ref|NP_
067021.1| 1379 0

carboxy-terminal
domain RNA
polymerase II
polypeptide A small
phosphatase 1
isoform 1 [Homo
sapiens]

gi|332308968|ref|N
M_021198.2| 2638 0

Homo sapiens CTD
(carboxy-terminal
domain, RNA
polymerase II,
polypeptide A)
small phosphatase 1
(CTDSP1),
transcript variant 1,
mRNA

Q9GZU7 404 1.00E-140

Carboxy-terminal
domain RNA
polymerase II
polypeptide A small
phosphatase 1

SPAC2F7.02c 228 6.00E-72 COG5190 pfam03031 NIF

NLI interacting
factor-like
phosphatase. This
family contains a
number of NLI
interacting factor
isoforms and also
an N-terminal
regions of RNA
polymerase II CTC
phosphatase and
FCP1 serine
phosphatase. This
region has been
identified as the
minimal
phosphatase
domain.

GO:2000134|negativ
e regulation of G1/S
transition of mitotic
cell
cycle;GO:0045665|n
egative regulation of
neuron
differentiation;GO:0
001933|negative
regulation of
protein
phosphorylation;GO
:0006470|protein
dephosphorylation;
GO:0006357|regulati
on of transcription
from RNA
polymerase II
promoter;

GO:0070062|extrace
llular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0008420|CTD
phosphatase
activity;GO:0046872
|metal ion binding;

K15731

CTDSP; carboxy-
terminal domain
RNA polymerase II
polypeptide A small
phosphatase
[EC:3.1.3.16]



ENSG00000144580 1 1 0 4 1.059900842 0 1 2 0 1.391040791 0.365362118 0.497465598 up no CNOT9 protein_coding chr2:218568580-
218597080:+

gi|410515401|ref|NP
_001258563.1| 1685 0

cell differentiation
protein RCD1
homolog isoform 1
[Homo sapiens]

gi|410515402|ref|N
M_005444.2| 3434 0

Homo sapiens
RCD1 required for
cell differentiation1
homolog (S.
pombe) (RQCD1),
transcript variant 2,
mRNA

Q5PQL2 135 8.00E-37
Cell differentiation
protein RCD1
homolog

SPAC29B12.06c 378 5.00E-127 COG5209 pfam04078 Rcd1

Cell differentiation
family, Rcd1-like.
Two of the
members in this
family have been
characterized as
being involved in
regulation of Ste11
regulated sex genes.
Mammalian Rcd1 is
a novel
transcriptional
cofactor that
mediates retinoic
acid-induced cell
differentiation.

GO:2000134|negativ
e regulation of G1/S
transition of mitotic
cell
cycle;GO:0045665|n
egative regulation of
neuron
differentiation;GO:0
001933|negative
regulation of
protein
phosphorylation;GO
:0006470|protein
dephosphorylation;
GO:0006357|regulati
on of transcription
from RNA
polymerase II
promoter;

GO:0070062|extrace
llular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0008420|CTD
phosphatase
activity;GO:0046872
|metal ion binding;

K12606

RCD1, CNOT9,
CAF40; CCR4-NOT
transcription
complex subunit 9

ENSG00000144619 0 3 2 1 6.297721105 8 20 12 15 -2.667548983 0.000727456 0.005175671 down yes CNTN4 protein_coding chr3:2098813-
3057956:+

gi|28373122|ref|NP_
783200.1| 5346 0

contactin-4 isoform
a precursor [Homo
sapiens]

gi|332688244|ref|N
M_001206955.1| 5198 0

Homo sapiens
contactin 4
(CNTN4), transcript
variant 4, mRNA

Q8IWV2 2063 0 Contactin-4 . . . . pfam07679 I-set Immunoglobulin I-
set domain.

GO:0007411|axon
guidance;GO:00074
13|axonal
fasciculation;GO:00
07409|axonogenesis;
GO:0007420|brain
development;GO:00
45665|negative
regulation of
neuron
differentiation;GO:0
007399|nervous
system
development;GO:00
07158|neuron cell-
cell
adhesion;GO:00311
75|neuron
projection
development;GO:00
48167|regulation of
synaptic plasticity;

GO:0031225|anchor
ed component of
membrane;GO:0030
424|axon;GO:00055
76|extracellular
region;GO:0005886|
plasma membrane;

. K06762 CNTN4; contactin 4

ENSG00000144713 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no RPL32 protein_coding chr3:12834485-
12841588:-

gi|355746511|gb|EH
H51125.1| 731 4.00E-96

hypothetical protein
EGM_10455
[Macaca
fascicularis]

gi|426339507|ref|X
M_004033643.1| 2038 0

PREDICTED:
Gorilla gorilla
gorilla ribosomal
protein L32,
transcript variant 1
(RPL32), mRNA

P62912 249 2.00E-83 60S ribosomal
protein L32 SPAC3H5.10 143 6.00E-39 COG1717 pfam01655 Ribosomal_L32e

Ribosomal protein
L32. This family
includes ribosomal
protein L32 from
eukaryotes and
archaebacteria.

GO:0071549|cellular
response to
dexamethasone
stimulus;GO:009742
1|liver
regeneration;GO:00
06412|translation;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0016020
|membrane;

GO:0044822|poly(A
) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02912

RP-L32e, RPL32;
large subunit
ribosomal protein
L32e

ENSG00000144724 0 0 1 0 0.373340805 0 2 0 0 -0.149939999 0.958532788 NA down no PTPRG protein_coding chr3:61561569-
62297613:+

gi|62089328|dbj|BA
D93108.1| 7888 0

protein tyrosine
phosphatase,
receptor type, G
precursor variant
[Homo sapiens]

gi|635119874|ref|X
M_007984824.1| 8059 0

PREDICTED:
Chlorocebus
sabaeus protein
tyrosine
phosphatase,
receptor type, G
(PTPRG), transcript
variant X1, mRNA

P23470 2866 0
Receptor-type
tyrosine-protein
phosphatase gamma

SPAC11E3.09 154 1.00E-39 COG5599 pfam00102 Y_phosphatase Protein-tyrosine
phosphatase.

GO:0007420|brain
development;GO:00
10633|negative
regulation of
epithelial cell
migration;GO:00109
77|negative
regulation of
neuron projection
development;GO:00
07169|transmembra
ne receptor protein
tyrosine kinase
signaling pathway;

GO:0070062|extrace
llular
exosome;GO:00056
15|extracellular
space;GO:0005887|i
ntegral component
of plasma
membrane;

GO:0042802|identic
al protein
binding;GO:000472
5|protein tyrosine
phosphatase
activity;GO:0005001
|transmembrane
receptor protein
tyrosine
phosphatase
activity;

K16667

PTPRG; receptor-
type tyrosine-
protein phosphatase
gamma
[EC:3.1.3.48]

ENSG00000144744 0 9 1 19 18.29692154 47 37 27 39 -2.044128504 0.001989739 0.011178597 down yes UBA3 protein_coding chr3:69054730-
69080408:-

gi|38045944|ref|NP_
937838.1| 2412 0

NEDD8-activating
enzyme E1 catalytic
subunit isoform 2
[Homo sapiens]

gi|38045941|ref|NM
_003968.3| 2119 0

Homo sapiens
ubiquitin-like
modifier activating
enzyme 3 (UBA3),
transcript variant 1,
mRNA

Q8N9N2 60.1 4.00E-11
Activating signal
cointegrator 1
complex subunit 1

SPAC24H6.12c 314 2.00E-98 COG0476 pfam00899 ThiF

ThiF family. This
family contains a
repeated domain in
ubiquitin activating
enzyme E1 and
members of the
bacterial
ThiF/MoeB/HesA
family.

GO:0006464|cellular
protein modification
process;GO:000711
3|endomitotic cell
cycle;GO:0045892|n
egative regulation of
transcription, DNA-
templated;GO:00380
61|NIK/NF-kappaB
signaling;GO:00451
16|protein
neddylation;GO:000
6508|proteolysis;GO
:0051726|regulation
of cell cycle;

GO:0005829|cytosol
;GO:0005634|nucleu
s;

GO:0016881|acid-
amino acid ligase
activity;GO:0005524
|ATP
binding;GO:001978
1|NEDD8 activating
enzyme
activity;GO:0046982
|protein
heterodimerization
activity;

K10686

UBE1C, UBA3;
ubiquitin-activating
enzyme E1 C
[EC:6.2.1.45]

ENSG00000144848 1 3 3 15 3.934534127 3 4 5 0 1.229819112 0.189568799 0.304714292 up no ATG3 protein_coding chr3:112532509-
112562046:-

gi|19526773|ref|NP_
071933.2| 1564 0

ubiquitin-like-
conjugating enzyme
ATG3 isoform 1
[Homo sapiens]

gi|523704486|ref|N
M_001278712.1| 3010 0

Homo sapiens
autophagy related 3
(ATG3), transcript
variant 2, mRNA

Q0VCL3 132 1.00E-35
Ubiquitin-like-
conjugating enzyme
ATG3

. . . . pfam03986 Autophagy_N

Autophagocytosis
associated protein
(Atg3), N-terminal
domain.
Autophagocytosis is
a starvation-induced
process responsible
for transport of
cytoplasmic
proteins to the
lysosome/vacuole.
Atg3 is a ubiquitin
like modifier that is
topologically similar
to the canonical E2
enzyme. It catalyses
the conjugation of
Atg8 and
phosphatidylethanol
amine.

GO:0000045|autoph
agosome
assembly;GO:00436
53|mitochondrial
fragmentation
involved in
apoptotic
process;GO:000042
2|mitophagy;GO:00
44804|nucleophagy;
GO:0015031|protein
transport;

GO:0000153|cytopla
smic ubiquitin
ligase
complex;GO:000582
9|cytosol;

GO:0019777|Atg12
transferase
activity;GO:0019776
|Atg8 ligase
activity;GO:0016874
|ligase activity;

K08343
ATG3; ubiquitin-
like-conjugating
enzyme ATG3

ENSG00000144893 0 0 0 0 0.390552338 0 3 0 1 -1.847470283 0.511875063 NA down no MED12L protein_coding chr3:151085697-
151437072:+

gi|93277088|ref|NP_
443728.3| 10003 0

mediator of RNA
polymerase II
transcription
subunit 12-like
protein [Homo
sapiens]

gi|426342542|ref|X
M_004037852.1| 9943 0

PREDICTED:
Gorilla gorilla
gorilla mediator
complex subunit 12-
like (MED12L),
mRNA

Q86YW9 2812 0

Mediator of RNA
polymerase II
transcription
subunit 12-like
protein

. . . . pfam12145 Med12-LCEWAV

Eukaryotic Mediator
12 subunit domain.
This domain is
found in
eukaryotes, and is
typically between
325 and 354 amino
acids in length. The
function of this
particular region of
the Mediator
subunit Med12 is
not known, but
there is a conserved
sequence motif:
LCEWAV, from
which the name
derives.

. GO:0016592|mediat
or complex;

GO:0001105|RNA
polymerase II
transcription
coactivator activity;

K15162

MED12; mediator of
RNA polymerase II
transcription
subunit 12

ENSG00000144935 0 0 0 1 1.31326859 5 2 3 2 -2.74475384 0.05209313 0.116990522 down no TRPC1 protein_coding chr3:142724074-
142807888:+

gi|558111887|ref|XP
_006085862.1| 4059 0

PREDICTED: short
transient receptor
potential channel 1
[Myotis lucifugus]

gi|93141224|ref|NM
_003304.4| 4069 0

Homo sapiens
transient receptor
potential cation
channel, subfamily
C, member 1
(TRPC1), transcript
variant 2, mRNA

P48995 275 2.00E-85
Short transient
receptor potential
channel 1

. . . . pfam08344 TRP_2

Transient receptor
ion channel II. This
domain is found in
the transient
receptor ion channel
(Trp) family of
proteins. There is
strong evidence that
Trp proteins are
structural elements
of calcium-ion entry
channels activated
by G protein-
coupled receptors.
This domain does
not tend to appear
with the TRP
domain
(pfam06011) but is
often found to the
C-terminus of
Ankyrin repeats
(pfam00023).

GO:0070588|calciu
m ion
transmembrane
transport;GO:00068
16|calcium ion
transport;GO:00068
28|manganese ion
transport;GO:00424
38|melanin
biosynthetic
process;GO:005128
1|positive regulation
of release of
sequestered calcium
ion into
cytosol;GO:1903779
|regulation of
cardiac
conduction;GO:005
1480|cytosolic
calcium ion
homeostasis;GO:005
1592|response to
calcium ion;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0043
235|receptor
complex;

GO:0005262|calciu
m channel
activity;GO:0005261
|cation channel
activity;GO:0070679
|inositol 1,4,5
trisphosphate
binding;GO:004432
5|ion channel
binding;GO:001527
9|store-operated
calcium channel
activity;

K04964

TRPC1; transient
receptor potential
cation channel
subfamily C
member 1

ENSG00000145041 2 1 1 3 5.410056108 18 12 5 9 -2.122564763 0.007234658 0.028805886 down yes DCAF1 protein_coding chr3:51395867-
51500002:-

gi|40788369|dbj|BA
A34520.2| 7351 0 KIAA0800 protein

[Homo sapiens]
gi|284813528|ref|N
M_001171904.1| 5951 0

Homo sapiens Vpr
(HIV-1) binding
protein (VPRBP),
transcript variant 2,
mRNA

Q9Y4B6 2807 0 Protein VPRBP . . . . pfam15279 SOBP

Sine oculis-binding
protein. SOBP is
associated with
syndromic and
nonsyndromic
intellectual
disability. It carries
a zinc-finger of the
zf-C2H2 type at the
N-terminus, and a
highly characteristic
C-terminal
PhPhPhPhPhPh
motif. The deduced
873-amino acid
protein contains an
N-terminal nuclear
localisation signal
(NLS), followed by
2 FCS-type zinc
finger motifs, a
proline-rich region
(PR1), a putative
RNA-binding motif
region, and a C-
terminal NLS
embedded in a
second proline-rich
motif. SOBP is
expressed in various
human tissues,
including
developing mouse
brain at embryonic
day 14 In postnatal

GO:0030183|B cell
differentiation;GO:0
035212|cell
competition in a
multicellular
organism;GO:19902
45|histone H2A-
T120
phosphorylation;GO
:0000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00165
67|protein
ubiquitination;GO:0
006351|transcription
, DNA-
templated;GO:00331
51|V(D)J
recombination;GO:0
016032|viral
process;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005634|
nucleus;

GO:0005524|ATP
binding;GO:199024
4|histone kinase
activity (H2A-T120
specific);

K11789
VPRBP, DCAF1;
HIV-1 Vpr-binding
protein

ENSG00000145087 0 0 0 0 0.301084506 2 1 0 0 -1.466319027 0.62641174 NA down no STXBP5L protein_coding chr3:120908072-
121424761:+

gi|4589656|dbj|BAA
76850.1| 6258 0 KIAA1006 protein

[Homo sapiens]
gi|167830467|ref|N
M_014980.2| 9365 0

Homo sapiens
syntaxin binding
protein 5-like
(STXBP5L),
transcript variant 1,
mRNA

Q9Y2K9 2392 0 Syntaxin-binding
protein 5-like . . . . pfam08366 LLGL

LLGL2. This
domain is found in
lethal giant larvae
homolog 2 (LLGL2)
proteins and
syntaxin-binding
proteins like
tomosyn. It has
been identified in
eukaryotes and
tends to be found
together with WD
repeats
(pfam00400).

GO:0006887|exocyt
osis;GO:0042593|gl
ucose
homeostasis;GO:004
6676|negative
regulation of insulin
secretion;GO:00507
14|positive
regulation of
protein
secretion;GO:00150
31|protein
transport;GO:00171
57|regulation of
exocytosis;GO:0050
708|regulation of
protein secretion;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;GO:0030
141|secretory
granule;GO:0031201
|SNARE complex;

GO:0005096|GTPas
e activator
activity;GO:0017137
|Rab GTPase
binding;GO:001990
5|syntaxin binding;

K08518 STXBP5; syntaxin-
binding protein 5



ENSG00000145147 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SLIT2 protein_coding chr4:20253260-
20620561:+

gi|530376407|ref|XP
_005248268.1| 7692 0

PREDICTED: slit
homolog 2 protein
isoform X1 [Homo
sapiens]

gi|574282974|ref|N
M_004787.2| 6390 0

Homo sapiens slit
guidance ligand 2
(SLIT2), transcript
variant 1, mRNA

O94813 265 3.00E-79 Slit homolog 2
protein alr0124_1 76.6 2.00E-13 COG4886 pfam02210 Laminin_G_2

Laminin G domain.
This family includes
the
Thrombospondin
N-terminal-like
domain, a Laminin
G subfamily.

GO:0061364|apopto
tic process involved
in
luteolysis;GO:00488
46|axon extension
involved in axon
guidance;GO:00074
11|axon
guidance;GO:00487
54|branching
morphogenesis of
an epithelial
tube;GO:0002042|ce
ll migration
involved in
sprouting
angiogenesis;GO:00
71504|cellular
response to
heparin;GO:003287
0|cellular response
to hormone
stimulus;GO:002183
6|chemorepulsion
involved in
postnatal olfactory
bulb interneuron
migration;GO:00219
72|corticospinal
neuron axon
guidance through
spinal
cord;GO:0050929|in
duction of negative
chemotaxis;GO:000

GO:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0070
062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0016020|
membrane;GO:0005
886|plasma
membrane;GO:0005
578|proteinaceous
extracellular matrix;

GO:0005509|calciu
m ion
binding;GO:000509
5|GTPase inhibitor
activity;GO:0008201
|heparin
binding;GO:004323
7|laminin-1
binding;GO:004280
3|protein
homodimerization
activity;GO:0043394
|proteoglycan
binding;GO:004849
5|Roundabout
binding;

K06839 SLIT2; slit 2

ENSG00000145194 2 0 0 0 0.501258173 0 0 1 0 1.497069058 0.582492717 NA up no ECE2 protein_coding chr3:184249650-
184293031:+

gi|153945761|ref|NP
_055508.3| 4509 0

endothelin-
converting enzyme
2 isoform A [Homo
sapiens]

gi|153945760|ref|N
M_014693.3| 3445 0

Homo sapiens
endothelin
converting enzyme
2 (ECE2), transcript
variant 1, mRNA

O60344 248 3.00E-75
Endothelin-
converting enzyme
2

MA2001 348 1.00E-104 COG3590 pfam05649 Peptidase_M13_N

Peptidase family
M13. M13
peptidases are well-
studied proteases
found in a wide
range of organisms
including mammals
and bacteria. In
mammals they
participate in
processes such as
cardiovascular
development,
blood-pressure
regulation, nervous
control of
respiration, and
regulation of the
function of
neuropeptides in the
central nervous
system. In bacteria
they may be used
for digestion of
milk.

GO:0007420|brain
development;GO:00
10002|cardioblast
differentiation;GO:0
007267|cell-cell
signaling;GO:00075
07|heart
development;GO:00
16486|peptide
hormone
processing;

GO:0030659|cytopla
smic vesicle
membrane;GO:0000
139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0046872|metal
ion
binding;GO:000422
2|metalloendopeptid
ase
activity;GO:0008168
|methyltransferase
activity;

K01415
ECE; endothelin-
converting enzyme
[EC:3.4.24.71]

ENSG00000145242 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no EPHA5 protein_coding chr4:65319563-
65670495:-

gi|528881089|ref|NP
_001268694.1| 5201 0

ephrin type-A
receptor 5 isoform c
[Homo sapiens]

gi|528881088|ref|N
M_001281765.1| 8421 0

Homo sapiens EPH
receptor A5
(EPHA5), transcript
variant 3, mRNA

P54756 2003 0 Ephrin type-A
receptor 5 . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0007411|axon
guidance;GO:00199
33|cAMP-mediated
signaling;GO:00713
72|cellular response
to follicle-
stimulating
hormone
stimulus;GO:190432
2|cellular response
to
forskolin;GO:00480
13|ephrin receptor
signaling
pathway;GO:002176
6|hippocampus
development;GO:00
07162|negative
regulation of cell
adhesion;GO:00327
93|positive
regulation of CREB
transcription factor
activity;GO:0032956
|regulation of actin
cytoskeleton
organization;GO:00
43087|regulation of
GTPase
activity;GO:0061178
|regulation of
insulin secretion
involved in cellular
response to glucose
stimulus;

GO:0005912|adhere
ns
junction;GO:003042
4|axon;GO:0071944|
cell
periphery;GO:00304
25|dendrite;GO:000
9897|external side
of plasma
membrane;GO:0016
021|integral
component of
membrane;GO:0043
025|neuronal cell
body;GO:0048471|p
erinuclear region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0005
791|rough
endoplasmic
reticulum;

GO:0005524|ATP
binding;GO:000500
3|ephrin receptor
activity;GO:0005004
|GPI-linked ephrin
receptor activity;

K05106

EPHA5, EHK1,
TYRO4; Eph
receptor A5
[EC:2.7.10.1]

ENSG00000145335 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SNCA protein_coding chr4:89724099-
89838315:-

gi|4507109|ref|NP_0
00336.1| 528 4.00E-59

alpha-synuclein
isoform NACP140
[Homo sapiens]

gi|374859150|gb|JN7
09862.1| 3167 0

Homo sapiens
alpha-synuclein
transcript variant 8
(SNCA) mRNA,
complete cds,
alternatively spliced

P61139 96.3 2.00E-24 Alpha-synuclein . . . . pfam01387 Synuclein

Synuclein. There
are three types of
synucleins in
humans, these are
called alpha, beta
and gamma. Alpha
synuclein has been
found mutated in
families with
autosomal dominant
Parkinson's disease.
A peptide of alpha
synuclein has also
been found in
amyloid plaques in
Alzheimer's
patients.

GO:0006919|activati
on of cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:000834
4|adult locomotory
behavior;GO:00712
80|cellular response
to copper
ion;GO:0034599|cell
ular response to
oxidative
stress;GO:0042416|d
opamine
biosynthetic
process;GO:006007
9|excitatory
postsynaptic
potential;GO:000663
1|fatty acid
metabolic
process;GO:006029
1|long-term synaptic
potentiation;GO:000
1774|microglial cell
activation;GO:00427
75|mitochondrial
ATP synthesis
coupled electron
transport;GO:00070
06|mitochondrial
membrane
organization;GO:00
51585|negative

GO:0015629|actin
cytoskeleton;GO:00
30424|axon;GO:000
5938|cell
cortex;GO:0030054|
cell
junction;GO:000582
9|cytosol;GO:00056
15|extracellular
space;GO:0043205|f
ibril;GO:0030426|gr
owth
cone;GO:0016234|in
clusion
body;GO:0016020|
membrane;GO:0005
739|mitochondrion;
GO:0005634|nucleu
s;GO:0048471|perin
uclear region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0031
092|platelet alpha
granule
membrane;GO:0098
794|postsynapse;

GO:0050544|arachid
onic acid
binding;GO:000550
9|calcium ion
binding;GO:000550
7|copper ion
binding;GO:004302
7|cysteine-type
endopeptidase
inhibitor activity
involved in
apoptotic
process;GO:000819
8|ferrous iron
binding;GO:004280
2|identical protein
binding;GO:000028
7|magnesium ion
binding;GO:001649
1|oxidoreductase
activity;GO:0005543
|phospholipid
binding;GO:000827
0|zinc ion binding;

K04528

SNCA; synuclein,
alpha (non A4
component of
amyloid precursor)

ENSG00000145349 0 0 0 3 0.908516443 1 2 0 3 -0.660513419 0.703487352 NA down no CAMK2D protein_coding chr4:113451032-
113761927:-

gi|675648058|ref|XP
_002745503.2| 2924 0

PREDICTED:
calcium/calmodulin-
dependent protein
kinase type II
subunit delta
isoform X6
[Callithrix jacchus]

gi|212549751|ref|N
M_172127.2| 5820 0

Homo sapiens
calcium/calmodulin-
dependent protein
kinase II delta
(CAMK2D),
transcript variant 1,
mRNA

O77708 1055 0

Calcium/calmodulin
-dependent protein
kinase type II
subunit delta

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0010613|positiv
e regulation of
cardiac muscle
hypertrophy;GO:00
06468|protein
phosphorylation;GO
:0060341|regulation
of cellular
localization;

GO:0042383|sarcole
mma;GO:0033017|s
arcoplasmic
reticulum
membrane;

GO:0005524|ATP
binding;GO:000468
3|calmodulin-
dependent protein
kinase activity;

K04515

CAMK2;
calcium/calmodulin-
dependent protein
kinase (CaM kinase)
II [EC:2.7.11.17]

ENSG00000145362 1 0 0 4 5.314384804 23 15 2 7 -2.795852612 0.0094215 0.034617954 down yes ANK2 protein_coding chr4:112818109-
113383740:+

gi|52426735|ref|NP_
001139.3| 18616 0 ankyrin-2 isoform 1

[Homo sapiens]
gi|188595661|ref|N
M_001148.4| 14196 0

Homo sapiens
ankyrin 2, neuronal
(ANK2), transcript
variant 1, mRNA

G5E8K5 230 1.00E-67 Ankyrin-3 all2748 196 4.00E-53 COG0666 pfam00791 ZU5

ZU5 domain.
Domain present in
ZO-1 and Unc5-like
netrin receptors
Domain of
unknown function.

GO:0007411|axon
guidance;GO:00074
09|axonogenesis;GO
:0071286|cellular
response to
magnesium
ion;GO:0045184|est
ablishment of
protein
localization;GO:004
3001|Golgi to
plasma membrane
protein
transport;GO:00109
60|magnesium ion
homeostasis;GO:007
2660|maintenance
of protein location
in plasma
membrane;GO:0071
709|membrane
assembly;GO:00002
81|mitotic
cytokinesis;GO:190
2260|negative
regulation of
delayed rectifier
potassium channel
activity;GO:0007528
|neuromuscular
junction
development;GO:00
19228|neuronal
action
potential;GO:000700

GO:0030424|axon;G
O:0043194|axon
initial
segment;GO:000992
5|basal plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0005
923|bicellular tight
junction;GO:000998
6|cell
surface;GO:0005737
|cytoplasm;GO:0030
425|dendrite;GO:00
14704|intercalated
disc;GO:0016328|lat
eral plasma
membrane;GO:0005
764|lysosome;GO:0
016020|membrane;G
O:0031594|neuromu
scular
junction;GO:003326
8|node of
Ranvier;GO:003327
0|paranode region
of
axon;GO:0005886|pl
asma
membrane;GO:0045
211|postsynaptic
membrane;GO:0042
383|sarcolemma;GO
:0016529|sarcoplas

GO:0045296|cadheri
n
binding;GO:000809
3|cytoskeletal
adaptor
activity;GO:0008092
|cytoskeletal protein
binding;GO:004432
5|ion channel
binding;GO:003067
4|protein binding,
bridging;GO:003050
7|spectrin
binding;GO:000520
0|structural
constituent of
cytoskeleton;

K10380 ANK; ankyrin

ENSG00000145391 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no SETD7 protein_coding chr4:139495941-
139606699:-

gi|12697979|dbj|BA
B21808.1| 2094 0 KIAA1717 protein

[Homo sapiens]
gi|426345515|ref|X
M_004040406.1| 7072 0

PREDICTED:
Gorilla gorilla
gorilla SET domain
containing (lysine
methyltransferase) 7
(SETD7), mRNA

Q8WTS6 233 4.00E-71
Histone-lysine N-
methyltransferase
SETD7

slr1485 62.8 8.00E-10 COG4642 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K11431

SETD7; histone-
lysine N-
methyltransferase
SETD7
[EC:2.1.1.43]

ENSG00000145416 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no 1-Mar protein_coding chr4:163524298-
164384050:-

gi|767932179|ref|XP
_011530357.1| 2710 0

PREDICTED: E3
ubiquitin-protein
ligase MARCH1
isoform X2 [Homo
sapiens]

gi|261823979|ref|N
M_001166373.1| 5358 0

Homo sapiens
membrane-
associated ring
finger (C3HC4) 1,
E3 ubiquitin protein
ligase (MARCH1),
transcript variant 1,
mRNA

Q6NZQ8 142 1.00E-35 E3 ubiquitin-protein
ligase MARCH1 SPBC14F5.07 75.1 2.00E-12 COG5183 pfam12906 RINGv RING-variant

domain.

GO:0001522|pseudo
uridine
synthesis;GO:00422
54|ribosome
biogenesis;GO:0006
364|rRNA
processing;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005732|sm
all nucleolar
ribonucleoprotein
complex;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA
binding;GO:007003
4|telomeric RNA
binding;

K10656

MARCH1_8; E3
ubiquitin-protein
ligase MARCH1/8
[EC:2.3.2.27]



ENSG00000145423 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no SFRP2 protein_coding chr4:153780592-
153789120:-

gi|635045300|ref|XP
_007998238.1| 1581 0

PREDICTED:
secreted frizzled-
related protein 2
[Chlorocebus
sabaeus]

gi|52630413|ref|NM
_003013.2| 1988 0

Homo sapiens
secreted frizzled-
related protein 2
(SFRP2), mRNA

Q96HF1 598 0 Secreted frizzled-
related protein 2 . . . . pfam01392 Fz

Fz domain. Also
known as the CRD
(cysteine rich
domain), the C6
box in MuSK
receptor. This
domain of
unknown function
has been
independently
identified by several
groups. The domain
contains 10
conserved cysteines.

GO:0006915|apopto
tic
process;GO:006034
9|bone
morphogenesis;GO:
0003214|cardiac left
ventricle
morphogenesis;GO:
0007267|cell-cell
signaling;GO:00316
68|cellular response
to extracellular
stimulus;GO:007148
1|cellular response
to X-
ray;GO:0002063|cho
ndrocyte
development;GO:00
30199|collagen fibril
organization;GO:00
60028|convergent
extension involved
in axis
elongation;GO:0048
546|digestive tract
morphogenesis;GO:
0042733|embryonic
digit
morphogenesis;GO:
0071425|hematopoie
tic stem cell
proliferation;GO:00
08584|male gonad
development;GO:00
30514|negative

GO:0031012|extrace
llular
matrix;GO:0005615|
extracellular
space;GO:0016021|i
ntegral component
of membrane;

GO:0061133|endope
ptidase activator
activity;GO:0001968
|fibronectin
binding;GO:000493
0|G-protein coupled
receptor
activity;GO:0005178
|integrin
binding;GO:004801
8|receptor agonist
activity;GO:0042813
|Wnt-activated
receptor
activity;GO:0017147
|Wnt-protein
binding;

K02176
SFRP2; secreted
frizzled-related
protein 2

ENSG00000145526 0 1 2 4 1.808471499 1 3 3 2 0.096848226 0.926734123 0.956486586 up no CDH18 protein_coding chr5:19472951-
20575873:-

gi|4826671|ref|NP_0
04925.1| 3910 0

cadherin-18 isoform
1 preproprotein
[Homo sapiens]

gi|634743267|ref|N
M_001291956.1| 3542 0

Homo sapiens
cadherin 18, type 2
(CDH18), transcript
variant 3, mRNA

Q08DJ5 219 3.00E-65 Cadherin-18 . . . . pfam01049 Cadherin_C

Cadherin
cytoplasmic region.
Cadherins are vital
in cell-cell adhesion
during tissue
differentiation.
Cadherins are
linked to the
cytoskeleton by
catenins. Catenins
bind to the
cytoplasmic tail of
the cadherin.
Cadherins cluster to
form foci of
homophilic binding
units. A key
determinant to the
strength of the
binding that it is
mediated by
cadherins is the
juxtamembrane
region of the
cadherin. This
region induces
clustering and also
binds to the protein
p120ctn.

GO:0007156|homop
hilic cell adhesion
via plasma
membrane adhesion
molecules;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion binding; K06805 CDH18; cadherin

18, type 2

ENSG00000145592 164 188 139 197 144.2571846 61 128 139 93 1.278321078 5.17E-05 0.000645216 up yes RPL37 protein_coding chr5:40825262-
40835335:-

gi|375073649|gb|AF
A34383.1| 484 2.00E-52 ribosomal protein

L37 [Ostrea edulis]
gi|32328942|gb|AC0
08810.8| 7315 0

Homo sapiens
chromosome 5
clone CTD-2096I23,
complete sequence

P61928 149 3.00E-45 60S ribosomal
protein L37 YLR185w 117 6.00E-29 COG2126 pfam01907 Ribosomal_L37e

Ribosomal protein
L37e. This family
includes ribosomal
protein L37 from
eukaryotes and
archaebacteria. The
family contains
many conserved
cysteines and
histidines
suggesting that this
protein may bind to
zinc.

GO:0006412|translat
ion;

GO:0022625|cytosol
ic large ribosomal
subunit;

GO:0019838|growth
factor
binding;GO:004687
2|metal ion
binding;GO:000372
3|RNA
binding;GO:001984
3|rRNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02922

RP-L37e, RPL37;
large subunit
ribosomal protein
L37e

ENSG00000145687 1 3 1 11 14.29684026 41 27 23 33 -2.525609909 1.85E-05 0.000306488 down yes SSBP2 protein_coding chr5:81413021-
81751797:-

gi|355750042|gb|EH
H54380.1| 1307 2.00E-163

hypothetical protein
EGM_15204
[Macaca
fascicularis]

gi|21629261|gb|AC0
10623.10| 7513 0

Homo sapiens
chromosome 5
clone CTD-
2093G19, complete
sequence

P81877 167 1.00E-46
Single-stranded
DNA-binding
protein 2

. . . . pfam04503 SSDP

Single-stranded
DNA binding
protein, SSDP. This
is a family of
eukaryotic single-
stranded DNA
binding proteins
with specificity to a
pyrimidine-rich
element found in
the promoter region
of the alpha2(I)
collagen gene.

GO:0006355|regulati
on of transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003697|single-
stranded DNA
binding;

. .

ENSG00000145715 0 0 0 8 3.557486038 9 2 7 9 -1.479754656 0.204128971 0.32186003 down no RASA1 protein_coding chr5:87267888-
87391931:+

gi|119616338|gb|EA
W95932.1| 4768 0

RAS p21 protein
activator (GTPase
activating protein)
1, isoform CRA_b
[Homo sapiens]

gi|51477105|emb|CR
749722.1| 4974 0

Homo sapiens
mRNA; cDNA
DKFZp434N071
(from clone
DKFZp434N071)

P20936 1839 0 Ras GTPase-
activating protein 1 . . . . pfam00616 RasGAP

GTPase-activator
protein for Ras-like
GTPase. All alpha-
helical domain that
accelerates the
GTPase activity of
Ras, thereby
"switching" it into
an "off" position.

GO:0048514|blood
vessel
morphogenesis;GO:
0009790|embryo
development;GO:00
48013|ephrin
receptor signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
00165|MAPK
cascade;GO:000028
1|mitotic
cytokinesis;GO:000
7162|negative
regulation of cell
adhesion;GO:00019
53|negative
regulation of cell-
matrix
adhesion;GO:00435
24|negative
regulation of
neuron apoptotic
process;GO:004658
0|negative
regulation of Ras
protein signal
transduction;GO:00
30833|regulation of
actin filament
polymerization;GO:
0008360|regulation
of cell
shape;GO:0051252|r

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0031235|int
rinsic component of
the cytoplasmic side
of the plasma
membrane;GO:0001
726|ruffle;

GO:0001948|glycop
rotein
binding;GO:000509
6|GTPase activator
activity;GO:0051020
|GTPase
binding;GO:001987
0|potassium channel
inhibitor
activity;GO:0005102
|receptor binding;

K04352
RASA1, RASGAP;
Ras GTPase-
activating protein 1

ENSG00000145725 0 0 0 0 0.402423354 2 0 1 1 -1.883419243 0.410365672 NA down no PPIP5K2 protein_coding chr5:103120149-
103212799:+

gi|527317388|ref|NP
_001268400.1| 6391 0

inositol
hexakisphosphate
and
diphosphoinositol-
pentakisphosphate
kinase 2 isoform 3
[Homo sapiens]

gi|7574819|gb|AC00
8509.5|AC008509 11280 0

Homo sapiens
chromosome 5
clone CTC-449I11,
complete sequence

O43314 2387 0

Inositol
hexakisphosphate
and
diphosphoinositol-
pentakisphosphate
kinase 2

. . . . pfam00328 His_Phos_2

Histidine
phosphatase
superfamily (branch
2). The histidine
phosphatase
superfamily is so
named because
catalysis centres on
a conserved His
residue that is
transiently
phosphorylated
during the catalytic
cycle. Other
conserved residues
contribute to a
'phosphate pocket'
and interact with the
phospho group of
substrate before,
during and after its
transfer to the His
residue. Structure
and sequence
analyses show that
different families
contribute different
additional residues
to the 'phosphate
pocket' and, more
surprisingly, differ
in the position, in
sequence and in
three dimensions, of
a catalytically

GO:0006020|inositol
metabolic
process;GO:003295
8|inositol phosphate
biosynthetic
process;

GO:0005829|cytosol
;

GO:0003993|acid
phosphatase
activity;GO:0005524
|ATP
binding;GO:003385
7|diphosphoinositol
-pentakisphosphate
kinase
activity;GO:0000829
|inositol
heptakisphosphate
kinase
activity;GO:0052723
|inositol
hexakisphosphate 1-
kinase
activity;GO:0052724
|inositol
hexakisphosphate 3-
kinase
activity;GO:0000832
|inositol
hexakisphosphate 5-
kinase
activity;GO:0000828
|inositol
hexakisphosphate
kinase
activity;GO:0000827
|inositol-1,3,4,5,6-
pentakisphosphate
kinase activity;

K13024

PPIP5K, VIP;
inositol-
hexakisphosphate/di
phosphoinositol-
pentakisphosphate
1-kinase
[EC:2.7.4.24]

ENSG00000145730 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PAM protein_coding chr5:102753981-
103031105:+

gi|21070984|ref|NP_
000910.2| 4830 0

peptidyl-glycine
alpha-amidating
monooxygenase
isoform a
preproprotein
[Homo sapiens]

gi|293336313|ref|N
M_001177306.1| 5335 0

Homo sapiens
peptidylglycine
alpha-amidating
monooxygenase
(PAM), transcript
variant 5, mRNA

P12890 1096 0
Peptidyl-glycine
alpha-amidating
monooxygenase B

. . . . pfam03712 Cu2_monoox_C

Copper type II
ascorbate-
dependent
monooxygenase, C-
terminal domain.
The N and C-
terminal domains of
members of this
family adopt the
same PNGase F-like
fold.

GO:0007417|central
nervous system
development;GO:00
07507|heart
development;GO:00
07595|lactation;GO:
0060173|limb
development;GO:00
01676|long-chain
fatty acid metabolic
process;GO:006013
5|maternal process
involved in female
pregnancy;GO:0042
476|odontogenesis;
GO:0022602|ovulati
on cycle
process;GO:000151
9|peptide
amidation;GO:0018
032|protein
amidation;GO:0051
260|protein
homooligomerizatio
n;GO:0032956|regul
ation of actin
cytoskeleton
organization;GO:00
50708|regulation of
protein
secretion;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00466

GO:0009986|cell
surface;GO:0070062
|extracellular
exosome;GO:00056
15|extracellular
space;GO:0016021|i
ntegral component
of
membrane;GO:0016
020|membrane;GO:
0043005|neuron
projection;GO:0043
204|perikaryon;GO:
0048471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0030
667|secretory
granule
membrane;GO:0005
802|trans-Golgi
network;

GO:0005509|calciu
m ion
binding;GO:000550
7|copper ion
binding;GO:003141
8|L-ascorbic acid
binding;GO:000459
8|peptidylamidoglyc
olate lyase
activity;GO:0004504
|peptidylglycine
monooxygenase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000145741 4 7 2 4 3.780472333 3 3 6 1 0.911702773 0.244137851 0.37047492 up no BTF3 protein_coding chr5:73498408-
73505635:+

gi|676274155|gb|KF
O28711.1| 963 1.00E-125

Transcription factor
BTF3 [Fukomys
damarensis]

gi|83641884|ref|NM
_001037637.1| 1225 0

Homo sapiens basic
transcription factor
3 (BTF3), transcript
variant 1, mRNA

P20290 177 1.00E-51 Transcription factor
BTF3 . . . . pfam01849 NAC NAC domain.

GO:0001701|in
utero embryonic
development;GO:00
15031|protein
transport;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0044822|poly(A
) RNA binding; K01527

EGD1, BTF3;
nascent
polypeptide-
associated complex
subunit beta

ENSG00000145780 0 0 0 1 0.714598388 3 0 2 1 -1.752631478 0.332203137 NA down no FEM1C protein_coding chr5:115520908-
115544894:-

gi|17864094|ref|NP_
064562.1| 3232 0

protein fem-1
homolog C [Homo
sapiens]

gi|36030993|ref|NM
_020177.2| 5813 0

Homo sapiens fem-
1 homolog c (C.
elegans) (FEM1C),
mRNA

Q96JP0 1249 0 Protein fem-1
homolog C all2748 93.2 1.00E-18 COG0666 pfam12796 Ank_2 Ankyrin repeats (3

copies).
GO:0016567|protein
ubiquitination;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

. . .



ENSG00000145819 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no ARHGAP26 protein_coding chr5:142770384-
143229011:+

gi|7662208|ref|NP_0
55886.1| 3730 0

rho GTPase-
activating protein 26
isoform a [Homo
sapiens]

gi|208022686|ref|N
M_001135608.1| 8876 0

Homo sapiens Rho
GTPase activating
protein 26
(ARHGAP26),
transcript variant 2,
mRNA

Q5ZMW5 429 1.00E-139 Rho GTPase-
activating protein 26 . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0030036|actin
cytoskeleton
organization;GO:00
51056|regulation of
small GTPase
mediated signal
transduction;GO:00
07165|signal
transduction;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00059
25|focal adhesion;

GO:0005096|GTPas
e activator
activity;GO:0005543
|phospholipid
binding;

. .

ENSG00000145833 0 2 1 2 1.945401508 2 2 5 4 -0.904006727 0.381988642 0.512863327 down no DDX46 protein_coding chr5:134758771-
134855133:+

gi|533122364|ref|XP
_005376520.1| 3971 0

PREDICTED:
probable ATP-
dependent RNA
helicase DDX46
isoform X1
[Chinchilla lanigera]

gi|544439334|ref|X
M_005557805.1| 5009 0

PREDICTED:
Macaca fascicularis
DEAD (Asp-Glu-
Ala-Asp) box
polypeptide 46
(DDX46), mRNA

Q569Z5 477 9.00E-146
Probable ATP-
dependent RNA
helicase DDX46

. . . . pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

GO:0006412|translat
ion;GO:0055085|tra
nsmembrane
transport;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner membrane;

GO:0003735|structu
ral constituent of
ribosome;

K12811

DDX46, PRP5;
ATP-dependent
RNA helicase
DDX46/PRP5
[EC:3.6.4.13]

ENSG00000145868 0 4 1 2 3.376530603 6 7 4 8 -1.351279045 0.108859199 0.197884365 down no FBXO38 protein_coding chr5:148383935-
148442836:+

gi|530380688|ref|XP
_005268570.1| 6130 0

PREDICTED: F-
box only protein 38
isoform X1 [Homo
sapiens]

gi|530380687|ref|X
M_005268513.1| 4413 0

PREDICTED:
Homo sapiens F-
box protein 38
(FBXO38),
transcript variant
X1, mRNA

Q6PIJ6 213 3.00E-62 F-box only protein
38 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0010976|positiv
e regulation of
neuron projection
development;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. K10313 FBXO38, MOKA;
F-box protein 38

ENSG00000145934 1 1 0 2 0.839915488 0 2 1 0 0.887506968 0.579588136 NA up no TENM2 protein_coding chr5:167284799-
168264157:+

gi|290457667|sp|Q9
NT68.3|TEN2_HUM
AN

14070 0

RecName:
Full=Teneurin-2;
Short=Ten-2;
AltName:
Full=Protein Odd
Oz/ten-m homolog
2; AltName:
Full=Tenascin-M2;
Short=Ten-m2;
AltName:
Full=Teneurin
transmembrane
protein 2; Contains:
RecName:
Full=Ten-2, soluble
form; Contains:
RecName:
Full=Ten-2
intracellular
domain; Short=Ten-
2 ICD

gi|530381129|ref|X
M_005265952.1| 8961 0

PREDICTED:
Homo sapiens
teneurin
transmembrane
protein 2 (TENM2),
transcript variant
X5, mRNA

Q9DER5 164 2.00E-44 Teneurin-2 . . . . pfam06484 Ten_N

Teneurin
Intracellular Region.
This family is found
in the intracellular
N-terminal region
of the Teneurin
family of proteins.
These proteins are
'pair-rule' genes and
are involved in
tissue patterning,
specifically
probably neural
patterning. The
intracellular domain
is cleaved in
response to
homophilic
interaction of the
extracellular
domain, and
translocates to the
nucleus. Here it
probably carries out
to some
transcriptional
regulatory activity.
The length of this
region and the
conservation
suggests that there
may be two
structural domains
here (personal
obs:C Yeats)

GO:0007411|axon
guidance;GO:00355
84|calcium-
mediated signaling
using intracellular
calcium
source;GO:0007157|
heterophilic cell-cell
adhesion via plasma
membrane cell
adhesion
molecules;GO:0000
122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00514
91|positive
regulation of
filopodium
assembly;GO:00972
64|self
proteolysis;GO:0007
165|signal
transduction;GO:00
16337|single
organismal cell-cell
adhesion;GO:00063
51|transcription,
DNA-templated;

GO:0030054|cell
junction;GO:000591
1|cell-cell
junction;GO:003042
5|dendrite;GO:0043
197|dendritic
spine;GO:0005783|e
ndoplasmic
reticulum;GO:00301
75|filopodium;GO:0
005794|Golgi
apparatus;GO:00304
26|growth
cone;GO:0005887|in
tegral component of
plasma
membrane;GO:0005
622|intracellular;GO
:0043005|neuron
projection;GO:0005
634|nucleus;GO:000
5886|plasma
membrane;GO:0016
605|PML
body;GO:0045211|p
ostsynaptic
membrane;GO:0045
202|synapse;

GO:0005509|calciu
m ion
binding;GO:005083
9|cell adhesion
molecule
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0005102
|receptor binding;

. .

ENSG00000146005 1 2 5 1 1.646418439 0 1 1 0 2.80598059 0.052311897 0.117330043 up no PSD2 protein_coding chr5:139795821-
139844466:+

gi|767937880|ref|XP
_011535998.1| 3303 0

PREDICTED: PH
and SEC7 domain-
containing protein 2
isoform X1 [Homo
sapiens]

gi|141803454|ref|N
M_032289.2| 4510 0

Homo sapiens
pleckstrin and Sec7
domain containing 2
(PSD2), mRNA

Q9BQI7 1249 0
PH and SEC7
domain-containing
protein 2

YDR170c 102 5.00E-21 COG5307 pfam01369 Sec7

Sec7 domain. The
Sec7 domain is a
guanine-nucleotide-
exchange-factor
(GEF) for the
pfam00025 family.

GO:0032012|regulati
on of ARF protein
signal transduction;

GO:0030425|dendrit
e;GO:0016021|integr
al component of
membrane;GO:0043
025|neuronal cell
body;

GO:0005086|ARF
guanyl-nucleotide
exchange factor
activity;GO:0005543
|phospholipid
binding;

K12494
PSD; PH and SEC7
domain-containing
protein

ENSG00000146006 1 2 0 4 3.931157899 4 13 3 11 -1.68229407 0.062036234 0.13230332 down no LRRTM2 protein_coding chr5:138868923-
138875368:-

gi|40788250|dbj|BA
A24846.2| 2760 0 KIAA0416 [Homo

sapiens]
gi|426350144|ref|X
M_004042594.1| 5804 0

PREDICTED:
Gorilla gorilla
gorilla leucine rich
repeat
transmembrane
neuronal 2
(LRRTM2), mRNA

O43300 741 0
Leucine-rich repeat
transmembrane
neuronal protein 2

SPy1798 103 6.00E-21 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0060291|long-
term synaptic
potentiation;GO:000
2091|negative
regulation of
receptor
internalization;GO:0
051965|positive
regulation of
synapse
assembly;GO:00508
08|synapse
organization;

GO:0030054|cell
junction;GO:006007
6|excitatory
synapse;GO:001602
1|integral
component of
membrane;GO:0045
211|postsynaptic
membrane;

. K16665

LRRTM1_2;
leucine-rich repeat
transmembrane
neuronal protein 1/2

ENSG00000146007 1 0 0 0 0.403749731 1 0 1 0 -0.169895221 0.942979008 NA down no ZMAT2 protein_coding chr5:140698680-
140706676:+

gi|545184740|ref|XP
_001502341.3| 1021 1.00E-132

PREDICTED: zinc
finger matrin-type
protein 2 [Equus
caballus]

gi|426350272|ref|X
M_004042656.1| 1583 0

PREDICTED:
Gorilla gorilla
gorilla zinc finger,
matrin-type 2
(ZMAT2), mRNA

Q9CPW7 216 3.00E-84 Zinc finger matrin-
type protein 2 . . . . pfam12171 zf-C2H2_jaz

Zinc-finger double-
stranded RNA-
binding. This
domain family is
found in archaea
and eukaryotes, and
is approximately 30
amino acids in
length. The
mammalian
members of this
group occur
multiple times along
the protein, joined
by flexible linkers,
and are referred to
as JAZ - dsRNA-
binding ZF protein -
zinc-fingers. The
JAZ proteins are
expressed in all
tissues tested and
localize in the
nucleus, particularly
the nucleolus. JAZ
preferentially binds
to double-stranded
(ds) RNA or
RNA/DNA hybrids
rather than DNA. In
addition to binding
double-stranded
RNA, these zinc-
fingers are required
for nucleolar

GO:0000398|mRNA
splicing, via
spliceosome;

GO:0046540|U4/U6
x U5 tri-snRNP
complex;

GO:0003677|DNA
binding;GO:000372
3|RNA
binding;GO:000827
0|zinc ion binding;

K12848
SNU23; U4/U6.U5
tri-snRNP
component SNU23

ENSG00000146063 1 1 1 4 1.322863299 0 3 0 1 1.279487752 0.338896779 0.467666779 up no TRIM41 protein_coding chr5:181222499-
181235809:+

gi|48257198|gb|AAH
18765.2| 1909 0

TRIM41 protein,
partial [Homo
sapiens]

gi|351542199|ref|NG
_030346.1| 6149 0

Homo sapiens
tripartite motif
containing 41
(TRIM41),
RefSeqGene on
chromosome 5

Q8WV44 90.5 1.00E-17 E3 ubiquitin-protein
ligase TRIM41 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016567|protein
ubiquitination;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;

GO:0016874|ligase
activity;GO:0008270
|zinc ion binding;

K12017

TRIM41; tripartite
motif-containing
protein 41
[EC:2.3.2.27]

ENSG00000146067 1 1 0 1 2.726032722 6 7 5 5 -2.413883696 0.021934832 0.063044484 down no FAM193B protein_coding chr5:177519788-
177554541:-

gi|300193049|ref|NP
_001177875.1| 2907 0 protein FAM193B

[Homo sapiens]
gi|300193047|ref|NR
_024019.2| 4604 0

Homo sapiens
family with
sequence similarity
193, member B
(FAM193B),
transcript variant 2,
non-coding RNA

A7MB40 1006 0 Protein FAM193B . . . . pfam00937 Corona_nucleoca
Coronavirus
nucleocapsid
protein.

.

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

. . .

ENSG00000146083 8 6 12 5 5.517682149 0 1 3 1 3.284163108 0.000377814 0.003018035 up yes RNF44 protein_coding chr5:176526697-
176538025:-

gi|7662486|ref|NP_0
55716.1| 1912 0 RING finger protein

44 [Homo sapiens]
gi|42718018|ref|NM
_014901.4| 4153 0

Homo sapiens ring
finger protein 44
(RNF44), mRNA

Q7L0R7 55.1 1.00E-07 RING finger protein
44 . . . . pfam13639 zf-RING_2 Ring finger domain.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:000635
5|regulation of
transcription, DNA-
templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0061630|ubiquit
in protein ligase
activity;GO:0008270
|zinc ion binding;

K19041

RNF38_44; E3
ubiquitin-protein
ligase RNF38/44
[EC:2.3.2.27]

ENSG00000146085 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MUT protein_coding chr6:49430360-
49463191:-

gi|156105689|ref|NP
_000246.2| 3840 0

methylmalonyl-CoA
mutase,
mitochondrial
precursor [Homo
sapiens]

gi|296010795|ref|N
M_000255.3| 3749 0

Homo sapiens
methylmalonyl CoA
mutase (MUT),
mRNA

P22033 1483 0
Methylmalonyl-CoA
mutase,
mitochondrial

DR1084_1 801 0 COG1884 pfam01642 MM_CoA_mutase

Methylmalonyl-CoA
mutase. The enzyme
methylmalonyl-CoA
mutase is a member
of a class of
enzymes that uses
coenzyme B12
(adenosylcobalamin
) as a cofactor. The
enzyme induces the
formation of an
adenosyl radical
from the cofactor.
This radical then
initiates a free-
radical
rearrangement of its
substrate, succinyl-
CoA, to
methylmalonyl-
CoA.

GO:0009235|cobala
min metabolic
process;GO:005066
7|homocysteine
metabolic
process;GO:000979
1|post-embryonic
development;GO:00
19626|short-chain
fatty acid catabolic
process;

GO:0005759|mitoch
ondrial
matrix;GO:0005739|
mitochondrion;

GO:0031419|cobala
min
binding;GO:004687
2|metal ion
binding;GO:000449
4|methylmalonyl-
CoA mutase
activity;GO:0072341
|modified amino
acid binding;

K01847

MUT;
methylmalonyl-CoA
mutase
[EC:5.4.99.2]

ENSG00000146216 1 0 0 1 0.908430588 3 1 1 1 -1.047770097 0.486657644 NA down no TTBK1 protein_coding chr6:43243680-
43288259:+

gi|767940852|ref|XP
_011513248.1| 5152 0

PREDICTED: tau-
tubulin kinase 1
isoform X2 [Homo
sapiens]

gi|58761547|ref|NM
_032538.1| 6932 0

Homo sapiens tau
tubulin kinase 1
(TTBK1), mRNA

Q5TCY1 1952 0 Tau-tubulin kinase
1 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0018105|peptidy
l-serine
phosphorylation;GO
:0008360|regulation
of cell
shape;GO:0021762|s
ubstantia nigra
development;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08815
TTBK; tau tubulin
kinase
[EC:2.7.11.26]



ENSG00000146247 0 2 1 0 1.039118958 6 0 0 0 -0.486185942 0.816690671 0.877336017 down no PHIP protein_coding chr6:78935867-
79078236:-

gi|308153472|sp|Q8
WWQ0.2|PHIP_HU
MAN

8896 0

RecName: Full=PH-
interacting protein;
Short=PHIP;
AltName: Full=IRS-
1 PH domain-
binding protein;
AltName: Full=WD
repeat-containing
protein 11

gi|224589121|ref|N
M_017934.5| 10457 0

Homo sapiens
pleckstrin
homology domain
interacting protein
(PHIP), mRNA

Q8WWQ0 3412 0 PH-interacting
protein . . . . pfam00439 Bromodomain

Bromodomain.
Bromodomains are
110 amino acid long
domains, that are
found in many
chromatin
associated proteins.
Bromodomains can
interact specifically
with acetylated
lysine.

GO:0007010|cytosk
eleton
organization;GO:00
08286|insulin
receptor signaling
pathway;GO:004306
6|negative
regulation of
apoptotic
process;GO:200123
7|negative
regulation of
extrinsic apoptotic
signaling
pathway;GO:000828
4|positive regulation
of cell
proliferation;GO:00
43568|positive
regulation of
insulin-like growth
factor receptor
signaling
pathway;GO:004584
0|positive regulation
of mitotic nuclear
division;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
93|positive
regulation of
transcription DNA

GO:0070062|extrace
llular
exosome;GO:00056
34|nucleus;

GO:0005158|insulin
receptor
binding;GO:007057
7|lysine-acetylated
histone binding;

K11797 PHIP, WDR11; PH-
interacting protein

ENSG00000146267 0 2 0 2 0.868977923 1 2 1 0 0.37880271 0.805767723 NA up no FAXC protein_coding chr6:99271169-
99350062:-

gi|281343626|gb|EF
B19210.1| 2091 0

hypothetical protein
PANDA_010960,
partial [Ailuropoda
melanoleuca]

gi|4938279|emb|AL0
34371.16| 10287 0

Human DNA
sequence from
clone RP1-273F20
on chromosome
6q16.1-16.3,
complete sequence

Q5TGI0 285 2.00E-91
Failed axon
connections
homolog

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000146278 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no PNRC1 protein_coding chr6:89080751-
89085160:+

gi|5802982|ref|NP_0
06804.1| 1282 5.00E-169

proline-rich nuclear
receptor coactivator
1 [Homo sapiens]

gi|194595507|ref|N
M_006813.2| 2065 0

Homo sapiens
proline-rich nuclear
receptor coactivator
1 (PNRC1), mRNA

Q12796 274 6.00E-89
Proline-rich nuclear
receptor coactivator
1

. . . . pfam15365 PNRC

Proline-rich nuclear
receptor coactivator.
The PNRC family,
proline-rich nuclear
receptor coactivator,
is found in
eukaryotes, and is
approximately 60
amino acids in
length. There is a
conserved YAG
sequence motif.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s; . K18774

PNRC1; proline-
rich nuclear
receptor coactivator
1

ENSG00000146374 0 1 0 0 0.705604627 0 1 0 5 -1.698313398 0.431899848 NA down no RSPO3 protein_coding chr6:127118604-
127197765:+

gi|119568501|gb|EA
W48116.1| 1203 2.00E-161

R-spondin 3
homolog (Xenopus
laevis), isoform
CRA_c [Homo
sapiens]

gi|521258699|ref|N
M_032784.4| 2398 0

Homo sapiens R-
spondin 3 (RSPO3),
mRNA

Q9BXY4 421 9.00E-145 R-spondin-3 . . . . pfam00090 TSP_1 Thrombospondin
type 1 domain.

GO:0001974|blood
vessel
remodeling;GO:006
0670|branching
involved in
labyrinthine layer
morphogenesis;GO:
0090263|positive
regulation of
canonical Wnt
signaling
pathway;GO:200005
2|positive regulation
of non-canonical
Wnt signaling
pathway;GO:003017
7|positive regulation
of Wnt signaling
pathway;GO:200009
6|positive regulation
of Wnt signaling
pathway, planar cell
polarity
pathway;GO:000204
0|sprouting
angiogenesis;GO:00
16055|Wnt signaling
pathway;

GO:0005576|extrace
llular region;

GO:0008201|hepari
n
binding;GO:000510
2|receptor binding;

. .

ENSG00000146376 0 2 0 1 0.458679465 0 1 0 0 1.676114124 0.458554779 NA up no ARHGAP18 protein_coding chr6:129576132-
129710225:-

gi|39932589|ref|NP_
277050.2| 3108 0

rho GTPase-
activating protein 18
[Homo sapiens]

gi|530384201|ref|X
M_005267212.1| 4248 0

PREDICTED:
Homo sapiens Rho
GTPase activating
protein 18
(ARHGAP18),
transcript variant
X1, mRNA

Q8N392 1201 0 Rho GTPase-
activating protein 18 . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0032956|regulati
on of actin
cytoskeleton
organization;GO:00
30833|regulation of
actin filament
polymerization;GO:
2000145|regulation
of cell
motility;GO:000836
0|regulation of cell
shape;GO:0051056|r
egulation of small
GTPase mediated
signal
transduction;GO:00
07264|small GTPase
mediated signal
transduction;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00050
96|GTPase activator
activity;

. .

ENSG00000146457 52 112 59 98 86.01886622 85 94 118 109 0.172245361 0.478943005 0.603417611 up no WTAP protein_coding chr6:159725585-
159756319:+

gi|21361159|ref|NP_
004897.2| 1637 0

pre-mRNA-splicing
regulator WTAP
isoform 1 [Homo
sapiens]

gi|395455086|ref|N
M_004906.4| 2243 0

Homo sapiens
Wilms tumor 1
associated protein
(WTAP), transcript
variant 1, mRNA

Q15007 285 2.00E-88 Pre-mRNA-splicing
regulator WTAP . . . . pfam01576 Myosin_tail_1

Myosin tail. The
myosin molecule is
a multi-subunit
complex made up
of two heavy chains
and four light
chains it is a
fundamental
contractile protein
found in all
eukaryote cell types.
This family consists
of the coiled-coil
myosin heavy chain
tail region. The
coiled-coil is
composed of the tail
from two molecules
of myosin. These
can then assemble
into the
macromolecular
thick filament. The
coiled-coil region
provides the
structural backbone
the thick filament.

.

GO:0016021|integral
component of
membrane;GO:0005
634|nucleus;

GO:0003676|nucleic
acid binding; . .

ENSG00000146463 0 0 0 1 1.502558991 6 5 1 2 -2.958806205 0.039680509 0.096828014 down no ZMYM4 protein_coding chr1:35268967-
35422058:+

gi|44890068|ref|NP_
005086.2| 7825 0

zinc finger MYM-
type protein 4
[Homo sapiens]

gi|44890067|ref|NM
_005095.2| 6994 0

Homo sapiens zinc
finger, MYM-type 4
(ZMYM4), mRNA

Q5VZL5 242 1.00E-72 Zinc finger MYM-
type protein 4 . . . . pfam12012 DUF3504

Domain of
unknown function
(DUF3504). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 156 to 173
amino acids in
length.

GO:0007010|cytosk
eleton
organization;GO:00
07275|multicellular
organismal
development;GO:00
22604|regulation of
cell morphogenesis;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0003677|DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000146535 0 1 0 21 12.44095377 30 26 19 26 -1.976713739 0.0376182 0.092895015 down no GNA12 protein_coding chr7:2728112-
2844324:-

gi|42476111|ref|NP_
031379.2| 1726 0

guanine nucleotide-
binding protein
subunit alpha-12
isoform 1 [Homo
sapiens]

gi|42476110|ref|NM
_007353.2| 4378 0

Homo sapiens
guanine nucleotide
binding protein (G
protein) alpha 12
(GNA12), transcript
variant 1, mRNA

Q03113 311 3.00E-104
Guanine nucleotide-
binding protein
subunit alpha-12

. . . . pfam00503 G-alpha

G-protein alpha
subunit. G proteins
couple receptors of
extracellular signals
to intracellular
signaling pathways.
The G protein alpha
subunit binds
guanyl nucleotide
and is a weak
GTPase. A set of
residues that are
unique to G-alpha
as compared to its
ancestor the Arf-
like family form a
ring of residues
centered on the
nucleotide binding
site. A Ggamma is
found fused to an
inactive Galpha in
the Dictyostelium
protein gbqA.

GO:0007188|adenyl
ate cyclase-
modulating G-
protein coupled
receptor signaling
pathway;GO:000759
6|blood
coagulation;GO:003
0154|cell
differentiation;GO:0
042733|embryonic
digit
morphogenesis;GO:
0007186|G-protein
coupled receptor
signaling
pathway;GO:000170
1|in utero
embryonic
development;GO:00
30168|platelet
activation;GO:00083
60|regulation of cell
shape;GO:0010762|r
egulation of
fibroblast
migration;GO:00324
34|regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:003200
6|regulation of TOR
signaling;GO:00424
93|response to

GO:0031526|brush
border
membrane;GO:0005
925|focal
adhesion;GO:00058
34|heterotrimeric G-
protein
complex;GO:000588
6|plasma membrane;

GO:0031752|D5
dopamine receptor
binding;GO:003168
3|G-protein
beta/gamma-subunit
complex
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0046872
|metal ion
binding;GO:000487
1|signal transducer
activity;

K04346

GNA12; guanine
nucleotide-binding
protein subunit
alpha-12

ENSG00000146576 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no C7orf26 protein_coding chr7:6590017-
6608726:+

gi|21362070|ref|NP_
076972.2| 2248 0

uncharacterized
protein C7orf26
isoform 1 [Homo
sapiens]

gi|426355432|ref|X
M_004045079.1| 2080 0

PREDICTED:
Gorilla gorilla
gorilla chromosome
7 open reading
frame, human
C7orf26
(C7H7orf26),
mRNA

Q96N11 286 2.00E-93 Uncharacterized
protein C7orf26 . . . . pfam14964 DUF4507

Domain of
unknown function
(DUF4507). This
family of proteins is
found in
eukaryotes. Proteins
in this family are
typically between
346 and 434 amino
acids in length.

.

GO:0016235|aggres
ome;GO:0005737|cy
toplasm;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00057
65|lysosomal
membrane;

GO:0005085|guanyl
-nucleotide
exchange factor
activity;

. .



ENSG00000146676 0 0 0 1 1.603655623 9 3 0 3 -3.05943548 0.055526114 0.123107705 down no PURB protein_coding chr7:44876293-
44885361:-

gi|397467163|ref|XP
_003805296.1| 1090 2.00E-130

PREDICTED:
transcriptional
activator protein
Pur-beta [Pan
paniscus]

gi|21322205|gb|AC0
04854.3| 9069 0

Homo sapiens PAC
clone RP4-673M15
from 7, complete
sequence

Q96QR8 421 5.00E-131
Transcriptional
activator protein
Pur-beta

. . . . pfam04845 PurA

PurA ssDNA and
RNA-binding
protein. This family
represents most of
the length of the
protein.

GO:0030154|cell
differentiation;GO:0
008283|cell
proliferation;GO:00
45637|regulation of
myeloid cell
differentiation;GO:0
006351|transcription
, DNA-templated;

GO:0005662|DNA
replication factor A
complex;GO:000563
4|nucleus;

GO:0003729|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000369
7|single-stranded
DNA
binding;GO:000813
4|transcription
factor
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

. .

ENSG00000146776 0 2 0 2 4.630127485 13 13 4 12 -2.919984571 0.002361142 0.012534992 down yes ATXN7L1 protein_coding chr7:105605067-
105876604:-

gi|163937854|ref|NP
_065776.1| 3492 0

ataxin-7-like protein
1 isoform 1 [Homo
sapiens]

gi|163937853|ref|N
M_020725.1| 5398 0

Homo sapiens
ataxin 7-like 1
(ATXN7L1),
transcript variant 1,
mRNA

Q3T136 171 2.00E-53 Ataxin-7-like
protein 1 . . . . pfam08313 SCA7

SCA7, zinc-binding
domain. This
domain is found in
the protein
Sgf73/Sca7 which is
a component of the
multihistone
acetyltransferase
complexes SAGA
and SILK. This
domain is also
found in Ataxin-7, a
human protein
which in its
polyglutamine
expanded
pathological form,
is responsible for
the
neurodegenerative
disease
spinocerebellar
ataxia 7 (SCA7).
Ataxin-7 is an
integral component
of the mammalian
SAGA-like
complexes, the
TATA-binding
protein-free TAF-
containing complex
(TFTC) and the
SPT3/TAF9/GCN5
acetyltransferase
complex (STAGA)

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA binding;

K11318 ATXN7, SCA7;
ataxin-7

ENSG00000146802 0 0 0 1 1.30669605 4 5 2 1 -2.739417745 0.059394834 0.128565377 down no TMEM168 protein_coding chr7:112762382-
112790592:-

gi|98961141|ref|NP_
071929.3| 3319 0

transmembrane
protein 168 [Homo
sapiens]

gi|566559887|ref|N
M_022484.5| 7301 0

Homo sapiens
transmembrane
protein 168
(TMEM168),
transcript variant 2,
mRNA

Q5RD28 302 7.00E-96 Transmembrane
protein 168 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0016021|integral
component of
membrane;GO:0030
133|transport
vesicle;

. . .

ENSG00000146826 0 0 0 0 0.29578603 1 1 0 1 -1.446026814 0.560607138 NA down no C7orf43 protein_coding chr7:100154420-
100158715:-

gi|694922901|ref|XP
_009452032.1| 2420 0

PREDICTED:
uncharacterized
protein C7orf43
homolog [Pan
troglodytes]

gi|34193583|gb|BC0
15722.2| 2511 0

Homo sapiens
chromosome 7 open
reading frame 43,
mRNA (cDNA
clone MGC:17978
IMAGE:3920412),
complete cds

Q3UTZ3 171 5.00E-44
Uncharacterized
protein C7orf43
homolog

. . . . pfam07919 Gryzun

Gryzun, putative
trafficking through
Golgi. The proteins
featured in this
family are all
eukaryotic, and
many of them are
annotated as being
Gryzun. Gryzun is
distantly related to,
but distinct from,
the Trs130 subunit
of the TRAPP
complex but is
absent from S.
cerevisiae. RNAi of
human Gryzun
blocks Golgi exit.
Thus the family is
likely to be
involved with
trafficking of
proteins through
membranes,
perhaps as part of
the TRAPP
complex.

GO:0035556|intracel
lular signal
transduction;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0000151|ub
iquitin ligase
complex;

GO:0031625|ubiquit
in protein ligase
binding;GO:000484
2|ubiquitin-protein
transferase activity;

. .

ENSG00000146872 4 9 8 23 20.83936404 40 39 29 43 -1.311653033 0.001575593 0.009563738 down yes TLK2 protein_coding chr17:62458658-
62615481:+

gi|71052158|gb|AAH
44925.2| 3940 0

TLK2 protein,
partial [Homo
sapiens]

gi|38051829|gb|BC0
60511.1| 3602 0

Homo sapiens
tousled-like kinase
2, mRNA (cDNA
clone
IMAGE:5811061),
partial cds

O55047 231 8.00E-71
Serine/threonine-
protein kinase
tousled-like 2

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K08864 TLK; tousled-like
kinase [EC:2.7.11.1]

ENSG00000146950 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SHROOM2 protein_coding chrX:9786456-
9949443:+

gi|119619180|gb|EA
W98774.1| 7551 0

apical protein-like
(Xenopus laevis)
[Homo sapiens]

gi|18375508|ref|NM
_001649.2| 7445 0

Homo sapiens
shroom family
member 2
(SHROOM2),
mRNA

Q13796 2914 0 Protein Shroom2 . . . . pfam08687 ASD2

Apx/Shroom
domain ASD2. This
region is found in
the actin binding
protein Shroom
which mediates
apical contriction in
epithelial cells and
is required for
neural tube closure.

GO:0045176|apical
protein
localization;GO:000
7420|brain
development;GO:00
43010|camera-type
eye
development;GO:00
48593|camera-type
eye
morphogenesis;GO:
0016477|cell
migration;GO:00434
82|cellular pigment
accumulation;GO:00
43583|ear
development;GO:00
32401|establishment
of melanosome
localization;GO:000
8057|eye pigment
granule
organization;GO:00
02089|lens
morphogenesis in
camera-type
eye;GO:0032438|me
lanosome
organization;

GO:0016324|apical
plasma
membrane;GO:0005
923|bicellular tight
junction;GO:000591
3|cell-cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0070062|extracell
ular
exosome;GO:00058
74|microtubule;GO:
0005886|plasma
membrane;

GO:0003779|actin
binding;GO:005101
5|actin filament
binding;GO:000801
3|beta-catenin
binding;GO:001528
0|ligand-gated
sodium channel
activity;

K18625 SHROOM; protein
Shroom

ENSG00000146963 0 2 0 2 2.157343611 5 7 2 3 -1.643715253 0.134940376 0.233788915 down no LUC7L2 protein_coding chr7:139340359-
139423457:+

gi|655888097|ref|XP
_008247507.1| 1230 3.00E-156

PREDICTED:
putative RNA-
binding protein
Luc7-like 2
[Oryctolagus
cuniculus]

gi|21750547|dbj|AK
092044.1| 2834 0

Homo sapiens
cDNA FLJ34725 fis,
clone
MESAN2005958,
highly similar to
RNA-binding
protein Luc7-like 2

Q6B4Z3 32.7 1.00E-10 Histone demethylase
UTY SPCC16A11.13 128 1.00E-32 COG5200 pfam03194 LUC7

LUC7 N_terminus.
This family contains
the N terminal
region of several
LUC7 protein
homologues and
only contains
eukaryotic proteins.
LUC7 has been
shown to be a U1
snRNA associated
protein with a role
in splice site
recognition. The
family also contains
human and mouse
LUC7 like (LUC7L)
proteins and human
cisplatin resistance-
associated
overexpressed
protein (CROP).

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K11447
UTX, UTY; histone
demethylase
[EC:1.14.11.-]

ENSG00000147010 0 0 0 0 1.396560462 7 3 1 3 -3.681251638 0.014468854 0.046428707 down yes SH3KBP1 protein_coding chrX:19533975-
19887601:-

gi|13994242|ref|NP_
114098.1| 2600 0

SH3 domain-
containing kinase-
binding protein 1
isoform a [Homo
sapiens]

gi|215490004|ref|N
M_031892.2| 4731 0

Homo sapiens SH3-
domain kinase
binding protein 1
(SH3KBP1),
transcript variant 1,
mRNA

Q8R550 78.6 9.00E-14
SH3 domain-
containing kinase-
binding protein 1

. . . . pfam14604 SH3_9 Variant SH3
domain.

GO:0006915|apopto
tic
process;GO:001647
7|cell
migration;GO:00070
10|cytoskeleton
organization;GO:00
06897|endocytosis;G
O:0042981|regulatio
n of apoptotic
process;GO:000836
0|regulation of cell
shape;

GO:0005737|cytopla
sm;GO:0030659|cyt
oplasmic vesicle
membrane;GO:0005
856|cytoskeleton;G
O:0030139|endocyti
c
vesicle;GO:0005925|
focal
adhesion;GO:00430
05|neuron
projection;GO:0045
202|synapse;

. K12470

SH3KBP1, CIN85;
SH3 domain-
containing kinase-
binding protein 1

ENSG00000147044 26 32 17 26 30.02603846 38 46 26 41 -0.016357402 0.961844277 0.975328076 down no CASK protein_coding chrX:41514934-
41923463:-

gi|507705355|ref|XP
_004645627.1| 4940 0

PREDICTED:
peripheral plasma
membrane protein
CASK isoform X1
[Octodon degus]

gi|193794869|ref|N
M_001126055.2| 8204 0

Homo sapiens
calcium/calmodulin-
dependent serine
protein kinase
(MAGUK family)
(CASK), transcript
variant 3, mRNA

O14936 1907 0
Peripheral plasma
membrane protein
CASK

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0070509|calciu
m ion
import;GO:0001953|
negative regulation
of cell-matrix
adhesion;GO:00902
88|negative
regulation of
cellular response to
growth factor
stimulus;GO:001083
9|negative
regulation of
keratinocyte
proliferation;GO:00
61045|negative
regulation of wound
healing;GO:0090280
|positive regulation
of calcium ion
import;GO:0045944|
positive regulation
of transcription
from RNA
polymerase II
promoter;

GO:0005604|baseme
nt
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0005
911|cell-cell
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05925|focal
adhesion;GO:00160
20|membrane;GO:0
005652|nuclear
lamina;GO:0016363|
nuclear
matrix;GO:0005730|
nucleolus;GO:00056
34|nucleus;GO:0045
202|synapse;GO:003
1982|vesicle;

GO:0005524|ATP
binding;GO:004204
3|neurexin family
protein
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K06103

CASK;
calcium/calmodulin-
dependent serine
protein kinase
[EC:2.7.11.1]



ENSG00000147050 12 14 12 13 23.83121194 54 43 28 37 -1.104698692 0.003813018 0.01774638 down yes KDM6A protein_coding chrX:44873177-
45112602:+

gi|611434998|ref|NP
_001278344.1| 7334 0

lysine-specific
demethylase 6A
isoform 1 [Homo
sapiens]

gi|611434997|ref|N
M_001291415.1| 5924 0

Homo sapiens
lysine (K)-specific
demethylase 6A
(KDM6A),
transcript variant 1,
mRNA

O15550 2721 0 Lysine-specific
demethylase 6A . . . . pfam02373 JmjC

JmjC domain,
hydroxylase. The
JmjC domain
belongs to the
Cupin superfamily.
JmjC-domain
proteins may be
protein
hydroxylases that
catalyse a novel
histone
modification. This
is confirmed to be a
hydroxylase: the
human JmjC protein
named Tyw5p
unexpectedly acts in
the biosynthesis of a
hypermodified
nucleoside,
hydroxy-
wybutosine, in
tRNA-Phe by
catalyzing
hydroxylation.

GO:0060070|canoni
cal Wnt signaling
pathway;GO:000300
7|heart
morphogenesis;GO:
0051568|histone H3-
K4
methylation;GO:000
1701|in utero
embryonic
development;GO:00
48333|mesodermal
cell
differentiation;GO:0
035264|multicellular
organism
growth;GO:0001843
|neural tube
closure;GO:0048570
|notochord
morphogenesis;GO:
0010628|positive
regulation of gene
expression;GO:0003
016|respiratory
system
process;GO:003252
5|somite
rostral/caudal axis
specification;

GO:0035097|histone
methyltransferase
complex;GO:004466
6|MLL3/4
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0031490|chrom
atin DNA
binding;GO:005121
3|dioxygenase
activity;GO:0032452
|histone
demethylase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA binding;

K11447
UTX, UTY; histone
demethylase
[EC:1.14.11.-]

ENSG00000147099 24 19 15 16 16.48810052 15 10 17 7 1.202481192 0.013256756 0.044342445 up yes HDAC8 protein_coding chrX:72329516-
72573103:-

gi|119592227|gb|EA
W71821.1| 2177 0

histone deacetylase
8, isoform CRA_a
[Homo sapiens]

gi|262073091|ref|N
M_001166419.1| 2338 0

Homo sapiens
histone deacetylase
8 (HDAC8),
transcript variant 3,
mRNA

Q9BY41 327 9.00E-110 Histone deacetylase
8 YNL330c 309 2.00E-96 COG0123 pfam00850 Hist_deacetyl

Histone deacetylase
domain. Histones
can be reversibly
acetylated on
several lysine
residues. Regulation
of transcription is
caused in part by
this mechanism.
Histone deacetylases
catalyse the removal
of the acetyl group.
Histone deacetylases
are related to other
proteins.

GO:0006333|chrom
atin assembly or
disassembly;GO:000
6325|chromatin
organization;GO:00
31397|negative
regulation of
protein
ubiquitination;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00719
22|regulation of
cohesin localization
to
chromatin;GO:0031
647|regulation of
protein
stability;GO:003220
4|regulation of
telomere
maintenance;GO:00
07062|sister
chromatid
cohesion;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0000118|hi
stone deacetylase
complex;GO:000022
8|nuclear
chromosome;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0005886|plasm
a membrane;

GO:0004407|histone
deacetylase
activity;GO:0030544
|Hsp70 protein
binding;GO:005187
9|Hsp90 protein
binding;GO:004687
2|metal ion
binding;GO:003204
1|NAD-dependent
histone deacetylase
activity (H3-K14
specific);GO:000813
4|transcription
factor binding;

K11405
HDAC8; histone
deacetylase 8
[EC:3.5.1.98]

ENSG00000147130 0 2 1 5 11.5878761 37 21 13 36 -3.279798249 6.32E-06 0.000129008 down yes ZMYM3 protein_coding chrX:71239624-
71255146:-

gi|40788236|dbj|BA
A20839.2| 6570 0 KIAA0385 [Homo

sapiens]
gi|283837893|ref|N
M_001171162.1| 6067 0

Homo sapiens zinc
finger, MYM-type 3
(ZMYM3),
transcript variant 3,
mRNA

Q14202 226 1.00E-66 Zinc finger MYM-
type protein 3 . . . . pfam12012 DUF3504

Domain of
unknown function
(DUF3504). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 156 to 173
amino acids in
length.

GO:0007010|cytosk
eleton
organization;GO:00
07275|multicellular
organismal
development;GO:00
22604|regulation of
cell morphogenesis;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0003677|DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000147133 0 0 0 5 4.207437923 9 11 6 11 -2.487068443 0.01120941 0.03845758 down yes TAF1 protein_coding chrX:71366239-
71532374:+

gi|554503966|ref|NP
_001273003.1| 8274 0

transcription
initiation factor
TFIID subunit 1
isoform 3 [Homo
sapiens]

gi|554503965|ref|N
M_001286074.1| 7722 0

Homo sapiens
TAF1 RNA
polymerase II,
TATA box binding
protein (TBP)-
associated factor,
250kDa (TAF1),
transcript variant 3,
mRNA

O14544 102 2.00E-21 Suppressor of
cytokine signaling 6 SPAC2G11.14 227 1.00E-59 COG5179 pfam12157 DUF3591

Protein of unknown
function
(DUF3591). This
domain is found in
eukaryotes and is
typically between
445 to 462 amino
acids in length.
Most members are
annotated as being
transcription
initiation factor
TFIID subunit 1,
and this region is
the conserved
central portion of
these proteins.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:000695
2|defense
response;GO:00072
59|JAK-STAT
cascade;GO:004642
6|negative
regulation of JAK-
STAT
cascade;GO:000646
9|negative
regulation of
protein kinase
activity;GO:0050868
|negative regulation
of T cell
activation;GO:00104
98|proteasomal
protein catabolic
process;GO:001656
7|protein
ubiquitination;GO:0
040008|regulation of
growth;

GO:0005737|cytopla
sm;GO:0001772|im
munological
synapse;

GO:0004860|protein
kinase inhibitor
activity;

K03125
TAF1; transcription
initiation factor
TFIID subunit 1

ENSG00000147140 8 13 7 25 17.41359617 22 26 25 30 -0.478243803 0.221638689 0.341709382 down no NONO protein_coding chrX:71283192-
71301168:+

gi|74141990|dbj|BA
E41058.1| 1783 0

unnamed protein
product [Mus
musculus]

gi|40226284|gb|BC0
10049.2| 3187 0

Homo sapiens non-
POU domain
containing,
octamer-binding,
mRNA (cDNA
clone
IMAGE:3833574),
with apparent
retained intron

Q5FVM4 136 1.00E-33
Non-POU domain-
containing octamer-
binding protein

. . . . pfam08075 NOPS

NOPS (NUC059)
domain. This
domain is found at
the C-terminus of
NONA and PSP1
proteins adjacent to
1 or 2 pfam00076
domains.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000147162 4 7 7 21 59.32125148 255 127 45 116 -3.353475365 4.55E-09 5.64E-07 down yes OGT protein_coding chrX:71533083-
71575897:+

gi|32307148|ref|NP_
858058.1| 5672 0

UDP-N-
acetylglucosamine--
peptide N-
acetylglucosaminyltr
ansferase 110 kDa
subunit isoform 1
[Homo sapiens]

gi|262231792|ref|N
M_181672.2| 5461 0

Homo sapiens O-
linked N-
acetylglucosamine
(GlcNAc)
transferase (OGT),
transcript variant 1,
mRNA

O15294 2189 0

UDP-N-
acetylglucosamine--
peptide N-
acetylglucosaminyltr
ansferase 110 kDa
subunit

. . . . pfam13844 Glyco_transf_41

Glycosyl transferase
family 41. This
family of
glycosyltransferases
includes O-linked
beta-N-
acetylglucosamine
(O-GlcNAc)
transferase, an
enzyme which
catalyses the
addition of O-
GlcNAc to serine
and threonine
residues. In addition
to its function as an
O-GlcNAc
transferase, human
OGT also appears
to proteolytically
cleave the
epigenetic cell-cycle
regulator HCF-1.

GO:0006915|apopto
tic
process;GO:007130
0|cellular response
to retinoic
acid;GO:0032922|cir
cadian regulation of
gene
expression;GO:0080
182|histone H3-K4
trimethylation;GO:0
043984|histone H4-
K16
acetylation;GO:0043
981|histone H4-K5
acetylation;GO:0043
982|histone H4-K8
acetylation;GO:0031
397|negative
regulation of
protein
ubiquitination;GO:0
048015|phosphatidy
linositol-mediated
signaling;GO:00308
54|positive
regulation of
granulocyte
differentiation;GO:0
061087|positive
regulation of
histone H3-K27
methylation;GO:005
1571|positive
regulation of

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0000123|hi
stone
acetyltransferase
complex;GO:000562
2|intracellular;GO:0
070688|MLL5-L
complex;GO:000563
4|nucleus;GO:00058
86|plasma
membrane;

GO:0003824|catalyti
c
activity;GO:0008047
|enzyme activator
activity;GO:0046972
|histone
acetyltransferase
activity (H4-K16
specific);GO:004399
5|histone
acetyltransferase
activity (H4-K5
specific);GO:004399
6|histone
acetyltransferase
activity (H4-K8
specific);GO:000808
0|N-
acetyltransferase
activity;GO:0005547
|phosphatidylinosito
l-3,4,5-
trisphosphate
binding;GO:001626
2|protein N-
acetylglucosaminyltr
ansferase
activity;GO:0097363
|protein O-GlcNAc
transferase activity;

K09667
OGT; protein O-
GlcNAc transferase
[EC:2.4.1.255]

ENSG00000147164 2 0 1 1 1.186774012 1 2 2 0 0.317509499 0.817399182 0.8775541 up no SNX12 protein_coding chrX:71056332-
71073426:-

gi|403305145|ref|XP
_003943131.1| 963 2.00E-129

PREDICTED:
sorting nexin-12
[Saimiri boliviensis
boliviensis]

gi|371874556|ref|N
M_001256185.1| 2422 0

Homo sapiens
sorting nexin 12
(SNX12), transcript
variant 1, mRNA

O70493 68.6 2.00E-59 Sorting nexin-12 SPBC887.06c 127 2.00E-35 COG5391 pfam00787 PX
PX domain. PX
domains bind to
phosphoinositides.

GO:0006897|endocy
tosis;GO:2000642|ne
gative regulation of
early endosome to
late endosome
transport;GO:00106
29|negative
regulation of gene
expression;GO:0042
177|negative
regulation of
protein catabolic
process;GO:001095
5|negative
regulation of
protein
processing;GO:0051
224|negative
regulation of
protein
transport;GO:00150
31|protein
transport;GO:00301
00|regulation of
endocytosis;GO:001
6050|vesicle
organization;

GO:0005769|early
endosome;GO:0005
768|endosome;GO:0
070062|extracellular
exosome;GO:00198
98|extrinsic
component of
membrane;

GO:0019899|enzym
e
binding;GO:003509
1|phosphatidylinosit
ol binding;

K17918 SNX3_12; sorting
nexin-3/12

ENSG00000147168 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no IL2RG protein_coding chrX:71107404-
71112108:-

gi|4557882|ref|NP_0
00197.1| 1860 0

cytokine receptor
common subunit
gamma precursor
[Homo sapiens]

gi|47939535|gb|BC0
71710.1| 2025 0

Homo sapiens
cDNA clone
IMAGE:5208624,
containing frame-
shift errors

P31785 235 9.00E-69
Cytokine receptor
common subunit
gamma

. . . . pfam09240 IL6Ra-bind

Interleukin-6
receptor alpha
chain, binding.
Members of this
family adopt a
structure consisting
of an
immunoglobulin-
like beta-sandwich,
with seven strands
in two beta-sheets,
in a Greek-key
topology. They are
required for binding
to the cytokine
Interleukin-6.

GO:0006955|immun
e
response;GO:00381
10|interleukin-2-
mediated signaling
pathway;GO:003577
1|interleukin-4-
mediated signaling
pathway;GO:003811
1|interleukin-7-
mediated signaling
pathway;GO:000016
5|MAPK
cascade;GO:000716
5|signal
transduction;GO:00
16032|viral process;

GO:0009897|externa
l side of plasma
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
622|intracellular;GO
:0016020|membrane
;GO:0005886|plasm
a membrane;

GO:0004896|cytokin
e receptor
activity;GO:0019976
|interleukin-2
binding;GO:000508
8|Ras guanyl-
nucleotide exchange
factor activity;

K05070 IL2RG; interleukin
2 receptor gamma

ENSG00000147180 0 0 0 1 0.303661135 0 2 0 0 -0.149877601 0.960961057 NA down no ZNF711 protein_coding chrX:85244032-
85273362:+

gi|530422162|ref|XP
_005262243.1| 4161 0

PREDICTED: zinc
finger protein 711
isoform X3 [Homo
sapiens]

gi|34367276|emb|BX
648117.1| 4832 0

Homo sapiens
mRNA; cDNA
DKFZp686J2232
(from clone
DKFZp686J2232)

Q9Y462 1488 0 Zinc finger protein
711 SPAC144.09c 85.5 1.00E-16 COG5048 pfam04704 Zfx_Zfy_act

Zfx / Zfy
transcription
activation region.
Zfx and Zfy are
transcription factors
implicated in
mammalian sex
determination. This
region is found N
terminal to multiple
copies of a C2H2
Zinc finger
(pfam00096). This
region has been
shown to activate
transcription when
fused to a GAL4
DNA binding
domain.

GO:0045893|positiv
e regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0070062|extrace
llular
exosome;GO:00056
34|nucleus;

GO:0046872|metal
ion
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

. .



ENSG00000147224 0 3 0 0 0.579174904 0 0 1 1 1.006700415 0.654964253 NA up no PRPS1 protein_coding chrX:107628424-
107651026:+

gi|440900332|gb|EL
R51492.1| 1704 0

Ribose-phosphate
pyrophosphokinase
1, partial [Bos
mutus]

gi|164663865|ref|N
M_002764.3| 2073 0

Homo sapiens
phosphoribosyl
pyrophosphate
synthetase 1
(PRPS1), transcript
variant 1, mRNA

P60892 277 3.00E-91
Ribose-phosphate
pyrophosphokinase
1

SPCC1620.06c 187 6.00E-53 COG0462 pfam13793 Pribosyltran_N

N-terminal domain
of ribose phosphate
pyrophosphokinase.
This family is
frequently found N-
terminal to the
Pribosyltran,
pfam00156.

GO:0006015|5-
phosphoribose 1-
diphosphate
biosynthetic
process;GO:000616
7|AMP biosynthetic
process;GO:003110
0|organ
regeneration;GO:00
46101|hypoxanthine
biosynthetic
process;GO:000739
9|nervous system
development;GO:00
09165|nucleotide
biosynthetic
process;GO:001969
3|ribose phosphate
metabolic
process;GO:003441
8|urate biosynthetic
process;

GO:0043234|protein
complex;GO:000218
9|ribose phosphate
diphosphokinase
complex;

GO:0043531|ADP
binding;GO:001620
8|AMP
binding;GO:000552
4|ATP
binding;GO:003024
6|carbohydrate
binding;GO:001900
3|GDP
binding;GO:001630
1|kinase
activity;GO:0000287
|magnesium ion
binding;GO:004280
3|protein
homodimerization
activity;GO:0004749
|ribose phosphate
diphosphokinase
activity;

K00948

PRPS, prsA; ribose-
phosphate
pyrophosphokinase
[EC:2.7.6.1]

ENSG00000147234 0 0 0 2 2.012012722 10 3 1 4 -2.686723368 0.056018136 0.123724535 down no FRMPD3 protein_coding chrX:107522450-
107605251:+

gi|565324143|ref|NP
_115804.1| 8742 0

FERM and PDZ
domain-containing
protein 3 [Homo
sapiens]

gi|565324142|ref|N
M_032428.1| 7304 0

Homo sapiens
FERM and PDZ
domain containing 3
(FRMPD3), mRNA

Q5JV73 298 7.00E-84
FERM and PDZ
domain-containing
protein 3

. . . . pfam00373 FERM_M

FERM central
domain. This
domain is the
central structural
domain of the
FERM domain.

. GO:0005856|cytosk
eleton; . . .

ENSG00000147257 0 1 1 1 1.20547057 3 1 1 3 -0.903736864 0.484264853 0.60743048 down no GPC3 protein_coding chrX:133535745-
133985895:-

gi|257471006|ref|NP
_001158089.1| 3063 0

glypican-3 isoform
1 precursor [Homo
sapiens]

gi|257471005|ref|N
M_001164617.1| 2379 0

Homo sapiens
glypican 3 (GPC3),
transcript variant 1,
mRNA

P51654 469 1.00E-161 Glypican-3 . . . . pfam01153 Glypican Glypican.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0009948|anterior/po
sterior axis
specification;GO:00
10171|body
morphogenesis;GO:
0030282|bone
mineralization;GO:0
001658|branching
involved in ureteric
bud
morphogenesis;GO:
0072203|cell
proliferation
involved in
metanephros
development;GO:00
60976|coronary
vasculature
development;GO:00
35116|embryonic
hindlimb
morphogenesis;GO:
0006024|glycosamin
oglycan biosynthetic
process;GO:000602
7|glycosaminoglyca
n catabolic
process;GO:003020
3|glycosaminoglyca
n metabolic
process;GO:003032
4|lung

GO:0046658|anchor
ed component of
plasma
membrane;GO:0070
062|extracellular
exosome;GO:00056
15|extracellular
space;GO:0005796|
Golgi
lumen;GO:0005887|i
ntegral component
of plasma
membrane;GO:0043
202|lysosomal
lumen;GO:0005886|
plasma
membrane;GO:0005
578|proteinaceous
extracellular matrix;

GO:0043395|hepara
n sulfate
proteoglycan
binding;GO:006042
2|peptidyl-
dipeptidase
inhibitor activity;

K08109 GPC3; glypican 3
(OCI-5)

ENSG00000147274 8 19 7 27 19.56816262 24 34 25 32 -0.445835732 0.250312121 0.375977186 down no RBMX protein_coding chrX:136848004-
136880764:-

gi|795206548|ref|XP
_011804711.1| 1211 3.00E-159

PREDICTED:
uncharacterized
protein
LOC105516979
isoform X2
[Colobus angolensis
palliatus]

gi|34366159|emb|BX
647131.1| 4853 0

Homo sapiens
mRNA; cDNA
DKFZp686M09166
(from clone
DKFZp686M09166)

A5A6M3 165 7.00E-42
RNA-binding motif
protein, X
chromosome

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030073|insulin
secretion;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;GO:0043
235|receptor
complex;

GO:0004930|G-
protein coupled
receptor
activity;GO:0008289
|lipid
binding;GO:003121
0|phosphatidylcholi
ne binding;

K12885

RBMX, HNRNPG;
heterogeneous
nuclear
ribonucleoprotein G

ENSG00000147403 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no RPL10 protein_coding chrX:154389955-
154409168:+

gi|556739248|ref|XP
_005965182.1| 1295 6.00E-175

PREDICTED: 60S
ribosomal protein
L10 isoform X1
[Pantholops
hodgsonii]

gi|426397951|ref|X
M_004065120.1| 2203 0

PREDICTED:
Gorilla gorilla
gorilla ribosomal
protein L10
(RPL10), mRNA

A8D8X1 219 3.00E-66 60S ribosomal
protein L10 SPBC18E5.04 197 5.00E-58 COG0197 pfam00252 Ribosomal_L16 Ribosomal protein

L16p/L10e.

GO:0006308|DNA
catabolic
process;GO:000625
9|DNA metabolic
process;

GO:0005783|endopl
asmic
reticulum;GO:00700
62|extracellular
exosome;GO:00056
34|nucleus;

GO:0004536|deoxyr
ibonuclease
activity;GO:0003677
|DNA
binding;GO:000451
9|endonuclease
activity;

K02866

RP-L10e, RPL10;
large subunit
ribosomal protein
L10e

ENSG00000147416 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ATP6V1B2 protein_coding chr8:20197367-
20226819:+

gi|402877661|ref|XP
_003902538.1| 2796 0

PREDICTED: V-
type proton ATPase
subunit B, brain
isoform [Papio
anubis]

gi|62087191|dbj|AB
208806.1| 6895 0

Homo sapiens
mRNA for ATPase,
H+ transporting,
lysosomal 56/58kD,
V1 subunit B,
isoform 2 variant
protein

P21281 260 1.00E-101
V-type proton
ATPase subunit B,
brain isoform

YBR127c 794 0 COG1156 pfam00006 ATP-synt_ab

ATP synthase
alpha/beta family,
nucleotide-binding
domain. This family
includes the ATP
synthase alpha and
beta subunits, the
ATP synthase
associated with
flagella and the
termination factor
Rho.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0051216|cartilage
development;GO:00
08283|cell
proliferation;GO:00
08037|cell
recognition;GO:003
0206|chondroitin
sulfate biosynthetic
process;GO:005065
0|chondroitin
sulfate proteoglycan
biosynthetic
process;GO:005065
3|chondroitin
sulfate proteoglycan
biosynthetic
process,
polysaccharide
chain biosynthetic
process;GO:005065
1|dermatan sulfate
proteoglycan
biosynthetic
process;GO:000195
8|endochondral
ossification;GO:003
0198|extracellular
matrix
organization;GO:00
15014|heparan
sulfate proteoglycan
biosynthetic

GO:0032580|Golgi
cisterna
membrane;GO:0000
139|Golgi
membrane;GO:0030
173|integral
component of Golgi
membrane;GO:0005
622|intracellular;

GO:0008376|acetylg
alactosaminyltransfe
rase
activity;GO:0047238
|glucuronosyl-N-
acetylgalactosaminyl
-proteoglycan 4-
beta-N-
acetylgalactosaminyl
transferase
activity;GO:0015020
|glucuronosyltransfe
rase
activity;GO:0047237
|glucuronylgalactosy
lproteoglycan 4-
beta-N-
acetylgalactosaminyl
transferase
activity;GO:0046872
|metal ion
binding;GO:000895
5|peptidoglycan
glycosyltransferase
activity;

K02147

ATPeV1B, ATP6B;
V-type H+-
transporting ATPase
subunit B

ENSG00000147421 7 4 4 1 4.113356632 6 3 2 3 0.874372243 0.294808606 0.420948428 up no HMBOX1 protein_coding chr8:28890394-
29064764:+

gi|655604817|ref|XP
_008247291.1| 2065 0

PREDICTED:
homeobox-
containing protein 1
isoform X2
[Oryctolagus
cuniculus]

gi|530388048|ref|X
M_005273637.1| 3425 0

PREDICTED:
Homo sapiens
homeobox
containing 1
(HMBOX1),
transcript variant
X4, mRNA

Q6NT76 181 4.00E-52 Homeobox-
containing protein 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00355
63|positive
regulation of
chromatin
binding;GO:005197
3|positive regulation
of telomerase
activity;GO:0032212
|positive regulation
of telomere
maintenance via
telomerase;GO:0045
893|positive
regulation of
transcription, DNA-
templated;GO:00062
78|RNA-dependent
DNA
replication;GO:0006
351|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0000784|nuc
lear chromosome,
telomeric
region;GO:0005634|
nucleus;

GO:0003691|double
-stranded telomeric
DNA
binding;GO:003240
3|protein complex
binding;GO:004216
2|telomeric DNA
binding;

. .

ENSG00000147475 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no ERLIN2 protein_coding chr8:37736599-
37759101:+

gi|544451657|ref|XP
_005563111.1| 1742 0

PREDICTED: erlin-
2 [Macaca
fascicularis]

gi|375065832|ref|NG
_032059.1| 5189 0

Homo sapiens ER
lipid raft associated
2 (ERLIN2),
RefSeqGene on
chromosome 8

Q5R7C5 258 8.00E-79 Erlin-2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0008203|cholest
erol metabolic
process;GO:003043
3|ER-associated
ubiquitin-dependent
protein catabolic
process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000147488 0 0 1 2 0.589585135 1 0 0 1 1.034094969 0.596417183 NA up no ST18 protein_coding chr8:52110839-
52460959:-

gi|7662168|ref|NP_0
55497.1| 5319 0

suppression of
tumorigenicity 18
protein [Homo
sapiens]

gi|197209862|ref|N
M_014682.2| 6187 0

Homo sapiens
suppression of
tumorigenicity 18,
zinc finger (ST18),
mRNA

O60284 1998 0
Suppression of
tumorigenicity 18
protein

. . . . pfam08474 MYT1

Myelin transcription
factor 1. This
domain is found in
the myelin
transcription factor
1 (MYT1) of
chordates. MYT1
contains C2HC zinc
finger domains
(pfam01530) and is
expressed in
developing neurons
of the central
nervous system
where it is involved
in the selection of
neuronal precursor
cells.

GO:0042744|hydrog
en peroxide
catabolic
process;GO:005511
4|oxidation-
reduction
process;GO:000697
9|response to
oxidative stress;

GO:0005737|cytopla
sm;GO:0005615|extr
acellular space;

GO:0004519|endon
uclease
activity;GO:0020037
|heme
binding;GO:004687
2|metal ion
binding;GO:000460
1|peroxidase
activity;

. .

ENSG00000147533 0 0 0 2 0.214828572 0 0 0 0 1.853998285 0.598914908 NA up no GOLGA7 protein_coding chr8:41490396-
41510980:+

gi|555975831|ref|XP
_005899896.1| 754 4.00E-98

PREDICTED:
golgin subfamily A
member 7 isoform
X1 [Bos mutus]

gi|50541945|ref|NM
_001002296.1| 2027 0

Homo sapiens
golgin A7
(GOLGA7),
transcript variant 2,
mRNA

Q7Z5G4 284 1.00E-90 Golgin subfamily A
member 7 . . . . pfam10256 Erf4

Golgin subfamily A
member 7/ERF4
family. This family
of proteins includes
Golgin subfamily A
member 7 proteins
as well as Ras
modification protein
ERF4.

GO:0043001|Golgi
to plasma
membrane protein
transport;GO:00182
30|peptidyl-L-
cysteine S-
palmitoylation;GO:0
050821|protein
stabilization;GO:000
6612|protein
targeting to
membrane;

GO:0070062|extrace
llular
exosome;GO:00057
95|Golgi
stack;GO:0031228|i
ntrinsic component
of Golgi
membrane;GO:0002
178|palmitoyltransfe
rase complex;

. . .



ENSG00000147548 0 0 0 1 1.101935303 3 5 1 1 -2.471291712 0.10660732 0.194401583 down no NSD3 protein_coding chr8:38269697-
38382272:-

gi|13699811|ref|NP_
075447.1| 7447 0

histone-lysine N-
methyltransferase
NSD3 isoform long
[Homo sapiens]

gi|530387864|ref|X
M_005273548.1| 7500 0

PREDICTED:
Homo sapiens
Wolf-Hirschhorn
syndrome candidate
1-like 1
(WHSC1L1),
transcript variant
X5, mRNA

Q9BZ95 2875 0
Histone-lysine N-
methyltransferase
NSD3

YJL168c 152 3.00E-36 COG2940 pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0016571|histone
methylation;GO:000
6355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005694|chrom
osome;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0018024|histone
-lysine N-
methyltransferase
activity;GO:0008270
|zinc ion binding;

K11425

WHSC1L1, NSD3;
histone-lysine N-
methyltransferase
NSD3 [EC:2.1.1.43]

ENSG00000147649 7 2 6 12 11.39192432 28 15 14 17 -0.911672275 0.095967767 0.178755412 down no MTDH protein_coding chr8:97644179-
97728770:+

gi|223555917|ref|NP
_848927.2| 2377 0 protein LYRIC

[Homo sapiens]
gi|223555916|ref|N
M_178812.3| 6177 0

Homo sapiens
metadherin
(MTDH), mRNA

Q86UE4 241 2.00E-74 Protein LYRIC . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0070830|bicellul
ar tight junction
assembly;GO:00316
63|lipopolysacchari
de-mediated
signaling
pathway;GO:004306
6|negative
regulation of
apoptotic
process;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00457
66|positive
regulation of
angiogenesis;GO:00
10508|positive
regulation of
autophagy;GO:0043
123|positive
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00510
92|positive
regulation of NF-
kappaB
transcription factor
activity;GO:0051897
|positive regulation
of protein kinase B
signaling;

GO:0016324|apical
plasma
membrane;GO:0005
923|bicellular tight
junction;GO:000573
7|cytoplasm;GO:000
5783|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0046
581|intercellular
canaliculus;GO:001
6604|nuclear
body;GO:0031965|n
uclear
membrane;GO:0005
730|nucleolus;GO:0
005634|nucleus;GO:
0048471|perinuclear
region of cytoplasm;

GO:0003725|double
-stranded RNA
binding;GO:005105
9|NF-kappaB
binding;GO:004482
2|poly(A) RNA
binding;GO:000108
5|RNA polymerase
II transcription
factor
binding;GO:000371
3|transcription
coactivator activity;

. .

ENSG00000147655 0 0 0 0 0.402807262 0 2 2 0 -1.885560852 0.493784587 NA down no RSPO2 protein_coding chr8:107899316-
108083648:-

gi|655690426|ref|XP
_002710777.2| 1326 2.00E-169

PREDICTED: R-
spondin-2 isoform
X1 [Oryctolagus
cuniculus]

gi|222446610|ref|N
M_178565.4| 3111 0

Homo sapiens R-
spondin 2 (RSPO2),
transcript variant 1,
mRNA

Q6UXX9 252 5.00E-83 R-spondin-2 . . . . pfam03302 VSP
Giardia variant-
specific surface
protein.

GO:0030282|bone
mineralization;GO:0
071542|dopaminergi
c neuron
differentiation;GO:0
035115|embryonic
forelimb
morphogenesis;GO:
0035116|embryonic
hindlimb
morphogenesis;GO:
0060441|epithelial
tube branching
involved in lung
morphogenesis;GO:
0060437|lung
growth;GO:0042489
|negative regulation
of odontogenesis of
dentin-containing
tooth;GO:0001649|o
steoblast
differentiation;GO:0
090263|positive
regulation of
canonical Wnt
signaling
pathway;GO:003017
7|positive regulation
of Wnt signaling
pathway;GO:006053
5|trachea cartilage
morphogenesis;GO:
0016055|Wnt
signaling pathway;

GO:0009986|cell
surface;GO:0005576
|extracellular region;

GO:0008201|hepari
n
binding;GO:000510
2|receptor binding;

. .

ENSG00000147677 0 0 0 0 0.299527055 0 2 1 0 -1.459958291 0.628302388 NA down no EIF3H protein_coding chr8:116642130-
116766925:-

gi|297683508|ref|XP
_002819420.1| 1616 0

PREDICTED:
eukaryotic
translation initiation
factor 3 subunit H
isoform X1 [Pongo
abelii]

gi|17530771|gb|AC0
23520.7| 2977 0

Homo sapiens,
clone RP11-16M22,
complete sequence

O15372 377 6.00E-129
Eukaryotic
translation initiation
factor 3 subunit H

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000480|endon
ucleolytic cleavage
in 5'-ETS of
tricistronic rRNA
transcript (SSU-
rRNA, 5.8S rRNA,
LSU-
rRNA);GO:0000462|
maturation of SSU-
rRNA from
tricistronic rRNA
transcript (SSU-
rRNA, 5.8S rRNA,
LSU-rRNA);

GO:0005730|nucleol
us;GO:0032040|smal
l-subunit
processome;

GO:0044822|poly(A
) RNA
binding;GO:007018
1|small ribosomal
subunit rRNA
binding;

K03247
EIF3H; translation
initiation factor 3
subunit H

ENSG00000147852 1 2 0 8 5.191587355 9 9 9 12 -1.40934109 0.059584858 0.128816081 down no VLDLR protein_coding chr9:2621834-
2660053:+

gi|65301167|ref|NP_
003374.3| 4434 0

very low-density
lipoprotein receptor
isoform a precursor
[Homo sapiens]

gi|15147693|emb|AL
450467.8| 6221 0

Human DNA
sequence from
clone RP11-320E16
on chromosome 9,
complete sequence

P98155 1712 0 Very low-density
lipoprotein receptor . . . . pfam00057 Ldl_recept_a

Low-density
lipoprotein receptor
domain class A.

GO:0008203|cholest
erol metabolic
process;GO:004881
3|dendrite
morphogenesis;GO:
0034436|glycoprotei
n
transport;GO:00068
69|lipid
transport;GO:00076
13|memory;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00073
99|nervous system
development;GO:19
00006|positive
regulation of
dendrite
development;GO:00
45860|positive
regulation of
protein kinase
activity;GO:0006898
|receptor-mediated
endocytosis;GO:003
8026|reelin-
mediated signaling
pathway;GO:000716
5|signal
transduction;GO:00
21517|ventral spinal
cord

GO:0005905|coated
pit;GO:0016021|inte
gral component of
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;GO:0043
235|receptor
complex;GO:003436
1|very-low-density
lipoprotein particle;

GO:0034185|apolip
oprotein
binding;GO:000550
9|calcium ion
binding;GO:004830
6|calcium-
dependent protein
binding;GO:000194
8|glycoprotein
binding;GO:003443
7|glycoprotein
transporter
activity;GO:0005041
|low-density
lipoprotein receptor
activity;GO:0038025
|reelin receptor
activity;GO:0034189
|very-low-density
lipoprotein particle
binding;GO:003022
9|very-low-density
lipoprotein particle
receptor activity;

. .

ENSG00000147854 0 1 0 4 1.564561412 5 3 2 0 -0.680058263 0.618309058 0.728212025 down no UHRF2 protein_coding chr9:6413151-
6507054:+

gi|23312364|ref|NP_
690856.1| 4166 0

E3 ubiquitin-protein
ligase UHRF2
[Homo sapiens]

gi|378744176|ref|NR
_046386.1| 3723 0

Homo sapiens
ubiquitin-like with
PHD and ring finger
domains 2, E3
ubiquitin protein
ligase (UHRF2),
transcript variant 2,
non-coding RNA

Q7TMI3 56.6 1.00E-30 E3 ubiquitin-protein
ligase UHRF2 DR1533 86.3 3.00E-17 COG3440 pfam02182 SAD_SRA

SAD/SRA domain.
The domain goes by
several names
including SAD,
SRA and YDG. It
adopts a beta barrel,
modified PUA-like,
fold that is widely
present in
eukaryotic
chromatin proteins
and in bacteria.
Versions of this
domain are known
to bind hemi-
methylated CpG
dinucleotides and
also other 5mC
containing
dinucleotides. The
domain binds DNA
by flipping out the
methylated cytosine
base from the DNA
double helix.The
conserved tyrosine
and aspartate
residues and a
glycine rich patch
are critical for
recognition of the
flipped out base.
Mammalian UHRF1
that contains this
domain plays an

GO:0007049|cell
cycle;GO:0030154|c
ell
differentiation;GO:0
008283|cell
proliferation;GO:00
10216|maintenance
of DNA
methylation;GO:007
1158|positive
regulation of cell
cycle
arrest;GO:0051865|p
rotein
autoubiquitination;
GO:0016567|protein
ubiquitination;GO:0
051726|regulation of
cell
cycle;GO:0090308|r
egulation of
methylation-
dependent
chromatin silencing;

GO:0005720|nuclear
heterochromatin;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;

GO:0003677|DNA
binding;GO:004239
3|histone
binding;GO:001687
4|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K15713

UHRF2, NIRF; E3
ubiquitin-protein
ligase UHRF2
[EC:2.3.2.27]

ENSG00000147862 62 84 50 53 53.07385401 28 40 46 42 1.259620299 0.000159537 0.001513423 up yes NFIB protein_coding chr9:14081843-
14398983:-

gi|530389919|ref|XP
_005251526.1| 2857 0

PREDICTED:
nuclear factor 1 B-
type isoform X4
[Homo sapiens]

gi|299758477|ref|N
M_005596.3| 8198 0

Homo sapiens
nuclear factor I/B
(NFIB), transcript
variant 3, mRNA

O00712 238 1.00E-73 Nuclear factor 1 B-
type . . . . pfam00859 CTF_NFI

CTF/NF-I family
transcription
modulation region.

. GO:0005737|cytopla
sm;

GO:0016279|protein
-lysine N-
methyltransferase
activity;

K09169 NFIB; nuclear factor
I/B



ENSG00000148123 0 0 0 1 0.816078929 4 0 2 1 -1.976018784 0.267379645 NA down no PLPPR1 protein_coding chr9:101028709-
101325135:+

gi|46877064|ref|NP_
060223.2| 1730 0

lipid phosphate
phosphatase-related
protein type 1
[Homo sapiens]

gi|46877065|ref|NM
_207299.1| 2455 0

Homo sapiens lipid
phosphate
phosphatase-related
protein type 1
(LPPR1), transcript
variant 1, mRNA

Q8TBJ4 213 4.00E-67
Phospholipid
phosphatase-related
protein type 1

. . . . pfam01569 PAP2

PAP2 superfamily.
This family includes
the enzyme type 2
phosphatidic acid
phosphatase
(PAP2), Glucose-6-
phosphatase
EC:3.1.3.9,
Phosphatidylglycero
phosphatase B
EC:3.1.3.27 and
bacterial acid
phosphatase
EC:3.1.3.2. The
family also includes
a variety of
haloperoxidases that
function by
oxidizing halides in
the presence of
hydrogen peroxide
to form the
corresponding
hypohalous acids.

GO:0007399|nervou
s system
development;GO:00
46839|phospholipid
dephosphorylation;
GO:0006644|phosph
olipid metabolic
process;GO:000716
5|signal
transduction;

GO:0005887|integral
component of
plasma membrane;

GO:0042577|lipid
phosphatase
activity;

K19581

LPPR1_2_5; lipid
phosphate
phosphatase-related
protein type 1/2/5

ENSG00000148143 9 10 6 8 7.998148176 9 8 10 3 0.697594067 0.214279366 0.333266592 up no ZNF462 protein_coding chr9:106863097-
107013634:+

gi|114431236|ref|NP
_067047.4| 12348 0 zinc finger protein

462 [Homo sapiens]
gi|544493032|ref|X
M_005581127.1| 9779 0

PREDICTED:
Macaca fascicularis
zinc finger protein
462 (ZNF462),
transcript variant
X2, mRNA

Q96JM2 217 2.00E-62 Zinc finger protein
462 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006325|chrom
atin
organization;GO:00
43392|negative
regulation of DNA
binding;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000148187 0 1 0 1 0.6330514 1 1 1 1 -0.487678566 0.762565535 NA down no MRRF protein_coding chr9:122264603-
122331343:+

gi|119607926|gb|EA
W87520.1| 1613 0

mitochondrial
ribosome recycling
factor, isoform
CRA_a [Homo
sapiens]

gi|11042769|emb|AL
162424.20| 8807 0

Human DNA
sequence from
clone RP11-498E2
on chromosome 9,
complete sequence

Q96E11 298 4.00E-99
Ribosome-recycling
factor,
mitochondrial

AGc2546 99 1.00E-22 COG0233 pfam01765 RRF

Ribosome recycling
factor. The
ribosome recycling
factor (RRF /
ribosome release
factor) dissociates
the ribosome from
the mRNA after
termination of
translation, and is
essential bacterial
growth. Thus
ribosomes are
"recycled" and
ready for another
round of protein
synthesis.

GO:0070126|mitoch
ondrial translational
termination;GO:003
2790|ribosome
disassembly;

GO:0005759|mitoch
ondrial
matrix;GO:0005739|
mitochondrion;

GO:0043023|riboso
mal large subunit
binding;

K02838
frr, MRRF, RRF;
ribosome recycling
factor

ENSG00000148229 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no POLE3 protein_coding chr9:113407235-
113410672:-

gi|471363279|ref|XP
_004372197.1| 479 4.00E-53

PREDICTED: DNA
polymerase epsilon
subunit 3
[Trichechus
manatus latirostris]

gi|21751533|dbj|AK
092840.1| 2387 0

Homo sapiens
cDNA FLJ35521 fis,
clone
SPLEN2001278,
highly similar to
Homo sapiens
CHRAC17
(CHRAC17) mRNA

Q5R4W3 188 2.00E-54 DNA polymerase
epsilon subunit 3 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0043966|histone
H3 acetylation;

GO:0005671|Ada2/
Gcn5/Ada3
transcription
activator
complex;GO:000862
2|epsilon DNA
polymerase
complex;

GO:0003677|DNA
binding;GO:000388
7|DNA-directed
DNA polymerase
activity;

K02326

POLE3; DNA
polymerase epsilon
subunit 3
[EC:2.7.7.7]

ENSG00000148408 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no CACNA1B protein_coding chr9:137877789-
138124624:+

gi|767958227|ref|XP
_011517296.1| 10568 0

PREDICTED:
voltage-dependent
N-type calcium
channel subunit
alpha-1B isoform
X5 [Homo sapiens]

gi|345091031|ref|N
M_000718.3| 9790 0

Homo sapiens
calcium channel,
voltage-dependent,
N type, alpha 1B
subunit
(CACNA1B),
transcript variant 1,
mRNA

Q00975 201 4.00E-50

Voltage-dependent
N-type calcium
channel subunit
alpha-1B

. . . . pfam00520 Ion_trans

Ion transport
protein. This family
contains Sodium,
Potassium, Calcium
ion channels. This
family is 6
transmembrane
helices in which the
last two helices
flank a loop which
determines ion
selectivity. In some
sub-families (e.g.
Na channels) the
domain is repeated
four times, whereas
in others (e.g. K
channels) the
protein forms as a
tetramer in the
membrane. A
bacterial structure
of the protein is
known for the last
two helices but is
not the Pfam family
due to it lacking the
first four helices

GO:0007268|synapti
c
transmission;GO:00
07626|locomotory
behavior;GO:00518
99|membrane
depolarization;GO:0
086010|membrane
depolarization
during action
potential;GO:000726
9|neurotransmitter
secretion;GO:00082
17|regulation of
blood
pressure;GO:005192
4|regulation of
calcium ion
transport;GO:00080
16|regulation of
heart
contraction;GO:004
8265|response to
pain;GO:0006810|tra
nsport;

GO:0030425|dendrit
e;GO:0043025|neuro
nal cell
body;GO:0005886|p
lasma
membrane;GO:0098
793|presynapse;GO:
0005891|voltage-
gated calcium
channel complex;

GO:0005524|ATP
binding;GO:000526
2|calcium channel
activity;GO:0005509
|calcium ion
binding;GO:000833
1|high voltage-gated
calcium channel
activity;GO:0008022
|protein C-terminus
binding;GO:000524
5|voltage-gated
calcium channel
activity;

K04849

CACNA1B; voltage-
dependent calcium
channel N type
alpha-1B

ENSG00000148481 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no MINDY3 protein_coding chr10:15778170-
15860520:-

gi|13376431|ref|NP_
079224.1| 2293 0 protein FAM188A

[Homo sapiens]
gi|10435401|dbj|AK
023459.1| 2378 0

Homo sapiens
cDNA FLJ13397 fis,
clone
PLACE1001351

Q4R528 248 0
Ubiquitin carboxyl-
terminal hydrolase
FAM188A

. . . . pfam13898 DUF4205

Domain of
unknown function
(DUF4205). The
proteins in this
family are
uncharacterized but
often named
FAM188B.

GO:0006915|apopto
tic process;

GO:0005634|nucleu
s;

GO:0036459|ubiquit
inyl hydrolase
activity;

. .

ENSG00000148498 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no PARD3 protein_coding chr10:34109560-
34815325:-

gi|21361831|ref|NP_
062565.2| 6036 0

partitioning
defective 3 homolog
isoform 1 [Homo
sapiens]

gi|296278254|ref|N
M_019619.3| 6002 0

Homo sapiens par-3
family cell polarity
regulator (PARD3),
transcript variant 1,
mRNA

Q8TEW0 2329 0 Partitioning
defective 3 homolog . . . . pfam12053 DUF3534

Domain of
unknown function
(DUF3534). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is about 150
amino acids in
length. This domain
is found associated
with pfam00595.
This domain has a
conserved GILD
sequence motif.

GO:0008356|asymm
etric cell
division;GO:000740
9|axonogenesis;GO:
0070830|bicellular
tight junction
assembly;GO:00070
49|cell
cycle;GO:0090162|e
stablishment of
epithelial cell
polarity;GO:000716
3|establishment or
maintenance of cell
polarity;GO:002201
1|myelination in
peripheral nervous
system;GO:0010801|
negative regulation
of peptidyl-
threonine
phosphorylation;GO
:0031643|positive
regulation of
myelination;GO:000
6461|protein
complex
assembly;GO:00072
05|protein kinase C-
activating G-protein
coupled receptor
signaling
pathway;GO:000661
2|protein targeting
to

GO:0044295|axonal
growth
cone;GO:0005923|bi
cellular tight
junction;GO:000593
8|cell
cortex;GO:0030054|
cell
junction;GO:000591
1|cell-cell
junction;GO:000585
6|cytoskeleton;GO:0
005829|cytosol;GO:
0012505|endomemb
rane
system;GO:0033269|
internode region of
axon;GO:0043025|n
euronal cell
body;GO:0005886|p
lasma
membrane;GO:0043
234|protein
complex;

GO:0005547|phosph
atidylinositol-3,4,5-
trisphosphate
binding;GO:003226
6|phosphatidylinosit
ol-3-phosphate
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;

K04237 PARD3; partitioning
defective protein 3

ENSG00000148516 38 38 27 31 31.25588535 25 28 28 27 0.902606295 0.008553005 0.032348621 up no ZEB1 protein_coding chr10:31318495-
31529814:+

gi|291575192|ref|NP
_001167567.1| 4910 0

zinc finger E-box-
binding homeobox
1 isoform f [Homo
sapiens]

gi|291575183|ref|N
M_001128128.2| 6267 0

Homo sapiens zinc
finger E-box
binding homeobox
1 (ZEB1), transcript
variant 1, mRNA

P37275 1742 0
Zinc finger E-box-
binding homeobox
1

. . . . pfam13465 zf-H2C2_2 Zinc-finger double
domain.

GO:0051216|cartilag
e
development;GO:00
08283|cell
proliferation;GO:00
71230|cellular
response to amino
acid
stimulus;GO:000741
7|central nervous
system
development;GO:00
90103|cochlea
morphogenesis;GO:
0048596|embryonic
camera-type eye
morphogenesis;GO:
0048704|embryonic
skeletal system
morphogenesis;GO:
0006955|immune
response;GO:00082
85|negative
regulation of cell
proliferation;GO:00
30857|negative
regulation of
epithelial cell
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0005
667|transcription
factor complex;

GO:0003682|chrom
atin
binding;GO:007088
8|E-box
binding;GO:000371
3|transcription
coactivator
activity;GO:0003714
|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;GO:000827
0|zinc ion binding;

K09299
ZEB1_2; zinc finger
homeobox protein
1/2

ENSG00000148634 1 1 0 1 2.94484806 6 6 9 4 -2.541675961 0.016460639 0.051363741 down no HERC4 protein_coding chr10:67921899-
68075348:-

gi|63025188|ref|NP_
071362.1| 5389 0

probable E3
ubiquitin-protein
ligase HERC4
isoform a [Homo
sapiens]

gi|31873634|emb|BX
537563.1| 6315 0

Homo sapiens
mRNA; cDNA
DKFZp686D016
(from clone
DKFZp686D016)

Q5GLZ8 2077 0
Probable E3
ubiquitin-protein
ligase HERC4

SPBP8B7.27 237 6.00E-64 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0030154|cell
differentiation;GO:0
042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:000728
3|spermatogenesis;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0004842|ubiquit
in-protein
transferase activity;

K10615

HERC4; E3
ubiquitin-protein
ligase HERC4
[EC:2.3.2.26]



ENSG00000148660 1 14 2 68 116.9771069 364 294 164 256 -3.442896963 8.29E-06 0.000163548 down yes CAMK2G protein_coding chr10:73812501-
73874591:-

gi|26667203|ref|NP_
751911.1| 2984 0

calcium/calmodulin-
dependent protein
kinase type II
subunit gamma
isoform 1 [Homo
sapiens]

gi|325197150|ref|N
M_172171.2| 3818 0

Homo sapiens
calcium/calmodulin-
dependent protein
kinase II gamma
(CAMK2G),
transcript variant 1,
mRNA

P11730 387 5.00E-131

Calcium/calmodulin
-dependent protein
kinase type II
subunit gamma

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006816|calciu
m ion
transport;GO:00301
54|cell
differentiation;GO:0
000082|G1/S
transition of mitotic
cell
cycle;GO:0030073|i
nsulin
secretion;GO:00603
33|interferon-
gamma-mediated
signaling
pathway;GO:000016
5|MAPK
cascade;GO:000739
9|nervous system
development;GO:00
46777|protein
autophosphorylatio
n;GO:0051259|prote
in
oligomerization;GO:
0051924|regulation
of calcium ion
transport;GO:19000
34|regulation of
cellular response to
heat;GO:1901897|re
gulation of
relaxation of cardiac
muscle;GO:0014733
|regulation of
skeletal muscle

GO:0005829|cytosol
;GO:0030666|endoc
ytic vesicle
membrane;GO:0016
020|membrane;GO:
0005654|nucleoplas
m;GO:0005886|plas
ma
membrane;GO:0033
017|sarcoplasmic
reticulum
membrane;

GO:0005524|ATP
binding;GO:000472
3|calcium-
dependent protein
serine/threonine
phosphatase
activity;GO:0005516
|calmodulin
binding;GO:000468
3|calmodulin-
dependent protein
kinase
activity;GO:0042803
|protein
homodimerization
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor activity;

K04515

CAMK2;
calcium/calmodulin-
dependent protein
kinase (CaM kinase)
II [EC:2.7.11.17]

ENSG00000148672 0 3 0 1 1.297514317 2 1 4 1 -0.581516047 0.660040195 0.759393521 down no GLUD1 protein_coding chr10:87050486-
87094866:-

gi|297714329|ref|XP
_002833606.1| 2733 0

PREDICTED:
glutamate
dehydrogenase 1,
mitochondrial
[Pongo abelii]

gi|260064010|ref|N
M_005271.3| 3039 0

Homo sapiens
glutamate
dehydrogenase 1
(GLUD1), mRNA

P00367 1056 0
Glutamate
dehydrogenase 1,
mitochondrial

TM1015 321 3.00E-98 COG0334 pfam00208 ELFV_dehydrog
Glutamate/Leucine/
Phenylalanine/Valin
e dehydrogenase.

GO:0008652|cellular
amino acid
biosynthetic
process;GO:000653
7|glutamate
biosynthetic
process;GO:000653
8|glutamate
catabolic
process;GO:000654
1|glutamine
metabolic
process;GO:003202
4|positive regulation
of insulin
secretion;GO:00217
62|substantia nigra
development;GO:00
72350|tricarboxylic
acid metabolic
process;

GO:0005737|cytopla
sm;GO:0005759|mit
ochondrial
matrix;GO:0005739|
mitochondrion;

GO:0043531|ADP
binding;GO:000552
4|ATP
binding;GO:000435
2|glutamate
dehydrogenase
(NAD+)
activity;GO:0004353
|glutamate
dehydrogenase
[NAD(P)+]
activity;GO:0005525
|GTP
binding;GO:004280
2|identical protein
binding;GO:007072
8|leucine
binding;GO:007040
3|NAD+ binding;

K00261

GLUD1_2, gdhA;
glutamate
dehydrogenase
(NAD(P)+)
[EC:1.4.1.3]

ENSG00000148737 0 1 0 1 0.33726537 0 0 1 0 1.21140752 0.62178119 NA up no TCF7L2 protein_coding chr10:112950250-
113167678:+

gi|795508511|ref|XP
_011898313.1| 2284 0

PREDICTED:
transcription factor
7-like 2 isoform
X12 [Cercocebus
atys]

gi|530394210|ref|X
M_005270084.1| 4073 0

PREDICTED:
Homo sapiens
transcription factor
7-like 2 (T-cell
specific, HMG-box)
(TCF7L2),
transcript variant
X13, mRNA

Q00417 177 9.00E-50 Transcription factor
7 . . . . pfam08347 CTNNB1_binding

N-terminal
CTNNB1 binding.
This region tends to
appear at the N-
terminus of proteins
also containing
DNA-binding HMG
(high mobility
group) boxes
(pfam00505) and
appears to bind the
armadillo repeat of
CTNNB1 (beta-
catenin), forming a
stable complex.
Signaling by Wnt
through TCF/LCF is
involved in
developmental
patterning,
induction of neural
tissues, cell fate
decisions and stem
cell differentiation.
Isoforms of HMG
T-cell factors
lacking the N-
terminal CTNNB1-
binding domain
cannot fulfill their
role as
transcriptional
activators in T-cell
differentiation.

GO:0046632|alpha-
beta T cell
differentiation;GO:0
044336|canonical
Wnt signaling
pathway involved in
negative regulation
of apoptotic
process;GO:007135
3|cellular response
to interleukin-
4;GO:0048557|embr
yonic digestive tract
morphogenesis;GO:
0030538|embryonic
genitalia
morphogenesis;GO:
0048619|embryonic
hindgut
morphogenesis;GO:
0000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00219
15|neural tube
development;GO:00
42127|regulation of
cell
proliferation;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00331
53|T cell receptor
V(D)J

GO:0005719|nuclear
euchromatin;GO:00
05634|nucleus;GO:0
005667|transcription
factor complex;

GO:0008013|beta-
catenin
binding;GO:000104
7|core promoter
binding;GO:000367
7|DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K02620 TCF7; transcription
factor 7

ENSG00000148798 0 0 0 5 3.134813843 6 8 7 5 -2.00548594 0.056091168 0.123728421 down no INA protein_coding chr10:103277163-
103290351:+

gi|14249342|ref|NP_
116116.1| 1843 0 alpha-internexin

[Homo sapiens]
gi|197304748|ref|N
M_032727.3| 3231 0

Homo sapiens
internexin neuronal
intermediate
filament protein,
alpha (INA), mRNA

Q16352 714 0 Alpha-internexin . . . . pfam00038 Filament Intermediate
filament protein.

GO:0030154|cell
differentiation;GO:0
060052|neurofilame
nt cytoskeleton
organization;GO:00
21762|substantia
nigra development;

GO:0036464|cytopla
smic
ribonucleoprotein
granule;GO:0005615
|extracellular
space;GO:0045111|i
ntermediate filament
cytoskeleton;GO:00
43209|myelin
sheath;GO:0005883|
neurofilament;GO:0
031965|nuclear
membrane;GO:0005
654|nucleoplasm;

GO:0005200|structu
ral constituent of
cytoskeleton;

K07608

NF66, INA;
internexin neuronal
intermediate
filament protein,
alpha

ENSG00000148835 1 2 2 0 1.415686327 0 2 4 0 0.358251608 0.804194826 0.867670739 up no TAF5 protein_coding chr10:103367967-
103389065:+

gi|62898962|dbj|BA
D97335.1| 3311 0

Transcription
initiation factor
TFIID subunit 5
variant [Homo
sapiens]

gi|50363367|ref|NM
_006951.3| 3268 0

Homo sapiens
TAF5 RNA
polymerase II,
TATA box binding
protein (TBP)-
associated factor,
100kDa (TAF5),
mRNA

Q15542 1274 0
Transcription
initiation factor
TFIID subunit 5

. . . . pfam04494 TFIID_90kDa

WD40 associated
region in TFIID
subunit. This
region, possibly a
domain is found in
subunits of
transcription factor
TFIID. The
function of this
region is unknown.

GO:0006325|chrom
atin
organization;GO:00
06352|DNA-
templated
transcription,
initiation;GO:00165
73|histone
acetylation;GO:1901
796|regulation of
signal transduction
by p53 class
mediator;GO:00427
95|snRNA
transcription from
RNA polymerase II
promoter;GO:00063
68|transcription
elongation from
RNA polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;GO:00160
32|viral process;

GO:0015629|actin
cytoskeleton;GO:00
43231|intracellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0005669|transcrip
tion factor TFIID
complex;GO:003327
6|transcription
factor TFTC
complex;

GO:0046983|protein
dimerization
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K03130
TAF5; transcription
initiation factor
TFIID subunit 5

ENSG00000148842 0 0 0 0 0.7959489 5 0 0 3 -2.870590001 0.222577296 NA down no CNNM2 protein_coding chr10:102918293-
103090221:+

gi|40068053|ref|NP_
060119.3| 4029 0

metal transporter
CNNM2 isoform 1
[Homo sapiens]

gi|16501097|emb|AL
139817.9| 13253 0

Human DNA
sequence from
clone RP11-30H12
on chromosome 10,
complete sequence

Q9H8M5 897 0 Metal transporter
CNNM2 YOL060c_1 203 1.00E-54 COG1253 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0010960|magne
sium ion
homeostasis;GO:001
5693|magnesium
ion transport;

GO:0016323|basolat
eral plasma
membrane;GO:0016
021|integral
component of
membrane;

GO:0005524|ATP
binding;GO:001509
5|magnesium ion
transmembrane
transporter activity;

K16302 CNNM; metal
transporter CNNM

ENSG00000148925 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no BTBD10 protein_coding chr11:13388001-
13463297:-

gi|207080168|ref|NP
_001128789.1| 2213 0

DKFZP459H1039
protein [Pongo
abelii]

gi|300701071|gb|AF
329102.2| 2497 0

Homo sapiens
GMRP1 mRNA,
complete cds

Q5R585 135 4.00E-36
BTB/POZ domain-
containing protein
10

. . . . pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:1901215|negativ
e regulation of
neuron
death;GO:0042327|p
ositive regulation of
phosphorylation;GO
:0044342|type B
pancreatic cell
proliferation;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. K10482
BTBD10; BTB/POZ
domain-containing
protein 10

ENSG00000148948 1 1 11 13 9.368842222 16 13 15 13 -0.627079191 0.362309489 0.494472699 down no LRRC4C protein_coding chr11:40114203-
41459773:-

gi|51317373|ref|NP_
065980.1| 3333 0

leucine-rich repeat-
containing protein
4C precursor
[Homo sapiens]

gi|10047234|dbj|AB
046800.1| 4048 0

Homo sapiens
mRNA for
KIAA1580 protein,
partial cds

Q9HCJ2 56.6 2.00E-08
Leucine-rich repeat-
containing protein
4C

SPy1798 76.3 6.00E-13 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:004642
6|negative
regulation of JAK-
STAT
cascade;GO:000646
9|negative
regulation of
protein kinase
activity;GO:0050770
|regulation of
axonogenesis;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5615|extracellular
space;GO:0016021|i
ntegral component
of
membrane;GO:0016
020|membrane;GO:
0045211|postsynapti
c membrane;

GO:0004860|protein
kinase inhibitor
activity;

K07523 LRRC4C, NGL1;
netrin-G1 ligand

ENSG00000148950 1 1 0 0 0.427040401 1 0 0 0 1.332777116 0.568616947 NA up no IMMP1L protein_coding chr11:31432401-
31509645:-

gi|694943976|ref|XP
_009458451.1| 951 5.00E-128

PREDICTED:
mitochondrial inner
membrane protease
subunit 1 isoform
X1 [Pan
troglodytes]

gi|164696947|dbj|A
K311611.1| 1067 0 Homo sapiens

cDNA, FLJ18653 Q8N2A0 66.6 5.00E-26

Putative
uncharacterized
protein encoded by
LINC00269

SPBC2D10.07c 64.3 1.00E-12 COG0681 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:004642
6|negative
regulation of JAK-
STAT
cascade;GO:000646
9|negative
regulation of
protein kinase
activity;GO:0050770
|regulation of
axonogenesis;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5615|extracellular
space;GO:0016021|i
ntegral component
of
membrane;GO:0016
020|membrane;GO:
0045211|postsynapti
c membrane;

GO:0004860|protein
kinase inhibitor
activity;

K09647

IMP1;
mitochondrial inner
membrane protease
subunit 1
[EC:3.4.21.-]



ENSG00000148985 0 3 0 0 1.272085813 2 1 2 4 -1.112642361 0.437049857 0.567054224 down no PGAP2 protein_coding chr11:3797724-
3826371:+

gi|371940853|ref|NP
_001243165.1| 1771 0

post-GPI attachment
to proteins factor 2
isoform 4 [Homo
sapiens]

gi|371940438|dbj|A
B649771.1| 1987 0

Oncorhynchus keta
mitochondrial DNA,
D-loop,
specimen_voucher:
NMCI<JPN>gi|3719
40848|ref|NM_0144
89.3| Homo sapiens
post-GPI attachment
to proteins 2
(PGAP2), transcript
variant 1, mRNA

Q2ABP2 168 9.00E-48
Post-GPI
attachment to
proteins factor 2

. . . . pfam10277 Frag1

Frag1/DRAM/Sfk1
family. This family
includes Frag1,
DRAM and Sfk1
proteins. Frag1
(FGF receptor
activating protein 1)
is a protein that is
conserved from
fungi to humans.
There are four
potential iso-
prenylation sites
throughout the
peptide, viz CILW,
CIIW and CIGL.
Frag1 is a
membrane-spanning
protein that is
ubiquitously
expressed in adult
tissues suggesting
an important
cellular function.
Dram is a family of
proteins conserved
from nematodes to
humans with six
hydrophobic
transmembrane
regions and an
Endoplasmic
Reticulum signal
peptide. It is a
lysosomal protein

GO:0006506|GPI
anchor biosynthetic
process;GO:004277
1|intrinsic apoptotic
signaling pathway
in response to DNA
damage by p53 class
mediator;GO:19022
30|negative
regulation of
intrinsic apoptotic
signaling pathway
in response to DNA
damage;GO:004277
0|signal
transduction in
response to DNA
damage;

GO:0005789|endopl
asmic reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0005
634|nucleus;

GO:0008565|protein
transporter activity; . .

ENSG00000149115 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no TNKS1BP1 protein_coding chr11:57299638-
57324952:-

gi|20521980|dbj|BA
B21832.2| 7152 0 KIAA1741 protein

[Homo sapiens]
gi|20198486|gb|AF4
41771.1| 5913 0

Homo sapiens
182kDa tankyrase1-
binding protein
(TAB182) mRNA,
complete cds

Q9C0C2 156 9.00E-42 182 kDa tankyrase-
1-binding protein . . . . pfam15327 Tankyrase_bdg_C

Tankyrase binding
protein C terminal
domain. This
protein domain
family is found at
the C-terminal end
of the Tankyrase
binding protein in
eukaryotes. The
precise function of
this protein is still
unknown.
However, it is
known interacts
with the enzyme
tankyrase, a
telomeric
poly(ADP-ribose)
polymerase, by
binding to it.
Tankyrin catalyses
poly(ADP-ribose)
chain formation
onto proteins. More
specifically, it binds
to the ankyrin
domain in
tankyrase. The
protein domain is
approximately 170
amino acids in
length and contains
two conserved
sequence motifs:
FPG and LKA

GO:0006977|DNA
damage response,
signal transduction
by p53 class
mediator resulting
in cell cycle
arrest;GO:0000289|n
uclear-transcribed
mRNA poly(A) tail
shortening;GO:0007
004|telomere
maintenance via
telomerase;

GO:0030014|CCR4-
NOT
complex;GO:000591
3|cell-cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0005829|cytosol;
GO:0005724|nuclear
telomeric
heterochromatin;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0005886|pla
sma membrane;

GO:0030506|ankyri
n
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00198
99|enzyme binding;

. .

ENSG00000149187 130 124 122 114 97.85184464 26 49 93 56 1.744799448 3.00E-05 0.000420317 up yes CELF1 protein_coding chr11:47465944-
47565569:-

gi|593735179|ref|XP
_007113017.1| 2252 0

PREDICTED:
CUGBP Elav-like
family member 1
isoform X4
[Physeter catodon]

gi|289547567|ref|N
M_001172640.1| 7666 0

Homo sapiens
CUGBP, Elav-like
family member 1
(CELF1), transcript
variant 5, mRNA

P28659 270 1.00E-85 CUGBP Elav-like
family member 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006397|mRNA
processing;GO:0043
484|regulation of
RNA
splicing;GO:000838
0|RNA splicing;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K13207

CUGBP, BRUNOL,
CELF; CUG-BP-
and ETR3-like
factor

ENSG00000149196 0 1 0 1 0.233985163 0 0 0 0 1.924005743 0.550387422 NA up no HIKESHI protein_coding chr11:86302211-
86345931:+

gi|444728485|gb|EL
W68942.1| 1103 2.00E-144

hypothetical protein
TREES_T10001298
0 [Tupaia chinensis]

gi|194384985|dbj|A
K298763.1| 1406 0

Homo sapiens
cDNA FLJ57139
complete cds

Q53FT3 264 1.00E-88 Protein Hikeshi . . . . pfam05603 DUF775

Protein of unknown
function (DUF775).
This family consists
of several
eukaryotic proteins
of unknown
function.

GO:0034605|cellular
response to
heat;GO:0006606|pr
otein import into
nucleus;GO:001503
1|protein
transport;GO:19000
34|regulation of
cellular response to
heat;

GO:0030054|cell
junction;GO:000582
9|cytosol;GO:00700
62|extracellular
exosome;GO:00056
22|intracellular;GO:
0005654|nucleoplas
m;GO:0005634|nucl
eus;

GO:0030544|Hsp70
protein
binding;GO:000856
5|protein transporter
activity;

. .

ENSG00000149212 9 11 12 8 8.352202682 1 7 7 7 1.463976405 0.015918264 0.04997126 up yes SESN3 protein_coding chr11:95165513-
95232541:-

gi|31377591|ref|NP_
653266.2| 2497 0 sestrin-3 isoform 1

[Homo sapiens]
gi|409971402|ref|N
M_144665.3| 9443 0

Homo sapiens
sestrin 3 (SESN3),
transcript variant 1,
mRNA

P58005 588 0 Sestrin-3 . . . . pfam04636 PA26

PA26 p53-induced
protein (sestrin).
PA26 is a p53-
inducible protein.
Its function is
unknown. It has
similarity to
pfam04636 in its N-
terminus.

GO:0071230|cellular
response to amino
acid
stimulus;GO:004259
3|glucose
homeostasis;GO:190
4262|negative
regulation of
TORC1
signaling;GO:00518
96|regulation of
protein kinase B
signaling;GO:19010
31|regulation of
response to reactive
oxygen
species;GO:0032868
|response to insulin;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0016491|oxidor
eductase activity; K10141 SESN; sestrin

ENSG00000149256 8 5 4 0 2.933142079 0 0 0 0 5.286195953 0.000796106 0.005506134 up yes TENM4 protein_coding chr11:78652831-
79440948:-

gi|694946208|ref|XP
_009422097.1| 14546 0

PREDICTED:
teneurin-4 [Pan
troglodytes]

gi|169790824|ref|N
M_001098816.2| 13548 0

Homo sapiens
teneurin
transmembrane
protein 4 (TENM4),
mRNA

Q6N022 298 5.00E-89 Teneurin-4 . . . . pfam06484 Ten_N

Teneurin
Intracellular Region.
This family is found
in the intracellular
N-terminal region
of the Teneurin
family of proteins.
These proteins are
'pair-rule' genes and
are involved in
tissue patterning,
specifically
probably neural
patterning. The
intracellular domain
is cleaved in
response to
homophilic
interaction of the
extracellular
domain, and
translocates to the
nucleus. Here it
probably carries out
to some
transcriptional
regulatory activity.
The length of this
region and the
conservation
suggests that there
may be two
structural domains
here (personal
obs:C Yeats)

GO:0060912|cardiac
cell fate
specification;GO:00
60038|cardiac
muscle cell
proliferation;GO:00
00902|cell
morphogenesis;GO:
0032289|central
nervous system
myelin
formation;GO:0001
702|gastrulation
with mouth forming
second;GO:0007157
|heterophilic cell-
cell adhesion via
plasma membrane
cell adhesion
molecules;GO:0048
666|neuron
development;GO:20
00543|positive
regulation of
gastrulation;GO:003
1643|positive
regulation of
myelination;GO:004
8714|positive
regulation of
oligodendrocyte
differentiation;GO:0
031641|regulation of
myelination;GO:009
7264|self

GO:0005737|cytopla
sm;GO:0005887|inte
gral component of
plasma
membrane;GO:0043
005|neuron
projection;GO:0005
634|nucleus;GO:000
5886|plasma
membrane;

GO:0050839|cell
adhesion molecule
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;

. .

ENSG00000149257 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SERPINH1 protein_coding chr11:75562056-
75572783:+

gi|635016454|ref|XP
_008018373.1| 2061 0

PREDICTED:
serpin H1 isoform
X1 [Chlorocebus
sabaeus]

gi|34528381|dbj|AK
122936.1| 3363 0

Homo sapiens
cDNA FLJ16630 fis,
clone
TESTI4019756,
highly  similar to
Collagen-binding
protein 2 precursor

P50454 217 3.00E-67 Serpin H1 all0778 128 6.00E-31 COG4826 pfam00079 Serpin

Serpin (serine
protease inhibitor).
Structure is a multi-
domain fold
containing a bundle
of helices and a beta
sandwich.

GO:0003433|chondr
ocyte development
involved in
endochondral bone
morphogenesis;GO:
0032964|collagen
biosynthetic
process;GO:003019
9|collagen fibril
organization;GO:00
51604|protein
maturation;GO:0006
986|response to
unfolded protein;

GO:0005783|endopl
asmic
reticulum;GO:00057
88|endoplasmic
reticulum
lumen;GO:0005793|
endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
70062|extracellular
exosome;GO:00451
21|membrane raft;

GO:0005518|collage
n
binding;GO:004482
2|poly(A) RNA
binding;GO:000486
7|serine-type
endopeptidase
inhibitor activity;

K09501

SERPINH1, HSP47;
serpin peptidase
inhibitor, clade H,
member 1

ENSG00000149262 0 1 0 1 0.330167228 0 0 0 1 1.211179746 0.623679415 NA up no INTS4 protein_coding chr11:77878720-
77994678:-

gi|50086624|ref|NP_
291025.3| 5084 0

integrator complex
subunit 4 [Homo
sapiens]

gi|33878773|gb|BC0
15664.2| 3459 0

Homo sapiens
integrator complex
subunit 4, mRNA
(cDNA clone
MGC:23264
IMAGE:4554197),
complete cds

Q96HW7 75.5 3.00E-75 Integrator complex
subunit 4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016180|snRNA
processing;GO:0042
795|snRNA
transcription from
RNA polymerase II
promoter;

GO:0032039|integrat
or
complex;GO:000565
4|nucleoplasm;

. K13141 INTS4; integrator
complex subunit 4

ENSG00000149269 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PAK1 protein_coding chr11:77321707-
77474635:-

gi|426369883|ref|XP
_004051911.1| 2856 0

PREDICTED:
serine/threonine-
protein kinase PAK
1 isoform 2 [Gorilla
gorilla gorilla]

gi|190886455|ref|N
M_002576.4| 3429 0

Homo sapiens p21
protein
(Cdc42/Rac)-
activated kinase 1
(PAK1), transcript
variant 2, mRNA

P35465 381 2.00E-129
Serine/threonine-
protein kinase PAK
1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0007409|axonog
enesis;GO:0016358|
dendrite
development;GO:00
30833|regulation of
actin filament
polymerization;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000470
8|MAP kinase
kinase
activity;GO:0046872
|metal ion
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K04409
PAK1; p21-
activated kinase 1
[EC:2.7.11.1]

ENSG00000149294 0 1 0 5 2.149387214 3 3 3 6 -0.949214604 0.378016085 0.508710018 down no NCAM1 protein_coding chr11:112961247-
113278436:+

gi|336285440|ref|NP
_001229536.1| 4489 0

neural cell adhesion
molecule 1 isoform
5 precursor [Homo
sapiens]

gi|336285439|ref|N
M_001242607.1| 6042 0

Homo sapiens
neural cell adhesion
molecule 1
(NCAM1),
transcript variant 5,
mRNA

P13591 218 1.00E-60 Neural cell adhesion
molecule 1 . . . . pfam07679 I-set Immunoglobulin I-

set domain.

GO:0007155|cell
adhesion;GO:00311
75|neuron
projection
development;GO:00
48167|regulation of
synaptic plasticity;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

. K06491 NCAM; neural cell
adhesion molecule



ENSG00000149403 3 2 3 6 5.54143306 15 3 9 8 -0.801794343 0.255613736 0.379244981 down no GRIK4 protein_coding chr11:120511700-
120988904:+

gi|29029595|ref|NP_
055434.2| 4864 0

glutamate receptor
ionotropic, kainate
4 isoform 1
precursor [Homo
sapiens]

gi|635018549|ref|X
M_008021223.1| 5025 0

PREDICTED:
Chlorocebus
sabaeus glutamate
receptor, ionotropic,
kainate 4 (GRIK4),
transcript variant
X2, mRNA

Q16099 1548 0
Glutamate receptor
ionotropic, kainate
4

glnH 55.1 5.00E-07 COG0834 pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

GO:0007268|synapti
c
transmission;GO:00
07215|glutamate
receptor signaling
pathway;GO:000681
0|transport;

GO:0030054|cell
junction;GO:000588
7|integral
component of
plasma
membrane;GO:0032
983|kainate selective
glutamate receptor
complex;GO:000588
6|plasma
membrane;GO:0045
211|postsynaptic
membrane;GO:0042
734|presynaptic
membrane;

GO:0005234|extrace
llular-glutamate-
gated ion channel
activity;GO:0015277
|kainate selective
glutamate receptor
activity;GO:0015276
|ligand-gated ion
channel activity;

K05204
GRIK4; glutamate
receptor, ionotropic
kainate 4

ENSG00000149480 4 2 3 2 1.989513619 0 1 0 1 3.104383586 0.020700454 0.060498296 up no MTA2 protein_coding chr11:62593214-
62601840:-

gi|752423672|ref|XP
_011230857.1| 3306 0

PREDICTED:
metastasis-
associated protein
MTA2 [Ailuropoda
melanoleuca]

gi|332164693|ref|N
M_004739.3| 3058 0

Homo sapiens
metastasis
associated 1 family,
member 2 (MTA2),
mRNA

O94776 219 2.00E-65
Metastasis-
associated protein
MTA2

. . . . pfam01426 BAH

BAH domain. This
domain has been
called BAH (Bromo
adjacent homology)
domain and has also
been called ELM1
and BAM (Bromo
adjacent motif)
domain. The
function of this
domain is unknown
but may be
involved in protein-
protein interaction.

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:000
6338|chromatin
remodeling;GO:000
6306|DNA
methylation;GO:000
6323|DNA
packaging;GO:0000
122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00107
62|regulation of
fibroblast migration;

GO:0000118|histone
deacetylase
complex;GO:001602
0|membrane;GO:00
00790|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0016581|NuRD
complex;GO:004323
4|protein
complex;GO:000566
7|transcription
factor complex;

GO:0003682|chrom
atin
binding;GO:000440
7|histone
deacetylase
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA
binding;GO:000110
3|RNA polymerase
II repressing
transcription factor
binding;GO:000108
5|RNA polymerase
II transcription
factor
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000098
9|transcription
factor activity,
transcription factor
binding;GO:004421
2|transcription

K11660
MTA; metastasis-
associated protein
MTA

ENSG00000149532 2 4 1 12 4.98527994 14 6 4 2 -0.070618859 0.931925076 0.959562237 down no CPSF7 protein_coding chr11:61402641-
61430031:-

gi|217035102|ref|NP
_079087.3| 1638 0

cleavage and
polyadenylation
specificity factor
subunit 7 isoform 1
[Homo sapiens]

gi|217035101|ref|N
M_024811.3| 3688 0

Homo sapiens
cleavage and
polyadenylation
specific factor 7,
59kDa (CPSF7),
transcript variant 1,
mRNA

Q5XI29 224 4.00E-97

Cleavage and
polyadenylation
specificity factor
subunit 7

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;GO:0051
262|protein
tetramerization;

GO:0016020|membr
ane;GO:0005849|m
RNA cleavage
factor
complex;GO:000563
4|nucleus;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;

K14398

CPSF6_7; cleavage
and polyadenylation
specificity factor
subunit 6/7

ENSG00000149541 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no B3GAT3 protein_coding chr11:62615296-
62622175:-

gi|12408654|ref|NP_
036332.2| 1550 0

galactosylgalactosyl
xylosylprotein 3-
beta-
glucuronosyltransfe
rase 3 isoform 1
[Homo sapiens]

gi|586597882|ref|N
M_001288722.1| 2056 0

Homo sapiens beta-
1,3-
glucuronyltransferas
e 3 (B3GAT3),
transcript variant 3,
mRNA

O94766 53.9 1.00E-06

Galactosylgalactosyl
xylosylprotein 3-
beta-
glucuronosyltransfe
rase 3

. . . . pfam03360 Glyco_transf_43 Glycosyltransferase
family 43.

GO:0005975|carboh
ydrate metabolic
process;GO:003020
4|chondroitin
sulfate metabolic
process;GO:005065
0|chondroitin
sulfate proteoglycan
biosynthetic
process;GO:005065
1|dermatan sulfate
proteoglycan
biosynthetic
process;GO:000602
4|glycosaminoglyca
n biosynthetic
process;GO:003020
3|glycosaminoglyca
n metabolic
process;GO:001501
2|heparan sulfate
proteoglycan
biosynthetic
process;GO:004308
5|positive regulation
of catalytic
activity;GO:0090316
|positive regulation
of intracellular
protein
transport;GO:00064
86|protein
glycosylation;

GO:0005801|cis-
Golgi
network;GO:007006
2|extracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;

GO:0015018|galacto
sylgalactosylxylosyl
protein 3-beta-
glucuronosyltransfe
rase
activity;GO:0015020
|glucuronosyltransfe
rase
activity;GO:0046872
|metal ion
binding;GO:007254
2|protein
phosphatase
activator activity;

K10158

B3GAT3;
galactosylgalactosyl
xylosylprotein 3-
beta-
glucuronosyltransfe
rase 3
[EC:2.4.1.135]

ENSG00000149547 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no EI24 protein_coding chr11:125569216-
125584687:+

gi|6468762|gb|AAC3
9531.2| 1566 0 Pig8 [Homo

sapiens]
gi|588480519|ref|N
M_004879.4| 2284 0

Homo sapiens
etoposide induced
2.4 (EI24),
transcript variant 1,
mRNA

O14681 186 1.00E-54 Etoposide-induced
protein 2.4 homolog . . . . pfam07264 EI24

Etoposide-induced
protein 2.4 (EI24).
This family contains
a number of
eukaryotic
etoposide-induced
2.4 (EI24) proteins
approximately 350
residues long as
well as bacterial
CysZ proteins
(formerly known as
DUF540). In cells
treated with the
cytotoxic drug
etoposide, EI24 is
induced by p53. It
has been suggested
to play an important
role in negative cell
growth control.

GO:0005975|carboh
ydrate metabolic
process;GO:003020
4|chondroitin
sulfate metabolic
process;GO:005065
0|chondroitin
sulfate proteoglycan
biosynthetic
process;GO:005065
1|dermatan sulfate
proteoglycan
biosynthetic
process;GO:000602
4|glycosaminoglyca
n biosynthetic
process;GO:003020
3|glycosaminoglyca
n metabolic
process;GO:001501
2|heparan sulfate
proteoglycan
biosynthetic
process;GO:004308
5|positive regulation
of catalytic
activity;GO:0090316
|positive regulation
of intracellular
protein
transport;GO:00064
86|protein
glycosylation;

GO:0005801|cis-
Golgi
network;GO:007006
2|extracellular
exosome;GO:00057
94|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;

GO:0015018|galacto
sylgalactosylxylosyl
protein 3-beta-
glucuronosyltransfe
rase
activity;GO:0015020
|glucuronosyltransfe
rase
activity;GO:0046872
|metal ion
binding;GO:007254
2|protein
phosphatase
activator activity;

K10134 EI24; etoposide-
induced 2.4 mRNA

ENSG00000149557 2 4 0 12 5.758377834 9 10 5 12 -0.604095426 0.414159958 0.544683096 down no FEZ1 protein_coding chr11:125445745-
125496317:-

gi|4826724|ref|NP_0
05094.1| 1767 0

fasciculation and
elongation protein
zeta-1 isoform 1
[Homo sapiens]

gi|306035205|ref|N
M_005103.4| 1748 0

Homo sapiens
fasciculation and
elongation protein
zeta 1 (zygin I)
(FEZ1), transcript
variant 1, mRNA

P97577 104 1.00E-25
Fasciculation and
elongation protein
zeta-1

. . . . pfam07763 FEZ

FEZ-like protein.
This is a family of
eukaryotic proteins
thought to be
involved in axonal
outgrowth and
fasciculation. The
N-terminal regions
of these sequences
are less conserved
than the C-terminal
regions, and are
highly acidic. The
C. elegans homolog,
UNC-76, may play
structural and
signalling roles in
the control of
axonal extension
and adhesion
(particularly in the
presence of adjacent
neuronal cells) and
these roles have
also been postulated
for other FEZ
family proteins.
Certain homologs
have been
definitively found
to interact with the
N-terminal variable
region (V1) of
PKC-zeta, and this
interaction causes

GO:0006974|cellular
response to DNA
damage
stimulus;GO:007126
0|cellular response
to mechanical
stimulus;GO:004809
6|chromatin-
mediated
maintenance of
transcription;GO:00
00077|DNA damage
checkpoint;GO:0006
975|DNA damage
induced protein
phosphorylation;GO
:0006281|DNA
repair;GO:0006260|
DNA
replication;GO:0031
572|G2 DNA
damage
checkpoint;GO:0000
086|G2/M transition
of mitotic cell
cycle;GO:0045839|n
egative regulation of
mitotic nuclear
division;GO:001810
7|peptidyl-threonine
phosphorylation;GO
:0042127|regulation
of cell
proliferation;GO:00
10569|regulation of

GO:0005813|centros
ome;GO:0000785|ch
romatin;GO:000079
4|condensed nuclear
chromosome;GO:00
05829|cytosol;GO:0
005615|extracellular
space;GO:0043231|i
ntracellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0005657|replicati
on fork;

GO:0005524|ATP
binding;GO:003540
2|histone kinase
activity (H3-T11
specific);GO:001630
1|kinase
activity;GO:0004672
|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

. .



ENSG00000149591 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no TAGLN protein_coding chr11:117199321-
117204782:+

gi|795339273|ref|XP
_011782223.1| 1266 4.00E-171

PREDICTED:
transgelin isoform
X1 [Colobus
angolensis palliatus]

gi|62088689|dbj|AB
209555.1| 3292 0

Homo sapiens
mRNA for
transgelin variant
protein

Q01995 417 1.00E-140 Transgelin YOR367w 70.9 9.00E-14 COG5199 pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

GO:0030855|epitheli
al cell
differentiation;GO:0
007517|muscle
organ development;

GO:0005737|cytopla
sm; . . .

ENSG00000149654 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CDH22 protein_coding chr20:46173733-
46308498:-

gi|16753221|ref|NP_
067071.1| 3689 0

cadherin-22
precursor [Homo
sapiens]

gi|444189303|ref|N
M_021248.2| 3902 0

Homo sapiens
cadherin 22, type 2
(CDH22), mRNA

Q9UJ99 386 3.00E-122 Cadherin-22 . . . . pfam01049 Cadherin_C

Cadherin
cytoplasmic region.
Cadherins are vital
in cell-cell adhesion
during tissue
differentiation.
Cadherins are
linked to the
cytoskeleton by
catenins. Catenins
bind to the
cytoplasmic tail of
the cadherin.
Cadherins cluster to
form foci of
homophilic binding
units. A key
determinant to the
strength of the
binding that it is
mediated by
cadherins is the
juxtamembrane
region of the
cadherin. This
region induces
clustering and also
binds to the protein
p120ctn.

GO:0007420|brain
development;GO:00
16339|calcium-
dependent cell-cell
adhesion via plasma
membrane cell
adhesion
molecules;GO:0007
156|homophilic cell
adhesion via plasma
membrane adhesion
molecules;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion binding; K06812 CDH22; cadherin 22

ENSG00000149657 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no LSM14B protein_coding chr20:62122461-
62135378:+

gi|402882086|ref|XP
_003904584.1| 1475 0

PREDICTED:
protein LSM14
homolog B isoform
X3 [Papio anubis]

gi|148839361|ref|N
M_144703.2| 2548 0

Homo sapiens LSM
family member 14B
(LSM14B), mRNA

Q9BX40 265 2.00E-83 Protein LSM14
homolog B . . . . pfam12701 LSM14

Scd6-like Sm
domain. The Scd6-
like Sm domain is
found in Scd6p
from S. cerevisiae,
Rap55 from the
newt Pleurodeles
walt, and its
orthologs from
fungi, animals,
plants and
apicomplexans. The
domain is also
found in Dcp3p and
the human
EDC3/FLJ21128
protein where it is
fused to the the
Rossmanoid YjeF-N
domain. In addition
both EDC3 and
Scd6p are found
fused to the FDF
domain.

GO:0007275|multice
llular organismal
development;GO:00
06417|regulation of
translation;

GO:0030529|ribonu
cleoprotein
complex;

GO:0044822|poly(A
) RNA binding; K18749

LSM14, RAP55,
SCD6; protein
LSM14

ENSG00000149782 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PLCB3 protein_coding chr11:64251523-
64269150:+

gi|426369221|ref|XP
_004051592.1| 6021 0

PREDICTED: 1-
phosphatidylinositol
4,5-bisphosphate
phosphodiesterase
beta-3 [Gorilla
gorilla gorilla]

gi|148921513|gb|BC
146645.1| 4457 0

Homo sapiens
cDNA clone
IMAGE:40147126

Q01970 2119 0

1-
phosphatidylinositol
4,5-bisphosphate
phosphodiesterase
beta-3

. . . . pfam00388 PI-PLC-X

Phosphatidylinositol
-specific
phospholipase C, X
domain. This
associates with
pfam00387 to form
a single structural
unit.

GO:0007268|synapti
c
transmission;GO:00
43647|inositol
phosphate
metabolic
process;GO:003555
6|intracellular signal
transduction;GO:00
16042|lipid catabolic
process;GO:000307
3|regulation of
systemic arterial
blood
pressure;GO:000722
3|Wnt signaling
pathway, calcium
modulating
pathway;

GO:0005913|cell-
cell adherens
junction;GO:000582
9|cytosol;GO:00160
20|membrane;GO:0
005654|nucleoplasm
;GO:0043234|protei
n complex;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00055
09|calcium ion
binding;GO:000551
6|calmodulin
binding;GO:000443
5|phosphatidylinosit
ol phospholipase C
activity;GO:0004629
|phospholipase C
activity;GO:0004871
|signal transducer
activity;

K05858

PLCB;
phosphatidylinositol
phospholipase C,
beta [EC:3.1.4.11]

ENSG00000149823 1 0 0 0 0.596255555 2 1 0 1 -1.148295905 0.542922564 NA down no VPS51 protein_coding chr11:65089324-
65111860:+

gi|119594753|gb|EA
W74347.1| 3549 0

chromosome 11
open reading
frame2 [Homo
sapiens]

gi|429903861|ref|N
M_013265.3| 2714 0

Homo sapiens
vacuolar protein
sorting 51 homolog
(S. cerevisiae)
(VPS51), transcript
variant 1, mRNA

A6QQ47 143 1.00E-72
Vacuolar protein
sorting-associated
protein 51 homolog

. . . . pfam08700 Vps51

Vps51/Vps67. This
family includes a
presumed domain
found in a number
of components of
vesicular transport.
The VFT tethering
complex (also
known as GARP
complex, Golgi
associated
retrograde protein
complex, Vps53
tethering complex)
is a conserved
eukaryotic docking
complex which is
involved recycling
of proteins from
endosomes to the
late Golgi. Vps51
(also known as
Vps67) is a subunit
of VFT and
interacts with the
SNARE Tlg1.
Cog1_N is the N-
terminus of the
Cog1 subunit of the
eight-unit
Conserved
Oligomeric Golgi
(COG) complex that
participates in
retrograde vesicular

GO:0006914|autoph
agy;GO:0032456|en
docytic
recycling;GO:00068
69|lipid
transport;GO:00070
41|lysosomal
transport;GO:00150
31|protein
transport;GO:00421
47|retrograde
transport, endosome
to Golgi;

GO:0005829|cytosol
;GO:1990745|EARP
complex;GO:000093
8|GARP
complex;GO:000579
4|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0016
020|membrane;GO:
0055037|recycling
endosome;GO:0032
588|trans-Golgi
network membrane;

. . .

ENSG00000149923 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no PPP4C protein_coding chr16:30075978-
30085377:+

gi|440907053|gb|EL
R57245.1| 1655 0

Serine/threonine-
protein phosphatase
4 catalytic subunit,
partial [Bos mutus]

gi|397475977|ref|X
M_003809341.1| 1354 0

PREDICTED: Pan
paniscus protein
phosphatase 4,
catalytic subunit
(PPP4C), transcript
variant X1, mRNA

A8WGP3 60.8 2.00E-35
Serine/threonine-
protein phosphatase
4 catalytic subunit A

SPBC26H8.05c 321 2.00E-107 COG0639 pfam00149 Metallophos

Calcineurin-like
phosphoesterase.
This family includes
a diverse range of
phosphoesterases,
including protein
phosphoserine
phosphatases,
nucleotidases,
sphingomyelin
phosphodiesterases
and 2'-3' cAMP
phosphodiesterases
as well as nucleases
such as bacterial
SbcD or yeast
MRE11. The most
conserved regions
in this superfamily
centre around the
metal chelating
residues.

GO:0071347|cellular
response to
interleukin-
1;GO:0016311|deph
osphorylation;GO:0
010569|regulation of
double-strand break
repair via
homologous
recombination;

GO:0005737|cytopla
sm;GO:0005815|mic
rotubule organizing
center;GO:0005634|
nucleus;

GO:0005521|lamin
binding;GO:004687
2|metal ion
binding;GO:001679
1|phosphatase
activity;GO:0032403
|protein complex
binding;GO:000472
2|protein
serine/threonine
phosphatase
activity;

K15423

PPP4C;
serine/threonine-
protein phosphatase
4 catalytic subunit
[EC:3.1.3.16]

ENSG00000149930 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no TAOK2 protein_coding chr16:29973641-
29992261:+

gi|30353923|gb|AAH
51798.1| 5461 0

TAOK2 protein,
partial [Homo
sapiens]

gi|354721192|ref|N
M_016151.3| 4943 0

Homo sapiens TAO
kinase 2 (TAOK2),
transcript variant 1,
mRNA

Q6GPK9 101 4.00E-21
Serine/threonine-
protein kinase
TAO2

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:003157
2|G2 DNA damage
checkpoint;GO:0032
874|positive
regulation of stress-
activated MAPK
cascade;GO:005140
3|stress-activated
MAPK cascade;

GO:0005622|intracel
lular;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K04429

TAO; thousand and
one amino acid
protein kinase
[EC:2.7.11.1]

ENSG00000149970 0 0 0 0 1.464834391 1 5 1 8 -3.755602419 0.017071306 0.052732717 down no CNKSR2 protein_coding chrX:21374418-
21654695:+

gi|41393057|ref|NP_
055742.2| 4823 0

connector enhancer
of kinase
suppressor of ras 2
isoform 1 [Homo
sapiens]

gi|281306724|ref|N
M_001168647.1| 5668 0

Homo sapiens
connector enhancer
of kinase
suppressor of Ras 2
(CNKSR2),
transcript variant 2,
mRNA

Q80YA9 286 6.00E-89
Connector enhancer
of kinase
suppressor of ras 2

. . . . pfam06663 DUF1170

Protein of unknown
function
(DUF1170). This
family represents a
conserved region of
unknown function
within MAGUIN, a
neuronal
membrane-
associated guanylate
kinase-interacting
protein. This region
is situated between
the pfam00595 and
pfam00169
domains. All family
members also
contain an N-
terminal pfam00536
domain.

GO:0035556|intracel
lular signal
transduction;GO:00
09966|regulation of
signal transduction;

GO:0070062|extrace
llular
exosome;GO:00057
94|Golgi
apparatus;GO:00430
05|neuron
projection;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0019901|protein
kinase binding; K17536

CNKSR2, KSR2;
connector enhancer
of kinase
suppressor of Ras 2



ENSG00000150347 3 0 2 1 1.356296538 1 2 0 0 1.729879033 0.251175049 0.375977186 up no ARID5B protein_coding chr10:61901300-
62096944:+

gi|74136549|ref|NP_
115575.1| 5922 0

AT-rich interactive
domain-containing
protein 5B isoform
1 [Homo sapiens]

gi|296080780|ref|N
M_032199.2| 7891 0

Homo sapiens AT
rich interactive
domain 5B (MRF1-
like) (ARID5B),
transcript variant 1,
mRNA

Q14865 2288 0
AT-rich interactive
domain-containing
protein 5B

. . . . pfam01388 ARID

ARID/BRIGHT
DNA binding
domain. This
domain is know as
ARID for AT-Rich
Interaction Domain,
and also known as
the BRIGHT
domain.

GO:0060612|adipos
e tissue
development;GO:00
30325|adrenal gland
development;GO:00
48468|cell
development;GO:00
60325|face
morphogenesis;GO:
0045444|fat cell
differentiation;GO:0
060613|fat pad
development;GO:00
08585|female gonad
development;GO:00
10761|fibroblast
migration;GO:00018
22|kidney
development;GO:00
01889|liver
development;GO:00
08584|male gonad
development;GO:00
35264|multicellular
organism
growth;GO:0048644
|muscle organ
morphogenesis;GO:
0000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0003677|DNA
binding;GO:003245
2|histone
demethylase
activity;GO:0000977
|RNA polymerase II
regulatory region
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

. .

ENSG00000150394 0 5 4 5 4.668266494 5 7 8 8 -0.511190717 0.456677695 0.580974851 down no CDH8 protein_coding chr16:61647242-
62037035:-

gi|397506458|ref|XP
_003823744.1| 3856 0

PREDICTED:
cadherin-8 isoform
X1 [Pan paniscus]

gi|40556312|gb|AC0
92129.3| 6863 0

Homo sapiens
chromosome 16
clone RP11-140O8,
complete sequence

O54800 59.3 3.00E-09 Cadherin-8 . . . . pfam01049 Cadherin_C

Cadherin
cytoplasmic region.
Cadherins are vital
in cell-cell adhesion
during tissue
differentiation.
Cadherins are
linked to the
cytoskeleton by
catenins. Catenins
bind to the
cytoplasmic tail of
the cadherin.
Cadherins cluster to
form foci of
homophilic binding
units. A key
determinant to the
strength of the
binding that it is
mediated by
cadherins is the
juxtamembrane
region of the
cadherin. This
region induces
clustering and also
binds to the protein
p120ctn.

GO:0007156|homop
hilic cell adhesion
via plasma
membrane adhesion
molecules;GO:0016
337|single
organismal cell-cell
adhesion;GO:00072
83|spermatogenesis;

GO:0005887|integral
component of
plasma membrane;

GO:0005509|calciu
m ion binding; K06800 CDH8; cadherin 8,

type 2

ENSG00000150471 1 0 2 3 1.783930577 2 2 4 1 -0.063084425 0.953851858 0.97157448 down no ADGRL3 protein_coding chr4:61201258-
62078335:+

gi|795494607|ref|XP
_011709067.1| 7953 0

PREDICTED:
latrophilin-3
isoform X4 [Macaca
nemestrina]

gi|9369505|gb|AC00
7511.8|AC007511 8227 0

Homo sapiens,
clone RP11-84A1,
complete sequence

O97827 2887 0
Adhesion G
protein-coupled
receptor L3

. . . . pfam02354 Latrophilin

Latrophilin
Cytoplasmic C-
terminal region.
This family consists
of the cytoplasmic
C-terminal region in
latrophilin.
Latrophilin is a
synaptic Ca2+
independent alpha-
latrotoxin (LTX)
receptor and is a
novel member of
the secretin family
of G-protein
coupled receptors
that are involved in
secretion.
Latrophilin mRNA
is present only in
neuronal tissue.
Lactrophillin
interacts with G-
alpha O.

GO:0007166|cell
surface receptor
signaling
pathway;GO:009860
9|cell-cell
adhesion;GO:00017
64|neuron
migration;GO:00074
16|synapse
assembly;

GO:0030424|axon;G
O:0005911|cell-cell
junction;GO:000588
7|integral
component of
plasma membrane;

GO:0005509|calciu
m ion
binding;GO:003024
6|carbohydrate
binding;GO:000493
0|G-protein coupled
receptor activity;

K04594 LPHN3; latrophilin
3

ENSG00000150625 0 1 0 5 1.559898205 2 3 2 2 -0.236159025 0.842089902 0.89740213 down no GPM6A protein_coding chr4:175632934-
176002664:-

gi|617625111|ref|XP
_007528323.1| 1391 0

PREDICTED:
neuronal membrane
glycoprotein M6-a
[Erinaceus
europaeus]

gi|387598072|ref|N
M_005277.4| 2851 0

Homo sapiens
glycoprotein M6A
(GPM6A), transcript
variant 1, mRNA

Q5R9Q3 267 2.00E-88 Neuronal membrane
glycoprotein M6-a . . . . pfam01275 Myelin_PLP

Myelin proteolipid
protein (PLP or
lipophilin).

GO:0003407|neural
retina
development;GO:00
01764|neuron
migration;GO:00488
12|neuron
projection
morphogenesis;GO:
0051491|positive
regulation of
filopodium
assembly;GO:00488
63|stem cell
differentiation;GO:0
007416|synapse

GO:0044295|axonal
growth
cone;GO:0043197|d
endritic
spine;GO:0030175|fi
lopodium;GO:00160
21|integral
component of
membrane;GO:0043
005|neuron
projection;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma membrane;

. . .

ENSG00000150672 3 5 0 3 4.621576911 10 7 3 11 -0.973894478 0.208126588 0.32609899 down no DLG2 protein_coding chr11:83455012-
85627922:-

gi|767967539|ref|XP
_011543081.1| 5143 0

PREDICTED: disks
large homolog 2
isoform X2 [Homo
sapiens]

gi|332164717|ref|N
M_001206769.1| 7730 0

Homo sapiens discs,
large homolog 2
(Drosophila)
(DLG2), transcript
variant 5, mRNA

Q15700 240 1.00E-72 Disks large
homolog 2 YDR454c 101 2.00E-22 COG0194 pfam00625 Guanylate_kin Guanylate kinase.

GO:0007268|synapti
c
transmission;GO:00
45197|establishment
or maintenance of
epithelial cell
apical/basal
polarity;GO:000739
9|nervous system
development;GO:00
43113|receptor
clustering;GO:00971
20|receptor
localization to
synapse;

GO:0016323|basolat
eral plasma
membrane;GO:0030
054|cell
junction;GO:000578
9|endoplasmic
reticulum
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0004385|guanyl
ate kinase
activity;GO:0035255
|ionotropic
glutamate receptor
binding;

K12075 DLG2_3; discs large
protein 2/3

ENSG00000150938 28 20 39 21 21.56905011 9 7 15 12 1.982390477 9.14E-05 0.000961852 up yes CRIM1 protein_coding chr2:36355926-
36551135:+

gi|10092639|ref|NP_
057525.1| 5197 0

cysteine-rich motor
neuron 1 protein
precursor [Homo
sapiens]

gi|312261284|ref|N
M_016441.2| 5611 0

Homo sapiens
cysteine rich
transmembrane
BMP regulator 1
(chordin-like)
(CRIM1), mRNA

Q9JLL0 356 3.00E-114 Cysteine-rich motor
neuron 1 protein . . . . pfam00093 VWC

von Willebrand
factor type C
domain. The high
cutoff was used to
prevent overlap
with pfam00094.

GO:0007399|nervou
s system
development;GO:00
01558|regulation of
cell growth;

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005010|insulin
-like growth factor-
activated receptor
activity;GO:0030165
|PDZ domain
binding;GO:000486
7|serine-type
endopeptidase
inhibitor activity;

. .

ENSG00000150967 0 0 0 0 0.694993961 3 3 0 1 -2.675763491 0.178506113 NA down no ABCB9 protein_coding chr12:122920951-
122981649:-

gi|58257696|dbj|BA
A96044.2| 4227 0 KIAA1520 protein

[Homo sapiens]
gi|58257695|dbj|AB
040953.2| 6045 0

Homo sapiens
mRNA for
KIAA1520 protein,
partial cds

Q9NP78 259 4.00E-80
ATP-binding
cassette sub-family
B member 9

. . . . pfam00664 ABC_membrane

ABC transporter
transmembrane
region. This family
represents a unit of
six transmembrane
helices. Many
members of the
ABC transporter
family (pfam00005)
have two such
regions.

GO:0002485|antigen
processing and
presentation of
endogenous peptide
antigen via MHC
class I via ER
pathway, TAP-
dependent;GO:0002
489|antigen
processing and
presentation of
endogenous peptide
antigen via MHC
class Ib via ER
pathway, TAP-
dependent;GO:0002
481|antigen
processing and
presentation of
exogenous protein
antigen via MHC
class Ib, TAP-
dependent;GO:0015
833|peptide
transport;GO:00025
91|positive
regulation of
antigen processing
and presentation of
peptide antigen via
MHC class
I;GO:0015031|protei
n
transport;GO:00550
85|transmembrane

GO:0030176|integral
component of
endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0005
765|lysosomal
membrane;GO:0005
764|lysosome;

GO:0005524|ATP
binding;GO:001542
1|oligopeptide-
transporting ATPase
activity;GO:0015440
|peptide-
transporting ATPase
activity;GO:0042803
|protein
homodimerization
activity;GO:0022891
|substrate-specific
transmembrane
transporter activity;

K05656

ABCB9, TAPL;
ATP-binding
cassette, subfamily
B (MDR/TAP),
member 9

ENSG00000150991 0 0 1 0 0.469522871 0 2 0 1 -0.71392053 0.753494159 NA down no UBC protein_coding chr12:124911604-
124917368:-

gi|62089150|dbj|BA
D93019.1| 3543 0 ubiquitin C variant

[Homo sapiens]
gi|22003948|gb|AC1
26309.8| 3742 0

Homo sapiens 12
BAC RP11-592O2
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

P0CG50 1335 0 Polyubiquitin-C . . . . pfam00240 ubiquitin

Ubiquitin family.
This family contains
a number of
ubiquitin-like
proteins: SUMO
(smt3 homologue)
Nedd8, Elongin B,
Rub1, and Parkin.
A number of them
are thought to carry
a distinctive five-
residue motif
termed the
proteasome-
interacting motif
(PIM), which may
have a biologically
significant role in
protein delivery to
proteasomes and
recruitment of
proteasomes to
transcription sites.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. K08770 UBC; ubiquitin C



ENSG00000150995 0 1 0 1 1.041015445 1 2 4 1 -1.494100961 0.30504494 0.431939653 down no ITPR1 protein_coding chr3:4493348-
4847840:+

gi|767923176|ref|XP
_011531985.1| 14233 0

PREDICTED:
inositol 1,4,5-
trisphosphate
receptor type 1
isoform X2 [Homo
sapiens]

gi|269954693|ref|N
M_001168272.1| 10194 0

Homo sapiens
inositol 1,4,5-
trisphosphate
receptor, type 1
(ITPR1), transcript
variant 3, mRNA

P29994 106 5.00E-26
Inositol 1,4,5-
trisphosphate
receptor type 1

. . . . pfam08709 Ins145_P3_rec

Inositol 1,4,5-
trisphosphate/ryano
dine receptor. This
domain corresponds
to the ligand
binding region on
inositol 1,4,5-
trisphosphate
receptor, and the N
terminal region of
the ryanodine
receptor. Both
receptors are
involved in Ca2+
release. They can
couple to the
activation of
neurotransmitter-
gated receptors and
voltage-gated Ca2+
channels on the
plasma membrane,
thus allowing the
endoplasmic
reticulum
discriminate
between different
types of neuronal
activity.

GO:0007202|activati
on of phospholipase
C
activity;GO:0071320
|cellular response to
cAMP;GO:0071456|
cellular response to
hypoxia;GO:003809
5|Fc-epsilon
receptor signaling
pathway;GO:003809
6|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
70059|intrinsic
apoptotic signaling
pathway in response
to endoplasmic
reticulum
stress;GO:1901215|n
egative regulation of
neuron
death;GO:0051928|p
ositive regulation of
calcium ion
transport;GO:00072
04|positive
regulation of
cytosolic calcium
ion
concentration;GO:1
903779|regulation of
cardiac
conduction;GO:005

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0005789|en
doplasmic reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00451
21|membrane
raft;GO:0043025|ne
uronal cell
body;GO:0005635|n
uclear
envelope;GO:00484
71|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0043234
|protein
complex;GO:001652
9|sarcoplasmic
reticulum;GO:00306
67|secretory granule
membrane;GO:0097
060|synaptic
membrane;

GO:0005509|calciu
m ion
binding;GO:001527
8|calcium-release
channel
activity;GO:0070679
|inositol 1,4,5
trisphosphate
binding;GO:000522
0|inositol 1,4,5-
trisphosphate-
sensitive calcium-
release channel
activity;GO:0035091
|phosphatidylinosito
l
binding;GO:000802
2|protein C-
terminus
binding;GO:003240
3|protein complex
binding;GO:001990
3|protein
phosphatase
binding;

K04958
ITPR1; inositol
1,4,5-triphosphate
receptor type 1

ENSG00000151067 1 0 0 0 0.492833654 1 0 0 2 -0.718875443 0.749156395 NA down no CACNA1C protein_coding chr12:1970786-
2697950:+

gi|119609303|gb|EA
W88897.1| 10613 0

calcium channel,
voltage-dependent,
L type, alpha 1C
subunit, isoform
CRA_c [Homo
sapiens]

gi|193788716|ref|N
M_000719.6| 13432 0

Homo sapiens
calcium channel,
voltage-dependent,
L type, alpha 1C
subunit
(CACNA1C),
transcript variant
18, mRNA

O73707 161 5.00E-47

Voltage-dependent
L-type calcium
channel subunit
alpha-1C
(Fragment)

. . . . pfam00520 Ion_trans

Ion transport
protein. This family
contains Sodium,
Potassium, Calcium
ion channels. This
family is 6
transmembrane
helices in which the
last two helices
flank a loop which
determines ion
selectivity. In some
sub-families (e.g.
Na channels) the
domain is repeated
four times, whereas
in others (e.g. K
channels) the
protein forms as a
tetramer in the
membrane. A
bacterial structure
of the protein is
known for the last
two helices but is
not the Pfam family
due to it lacking the
first four helices

GO:0007628|adult
walking
behavior;GO:00171
56|calcium ion-
dependent
exocytosis;GO:0070
588|calcium ion
transmembrane
transport;GO:00615
77|generation of L-
type calcium
current;GO:0006816
|calcium ion
transport;GO:00430
10|camera-type eye
development;GO:00
61337|cardiac
conduction;GO:008
6002|cardiac muscle
cell action potential
involved in
contraction;GO:000
6874|cellular
calcium ion
homeostasis;GO:000
7268|synaptic
transmission;GO:00
35115|embryonic
forelimb
morphogenesis;GO:
0042593|glucose
homeostasis;GO:003
0252|growth
hormone
secretion;GO:00075

GO:0002095|caveol
ar macromolecular
signaling
complex;GO:000573
7|cytoplasm;GO:004
3198|dendritic
shaft;GO:0016021|in
tegral component of
membrane;GO:1990
454|L-type voltage-
gated calcium
channel
complex;GO:001602
0|membrane;GO:00
43025|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0014
069|postsynaptic
density;GO:0030315
|T-
tubule;GO:0005891|
voltage-gated
calcium channel
complex;GO:003001
8|Z disc;

GO:0051393|alpha-
actinin
binding;GO:000551
6|calmodulin
binding;GO:001989
9|enzyme
binding;GO:000833
1|high voltage-gated
calcium channel
activity;GO:0046872
|metal ion
binding;GO:000524
5|voltage-gated
calcium channel
activity;GO:0086056
|voltage-gated
calcium channel
activity involved in
AV node cell action
potential;GO:008600
7|voltage-gated
calcium channel
activity involved in
cardiac muscle cell
action potential;

K04850

CACNA1C; voltage-
dependent calcium
channel L type
alpha-1C

ENSG00000151135 0 4 0 3 2.335465178 7 3 3 2 -0.703935128 0.498870101 0.619483903 down no TMEM263 protein_coding chr12:106955719-
106978778:+

gi|119618197|gb|EA
W97791.1| 734 6.00E-86

chromosome 12
open reading frame
23, isoform CRA_b,
partial [Homo
sapiens]

gi|221139758|ref|N
M_152261.2| 3318 0

Homo sapiens
transmembrane
protein 263
(TMEM263),
mRNA

Q49AM1 226 2.00E-70
Transcription
termination factor 2,
mitochondrial

. . . . pfam15475 UPF0444

Transmembrane
protein C12orf23,
UPF0444. This
family of proteins is
found in
eukaryotes. Proteins
in this family are
typically between 94
and 119 amino acids
in length.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
93|termination of
mitochondrial
transcription;GO:00
06351|transcription,
DNA-templated;

GO:0005759|mitoch
ondrial
matrix;GO:0042645|
mitochondrial
nucleoid;

GO:0003690|double
-stranded DNA
binding;GO:000367
6|nucleic acid
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K15031

MTERF;
transcription
termination factor,
mitochondrial

ENSG00000151136 0 0 0 0 1.008050005 3 1 4 2 -3.207029344 0.041262566 0.099488631 down no BTBD11 protein_coding chr12:107318413-
107659642:+

gi|426373998|ref|XP
_004053870.1| 5341 0

PREDICTED:
ankyrin repeat and
BTB/POZ domain-
containing protein
BTBD11 isoform 1
[Gorilla gorilla
gorilla]

gi|65786660|ref|NM
_001018072.1| 5760 0

Homo sapiens BTB
(POZ) domain
containing 11
(BTBD11),
transcript variant a,
mRNA

A6QL63 2049 0

Ankyrin repeat and
BTB/POZ domain-
containing protein
BTBD11

FN0178 62 7.00E-09 COG0666 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:004278
7|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:003016
2|regulation of
proteolysis;GO:0060
395|SMAD protein
signal transduction;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0019
005|SCF ubiquitin
ligase complex;

GO:0031625|ubiquit
in protein ligase
binding;

K10483
BTBD11; BTB/POZ
domain-containing
protein 11

ENSG00000151150 0 2 0 3 4.560547466 17 10 4 9 -2.561016492 0.006401783 0.026149399 down yes ANK3 protein_coding chr10:60026298-
60733490:-

gi|32967601|ref|NP_
066267.2| 21003 0 ankyrin-3 isoform 1

[Homo sapiens]
gi|325053663|ref|N
M_020987.3| 16874 0

Homo sapiens
ankyrin 3, node of
Ranvier (ankyrin G)
(ANK3), transcript
variant 1, mRNA

G5E8K5 100 1.00E-21 Ankyrin-3 all2748 198 1.00E-52 COG0666 pfam00791 ZU5

ZU5 domain.
Domain present in
ZO-1 and Unc5-like
netrin receptors
Domain of
unknown function.

GO:0007411|axon
guidance;GO:00074
09|axonogenesis;GO
:0071286|cellular
response to
magnesium
ion;GO:0045184|est
ablishment of
protein
localization;GO:004
3001|Golgi to
plasma membrane
protein
transport;GO:00109
60|magnesium ion
homeostasis;GO:007
2660|maintenance
of protein location
in plasma
membrane;GO:0071
709|membrane
assembly;GO:00002
81|mitotic
cytokinesis;GO:190
2260|negative
regulation of
delayed rectifier
potassium channel
activity;GO:0007528
|neuromuscular
junction
development;GO:00
19228|neuronal
action
potential;GO:000700

GO:0030424|axon;G
O:0043194|axon
initial
segment;GO:000992
5|basal plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0005
923|bicellular tight
junction;GO:000998
6|cell
surface;GO:0005737
|cytoplasm;GO:0030
425|dendrite;GO:00
14704|intercalated
disc;GO:0016328|lat
eral plasma
membrane;GO:0005
764|lysosome;GO:0
016020|membrane;G
O:0031594|neuromu
scular
junction;GO:003326
8|node of
Ranvier;GO:003327
0|paranode region
of
axon;GO:0005886|pl
asma
membrane;GO:0045
211|postsynaptic
membrane;GO:0042
383|sarcolemma;GO
:0016529|sarcoplas

GO:0045296|cadheri
n
binding;GO:000809
3|cytoskeletal
adaptor
activity;GO:0008092
|cytoskeletal protein
binding;GO:004432
5|ion channel
binding;GO:003067
4|protein binding,
bridging;GO:003050
7|spectrin
binding;GO:000520
0|structural
constituent of
cytoskeleton;

K10380 ANK; ankyrin

ENSG00000151240 9 6 9 6 9.463575127 10 12 11 14 -0.037917047 0.941079428 0.962924535 down no DIP2C protein_coding chr10:274190-
689668:-

gi|530392110|ref|XP
_005252485.1| 8077 0

PREDICTED:
disco-interacting
protein 2 homolog
C isoform X6
[Homo sapiens]

gi|209364535|ref|N
M_014974.2| 7888 0

Homo sapiens
disco-interacting
protein 2 homolog
C (DIP2C), mRNA

Q9Y2E4 2987 0
Disco-interacting
protein 2 homolog
C

SPAC56F8.02 198 8.00E-50 COG0318 pfam00501 AMP-binding AMP-binding
enzyme.

GO:0008152|metabo
lic process; . GO:0003824|catalyti

c activity; . .

ENSG00000151247 2 23 10 39 28.62047174 42 46 40 67 -1.014459099 0.045424473 0.10613309 down no EIF4E protein_coding chr4:98871684-
98930637:-

gi|194578909|ref|NP
_001124151.1| 1220 6.00E-167

eukaryotic
translation initiation
factor 4E isoform 2
[Homo sapiens]

gi|18042440|gb|AC0
93836.3| 9460 0

Homo sapiens BAC
clone RP11-428B4
from 4, complete
sequence

P06730 412 4.00E-143
Eukaryotic
translation initiation
factor 4E

SPAC16E8.15 139 6.00E-35 COG5053 pfam01652 IF4E Eukaryotic initiation
factor 4E.

GO:0008152|metabo
lic process; . GO:0003824|catalyti

c activity; K03259 EIF4E; translation
initiation factor 4E

ENSG00000151276 0 0 0 1 1.493903398 4 6 1 3 -2.952246726 0.036855207 0.091531673 down no MAGI1 protein_coding chr3:65353525-
66038834:-

gi|74272284|ref|NP_
001028229.1| 6469 0

membrane-
associated guanylate
kinase, WW and
PDZ domain-
containing protein 1
isoform c [Homo
sapiens]

gi|544415250|ref|X
M_005547546.1| 6846 0

PREDICTED:
Macaca fascicularis
membrane
associated guanylate
kinase, WW and
PDZ domain
containing 1
(MAGI1), transcript
variant X8, mRNA

Q6RHR9 1952 0

Membrane-
associated guanylate
kinase, WW and
PDZ domain-
containing protein 1

YER125w 71.2 3.00E-11 COG5021 pfam00595 PDZ

PDZ domain (Also
known as DHR or
GLGF). PDZ
domains are found
in diverse signaling
proteins.

GO:0070997|neuron
death;

GO:0005912|adhere
ns
junction;GO:000592
3|bicellular tight
junction;GO:003005
4|cell
junction;GO:004299
5|cell
projection;GO:0005
737|cytoplasm;GO:0
005654|nucleoplasm
;GO:0005886|plasm
a membrane;

GO:0051393|alpha-
actinin
binding;GO:000552
4|ATP binding;

K05631

AIP3, WWP3,
BAIAP1; atrophin-1
interacting protein 3
(BAI1-associated
protein 1)

ENSG00000151287 0 1 1 1 0.41107912 0 0 0 0 2.510658815 0.269612828 NA up no TEX30 protein_coding chr13:102765990-
102773811:-

gi|635026547|ref|XP
_007959018.1| 1319 1.00E-179

PREDICTED: testis-
expressed sequence
30 protein isoform
X1 [Chlorocebus
sabaeus]

gi|3387926|gb|AF07
0559.1|AF070559 1686 0

Homo sapiens clone
24463 mRNA
sequence

Q5JUR7 474 5.00E-167 Testis-expressed
sequence 30 protein SMb20688 75.1 2.00E-14 COG3571 pfam12695 Abhydrolase_5

Alpha/beta
hydrolase family.
This family contains
a diverse range of
alpha/beta hydrolase
enzymes.

. GO:0005634|nucleu
s;

GO:0016787|hydrol
ase activity; . .

ENSG00000151292 8 9 15 6 7.819825445 3 10 3 2 1.719342309 0.014189944 0.046044378 up yes CSNK1G3 protein_coding chr5:123512099-
123617045:+

gi|537233630|gb|ER
E84674.1| 2380 0

casein kinase I
isoform gamma-3-
like protein
[Cricetulus griseus]

gi|396578103|ref|N
M_001031812.3| 4635 0

Homo sapiens
casein kinase 1,
gamma 3
(CSNK1G3),
transcript variant 2,
mRNA

P35509 79 9.00E-18
Casein kinase I
isoform gamma-3
(Fragment)

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0016055|Wnt
signaling pathway;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08958
CSNK1G; casein
kinase 1, gamma
[EC:2.7.11.1]

ENSG00000151320 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AKAP6 protein_coding chr14:32329273-
32837681:+

gi|20520995|dbj|BA
A20770.2| 11292 0 KIAA0311 [Homo

sapiens]
gi|194688130|ref|N
M_004274.4| 10384 0

Homo sapiens A
kinase (PRKA)
anchor protein 6
(AKAP6), mRNA

Q13023 2056 0 A-kinase anchor
protein 6 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001508|action
potential;GO:001993
3|cAMP-mediated
signaling;GO:00713
20|cellular response
to
cAMP;GO:0071345|
cellular response to
cytokine
stimulus;GO:003555
6|intracellular signal
transduction;GO:00
30818|negative
regulation of cAMP
biosynthetic
process;GO:007088
6|positive regulation
of calcineurin-
NFAT signaling
cascade;GO:003030
7|positive regulation
of cell
growth;GO:0061051
|positive regulation
of cell growth
involved in cardiac
muscle cell
development;GO:19
02261|positive
regulation of
delayed rectifier
potassium channel
activity;GO:0051533
|positive regulation
of NFAT protein

GO:0034704|calciu
m channel
complex;GO:000590
1|caveola;GO:00057
37|cytoplasm;GO:00
14704|intercalated
disc;GO:0014701|ju
nctional
sarcoplasmic
reticulum
membrane;GO:0005
635|nuclear
envelope;GO:00319
65|nuclear
membrane;GO:0048
471|perinuclear
region of
cytoplasm;GO:0016
529|sarcoplasmic
reticulum;GO:00303
15|T-tubule;

GO:0008179|adenyl
ate cyclase
binding;GO:004432
5|ion channel
binding;GO:004349
5|protein
anchor;GO:0032947|
protein complex
scaffold;GO:005101
8|protein kinase A
binding;GO:003423
7|protein kinase A
regulatory subunit
binding;

K16523 AKAP6; A-kinase
anchor protein 6



ENSG00000151322 2 10 5 5 4.073225748 0 2 3 5 1.65285492 0.047910931 0.110163411 up no NPAS3 protein_coding chr14:32934933-
33804176:+

gi|530404467|ref|XP
_005268049.1| 3907 0

PREDICTED:
neuronal PAS
domain-containing
protein 3 isoform
X4 [Homo sapiens]

gi|194595496|ref|N
M_022123.2| 5837 0

Homo sapiens
neuronal PAS
domain protein 3
(NPAS3), transcript
variant 2, mRNA

Q8IXF0 284 4.00E-88
Neuronal PAS
domain-containing
protein 3

. . . . pfam08447 PAS_3

PAS fold. The PAS
fold corresponds to
the structural
domain that has
previously been
defined as PAS and
PAC motifs. The
PAS fold appears in
archaea, eubacteria
and eukarya.

GO:0032502|develo
pmental
process;GO:004589
3|positive regulation
of transcription,
DNA-
templated;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0003677|DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA binding;

K09098

NPAS1_3; neuronal
PAS domain-
containing protein
1/3

ENSG00000151332 0 0 1 0 0.381854705 1 0 1 0 -0.17028878 0.943594307 NA down no MBIP protein_coding chr14:36298558-
36320676:-

gi|222080055|ref|NP
_001138363.1| 1829 0

MAP3K12-binding
inhibitory protein 1
isoform 2 [Homo
sapiens]

gi|7582301|gb|AF20
8857.1|AF208857 1781 0

Homo sapiens BM-
015 mRNA,
complete cds

Q9NS73 228 9.00E-72 MAP3K12-binding
inhibitory protein 1 . . . . pfam01142 TruD

tRNA
pseudouridine
synthase D (TruD).
TruD is responsible
for synthesis of
pseudouridine from
uracil-13 in transfer
RNAs. The
structure of TruD
reveals an overall
V-shaped molecule
which contains an
RNA-binding cleft.

GO:0043966|histone
H3
acetylation;GO:0000
173|inactivation of
MAPK activity
involved in
osmosensory
signaling pathway;

GO:0005671|Ada2/
Gcn5/Ada3
transcription
activator
complex;GO:000573
7|cytoplasm;GO:000
5730|nucleolus;GO:
0005634|nucleus;

GO:0004860|protein
kinase inhibitor
activity;

. .

ENSG00000151338 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no MIPOL1 protein_coding chr14:37197913-
37552361:+

gi|23503325|ref|NP_
620059.1| 2102 0

mirror-image
polydactyly gene 1
protein [Homo
sapiens]

gi|34366952|emb|BX
647795.1| 7379 0

Homo sapiens
mRNA; cDNA
DKFZp686E2187
(from clone
DKFZp686E2187)

O00370 486 0

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam02994 Transposase_22 L1 transposable
element. . GO:0005634|nucleu

s; . . .

ENSG00000151376 0 1 1 0 0.506625916 2 0 0 0 0.593630346 0.796975652 NA up no ME3 protein_coding chr11:86441108-
86672636:-

gi|62420880|ref|NP_
006671.2| 3192 0

NADP-dependent
malic enzyme,
mitochondrial
[Homo sapiens]

gi|239049446|ref|N
M_001161586.1| 2311 0

Homo sapiens malic
enzyme 3,
NADP(+)-
dependent,
mitochondrial
(ME3), transcript
variant 3, mRNA

Q16798 321 5.00E-104
NADP-dependent
malic enzyme,
mitochondrial

VC1188 417 4.00E-135 COG0281 pfam03949 Malic_M Malic enzyme, NAD
binding domain.

GO:0009060|aerobic
respiration;GO:0006
108|malate
metabolic
process;GO:005511
4|oxidation-
reduction
process;GO:007259
2|oxygen metabolic
process;GO:000609
0|pyruvate
metabolic process;

GO:0005759|mitoch
ondrial
matrix;GO:0005739|
mitochondrion;

GO:0048037|cofacto
r
binding;GO:000447
1|malate
dehydrogenase
(decarboxylating)
(NAD+)
activity;GO:0004473
|malate
dehydrogenase
(decarboxylating)
(NADP+)
activity;GO:0004470
|malic enzyme
activity;GO:0046872
|metal ion
binding;GO:005128
7|NAD
binding;GO:000894
8|oxaloacetate
decarboxylase
activity;

K00029

E1.1.1.40, maeB;
malate
dehydrogenase
(oxaloacetate-
decarboxylating)(N
ADP+)
[EC:1.1.1.40]

ENSG00000151414 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NEK7 protein_coding chr1:198156963-
198322420:+

gi|594625501|ref|XP
_007167324.1| 1685 0

PREDICTED:
serine/threonine-
protein kinase Nek7
isoform X1
[Balaenoptera
acutorostrata
scammoni]

gi|215820653|ref|N
M_133494.2| 4134 0

Homo sapiens
NIMA-related
kinase 7 (NEK7),
mRNA

Q8TDX7 364 1.00E-123 Serine/threonine-
protein kinase Nek7 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0000910|cytokin
esis;GO:0051973|po
sitive regulation of
telomerase
activity;GO:1904355
|positive regulation
of telomere
capping;GO:003221
2|positive regulation
of telomere
maintenance via
telomerase;GO:0006
468|protein
phosphorylation;GO
:0007346|regulation
of mitotic cell
cycle;GO:0051225|s
pindle assembly;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;GO:000581
5|microtubule
organizing
center;GO:0005654|
nucleoplasm;GO:00
00922|spindle pole;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08857

NEK; NIMA (never
in mitosis gene a)-
related kinase
[EC:2.7.11.1]

ENSG00000151461 8 20 13 22 21.77840906 33 36 34 27 -0.540952386 0.116228796 0.208037064 down no UPF2 protein_coding chr10:11920022-
12043170:-

gi|11693132|ref|NP_
056357.1| 5670 0

regulator of
nonsense transcripts
2 [Homo sapiens]

gi|7243196|dbj|AB0
37829.1| 5562 0

Homo sapiens
mRNA for
KIAA1408 protein,
partial cds

Q9HAU5 2087 0
Regulator of
nonsense transcripts
2

. . . . pfam02854 MIF4G

MIF4G domain.
MIF4G is named
after Middle domain
of eukaryotic
initiation factor 4G
(eIF4G). Also
occurs in NMD2p
and CBP80. The
domain is rich in
alpha-helices and
may contain
multiple alpha-
helical repeats. In
eIF4G, this domain
binds eIF4A, eIF3,
RNA and DNA.

GO:0031100|organ
regeneration;GO:00
01889|liver
development;GO:00
06406|mRNA export
from
nucleus;GO:000018
4|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0035145|ex
on-exon junction
complex;GO:000563
4|nucleus;GO:00484
71|perinuclear
region of cytoplasm;

GO:0003723|RNA
binding;GO:004216
2|telomeric DNA
binding;

K14327

UPF2, RENT2;
regulator of
nonsense transcripts
2

ENSG00000151466 0 0 0 1 0.210694493 0 0 1 0 0.569016584 0.865048656 NA up no SCLT1 protein_coding chr4:128864921-
129093607:-

gi|153791839|ref|NP
_653244.2| 3175 0

sodium channel and
clathrin linker 1
isoform 1 [Homo
sapiens]

gi|34528049|dbj|AK
122852.1| 3620 0

Homo sapiens
cDNA FLJ16472 fis,
clone
BRHIP3017637

Q96NL6 390 1.00E-124 Sodium channel
and clathrin linker 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0042384|cilium
assembly;GO:00451
62|clustering of
voltage-gated
sodium channels;

GO:0005814|centrio
le;GO:0005813|centr
osome;GO:0097539|
ciliary transition
fiber;GO:0071439|cl
athrin
complex;GO:000582
9|cytosol;GO:00700
62|extracellular
exosome;

GO:0017080|sodium
channel regulator
activity;

. .

ENSG00000151498 0 2 1 3 1.452629313 3 2 1 1 0.217691454 0.848217634 0.901166348 up no ACAD8 protein_coding chr11:134253495-
134265855:+

gi|7656849|ref|NP_0
55199.1| 2234 0

isobutyryl-CoA
dehydrogenase,
mitochondrial
[Homo sapiens]

gi|62088655|dbj|AB
209538.1| 3306 0

Homo sapiens
mRNA for acyl-
Coenzyme A
dehydrogenase
family, member 8
variant protein

Q0NXR6 78.6 2.00E-14
Isobutyryl-CoA
dehydrogenase,
mitochondrial

. . . . pfam00441 Acyl-CoA_dh_1

Acyl-CoA
dehydrogenase, C-
terminal domain. C-
terminal domain of
Acyl-CoA
dehydrogenase is an
all-alpha, four
helical up-and-
down bundle.

GO:0009083|branch
ed-chain amino acid
catabolic
process;GO:003353
9|fatty acid beta-
oxidation using
acyl-CoA
dehydrogenase;GO:
0055088|lipid
homeostasis;GO:000
6574|valine
catabolic process;

GO:0005739|mitoch
ondrion;

GO:0003995|acyl-
CoA dehydrogenase
activity;GO:0009055
|electron carrier
activity;GO:0000062
|fatty-acyl-CoA
binding;GO:005066
0|flavin adenine
dinucleotide
binding;GO:005289
0|oxidoreductase
activity, acting on
the CH-CH group of
donors, with a
flavin as acceptor;

K11538
ACAD8; isobutyryl-
CoA dehydrogenase
[EC:1.3.99.-]

ENSG00000151532 1 1 0 1 1.622933023 2 2 3 5 -1.470439874 0.215486674 0.33430283 down no VTI1A protein_coding chr10:112446998-
112818744:+

gi|530393100|ref|XP
_005269601.1| 929 2.00E-119

PREDICTED:
vesicle transport
through interaction
with t-SNAREs
homolog 1A
isoform X7 [Homo
sapiens]

gi|113374155|ref|N
M_145206.2| 4131 0

Homo sapiens
vesicle transport
through interaction
with t-SNAREs 1A
(VTI1A), mRNA

Q6B4Z3 108 7.00E-23 Histone demethylase
UTY . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K08493

VTI1; vesicle
transport through
interaction with t-
SNAREs 1

ENSG00000151552 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no QDPR protein_coding chr4:17460261-
17512234:-

gi|208973246|ref|NP
_000311.2| 1144 1.00E-151

dihydropteridine
reductase isoform 1
[Homo sapiens]

gi|208973245|ref|N
M_000320.2| 1648 0

Homo sapiens
quinoid
dihydropteridine
reductase (QDPR),
transcript variant 1,
mRNA

P09417 213 2.00E-66 Dihydropteridine
reductase VNG1540G 70.9 5.00E-13 COG1028 pfam15449 Retinal

Retinal protein. This
family of proteins is
found in the
photoreceptor cells
of the retina.
Mutations of the
gene encoding this
protein have been
associated with
retinal disorders
such as retinitis
pigmentosa and
late-onset
progressive retinal
atrophy. The
function of this
family of proteins is
unknown, but it is
likely to be
important in the
development and
function of the
retina.

GO:0006520|cellular
amino acid
metabolic
process;GO:003569
0|cellular response
to
drug;GO:0051066|di
hydrobiopterin
metabolic
process;GO:000655
9|L-phenylalanine
catabolic
process;GO:000188
9|liver
development;GO:00
10044|response to
aluminum
ion;GO:0033762|res
ponse to
glucagon;GO:00102
88|response to lead
ion;GO:0006729|tetr
ahydrobiopterin
biosynthetic
process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00057
39|mitochondrion;G
O:0043005|neuron
projection;

GO:0004155|6,7-
dihydropteridine
reductase
activity;GO:0009055
|electron carrier
activity;GO:0070404
|NADH
binding;GO:007040
2|NADPH binding;

K00357

QDPR;
dihydropteridine
reductase
[EC:1.5.1.34]

ENSG00000151572 1 7 1 7 14.82070526 35 37 20 37 -2.541376619 3.44E-06 8.06E-05 down yes ANO4 protein_coding chr12:100717526-
101128641:+

gi|694951832|ref|XP
_009424369.1| 5141 0

PREDICTED:
anoctamin-4
isoform X1 [Pan
troglodytes]

gi|218084957|ref|N
M_178826.3| 3909 0

Homo sapiens
anoctamin 4
(ANO4), transcript
variant 3, mRNA

Q32M45 329 3.00E-105 Anoctamin-4 . . . . pfam04547 Anoctamin

Calcium-activated
chloride channel.
The family carries
eight putative
transmembrane
domains, and,
although it has no
similarity to other
known channel
proteins, it is clearly
a calcium-activated
ionic channel. It is
expressed in various
secretory epithelia,
the retina and
sensory neurons,
and mediates
receptor-activated
chloride currents in
diverse
physiological
processes.

GO:0061591|calciu
m activated
galactosylceramide
scrambling;GO:0061
590|calcium
activated
phosphatidylcholine
scrambling;GO:0061
589|calcium
activated
phosphatidylserine
scrambling;GO:0006
821|chloride
transport;GO:00342
20|ion
transmembrane
transport;

GO:0016021|integral
component of
membrane;GO:0005
622|intracellular;GO
:0005886|plasma
membrane;

GO:0005229|intracel
lular calcium
activated chloride
channel
activity;GO:0017128
|phospholipid
scramblase activity;

K19499 ANO4, TMEM16D;
anoctamin-4

ENSG00000151612 1 2 1 4 5.238350181 17 11 4 10 -1.905715471 0.014453384 0.046428707 down yes ZNF827 protein_coding chr4:145757627-
145938635:-

gi|767931133|ref|XP
_011529936.1| 6217 0

PREDICTED: zinc
finger protein 827
isoform X3 [Homo
sapiens]

gi|556722933|ref|X
M_005957231.1| 4856 0

PREDICTED:
Pantholops
hodgsonii zinc
finger protein 827
(ZNF827), transcript
variant X1, mRNA

Q17R98 1901 0 Zinc finger protein
827 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09222
REST; RE1-
silencing
transcription factor



ENSG00000151729 1 0 0 0 0.393294473 0 1 0 1 -0.143279163 0.952092564 NA down no SLC25A4 protein_coding chr4:185143241-
185150382:+

gi|55749577|ref|NP_
001142.2| 1507 0

ADP/ATP
translocase 1 [Homo
sapiens]

gi|258547122|ref|N
M_001151.3| 4418 0

Homo sapiens
solute carrier family
25 (mitochondrial
carrier; adenine
nucleotide
translocator),
member 4
(SLC25A4), mRNA

P12235 380 7.00E-127 ADP/ATP
translocase 1 . . . . pfam00153 Mito_carr Mitochondrial

carrier protein.

GO:0008637|apopto
tic mitochondrial
changes;GO:000609
1|generation of
precursor
metabolites and
energy;GO:0000002|
mitochondrial
genome
maintenance;GO:00
60546|negative
regulation of
necroptotic
process;GO:005079
6|regulation of
insulin
secretion;GO:00064
12|translation;GO:00
06810|transport;GO:
0016032|viral
process;

GO:0005887|integral
component of
plasma
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
739|mitochondrion;
GO:0043209|myelin
sheath;GO:0005634|
nucleus;

GO:0015207|adenin
e transmembrane
transporter
activity;GO:0003735
|structural
constituent of
ribosome;

K05863

SLC25A4S, ANT;
solute carrier family
25 (mitochondrial
adenine nucleotide
translocator),
member 4/5/6/31

ENSG00000151746 1 1 1 1 1.31036054 4 3 0 0 -0.240570196 0.860776256 0.908393666 down no BICD1 protein_coding chr12:32106835-
32383633:+

gi|51039802|ref|NP_
001705.2| 4919 0

protein bicaudal D
homolog 1 isoform
1 [Homo sapiens]

gi|544469105|ref|X
M_005570519.1| 6740 0

PREDICTED:
Macaca fascicularis
bicaudal D homolog
1 (Drosophila)
(BICD1), transcript
variant X5, mRNA

Q8BR07 101 2.00E-22 Protein bicaudal D
homolog 1 . . . . pfam09730 BicD

Microtubule-
associated protein
Bicaudal-D. BicD
proteins consist of
three coiled-coiled
domains and are
involved in dynein-
mediated minus
end-directed
transport from the
Golgi apparatus to
the endoplasmic
reticulum (ER). For
full functioning they
bind with GSK-
3beta pfam05350 to
maintain the
anchoring of
microtubules to the
centromere. It
appears that amino-
acid residues 437-
617 of BicD and the
kinase activity of
GSK-3 are
necessary for the
formation of a
complex between
BicD and GSK-
3beta in intact cells.

GO:0072393|microt
ubule anchoring at
microtubule
organizing
center;GO:0072385|
minus-end-directed
organelle transport
along
microtubule;GO:190
0275|negative
regulation of
phospholipase C
activity;GO:1900737
|negative regulation
of phospholipase C-
activating G-protein
coupled receptor
signaling
pathway;GO:004826
0|positive regulation
of receptor-
mediated
endocytosis;GO:003
3365|protein
localization to
organelle;GO:19002
76|regulation of
proteinase activated
receptor
activity;GO:0034063
|stress granule
assembly;GO:00160
32|viral process;

GO:0005881|cytopla
smic
microtubule;GO:003
1410|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0005794
|Golgi
apparatus;GO:00725
17|host cell viral
assembly
compartment;GO:00
16020|membrane;G
O:0048471|perinucl
ear region of
cytoplasm;GO:0005
802|trans-Golgi
network;

GO:0008093|cytosk
eletal adaptor
activity;GO:0034452
|dynactin
binding;GO:004550
2|dynein
binding;GO:003187
1|proteinase
activated receptor
binding;GO:001713
7|Rab GTPase
binding;

K18739 BICD; protein
bicaudal D

ENSG00000151846 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PABPC3 protein_coding chr13:25095868-
25099254:+

gi|11610605|gb|AA
G38953.1|AF132026
_1

3267 0

testis-specific
poly(A)-binding
protein [Homo
sapiens]

gi|15705216|emb|AL
359757.21| 3387 0

Human DNA
sequence from
clone RP11-165I9
on chromosome
13q12.11-12.3,
complete sequence

Q9H361 1259 0 Polyadenylate-
binding protein 3 . . . . pfam00658 PABP

Poly-adenylate
binding protein,
unique domain. The
region featured in
this family is found
towards the C-
terminus of
poly(A)-binding
proteins (PABPs).
These are
eukaryotic proteins
that, through their
binding of the 3'
poly(A) tail on
mRNA, have very
important roles in
the pathways of
gene expression.
They seem to
provide a scaffold
on which other
proteins can bind
and mediate
processes such as
export, translation
and turnover of the
transcripts.
Moreover, they may
act as antagonists to
the binding of
factors that allow
mRNA degradation,
regulating mRNA
longevity. PABPs
are also involved in

GO:0016071|mRNA
metabolic process;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular exosome;

GO:0000166|nucleot
ide
binding;GO:000814
3|poly(A) binding;

K13126
PABPC;
polyadenylate-
binding protein

ENSG00000151883 0 0 0 1 0.709441605 3 1 1 1 -1.742996733 0.293281744 NA down no PARP8 protein_coding chr5:50665899-
50846522:+

gi|530379490|ref|XP
_005248653.1| 4227 0

PREDICTED: poly
[ADP-ribose]
polymerase 8
isoform X2 [Homo
sapiens]

gi|295844830|ref|N
M_024615.3| 7177 0

Homo sapiens poly
(ADP-ribose)
polymerase family,
member 8 (PARP8),
transcript variant 2,
mRNA

Q8N3A8 241 1.00E-73 Poly [ADP-ribose]
polymerase 8 . . . . pfam00644 PARP

Poly(ADP-ribose)
polymerase catalytic
domain. Poly(ADP-
ribose) polymerase
catalyses the
covalent attachment
of ADP-ribose units
from NAD+ to itself
and to a limited
number of other
DNA binding
proteins, which
decreases their
affinity for DNA.
Poly(ADP-ribose)
polymerase is a
regulatory
component induced
by DNA damage.
The carboxyl-
terminal region is
the most highly
conserved region of
the protein.
Experiments have
shown that a
carboxyl 40 kDa
fragment is still
catalytically active.

. GO:0005622|intracel
lular;

GO:0003950|NAD+
ADP-
ribosyltransferase
activity;

K15258

PARP6_8; poly
[ADP-ribose]
polymerase 6/8
[EC:2.4.2.30]

ENSG00000151893 0 0 0 0 0.993995415 4 2 1 3 -3.191939562 0.041971573 0.100500208 down no CACUL1 protein_coding chr10:118674167-
118755249:-

gi|560933826|ref|XP
_006193015.1| 1646 0

PREDICTED:
CDK2-associated
and cullin domain-
containing protein 1
[Camelus ferus]

gi|16972779|emb|AL
139407.11| 9758 0

Human DNA
sequence from
clone RP11-427L15
on chromosome 10,
complete sequence

Q86Y37 353 3.00E-118
CDK2-associated
and cullin domain-
containing protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000082|G1/S
transition of mitotic
cell
cycle;GO:0008284|p
ositive regulation of
cell
proliferation;GO:00
45860|positive
regulation of
protein kinase
activity;GO:0042787
|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005680|anapha
se-promoting
complex;

GO:0019901|protein
kinase
binding;GO:003162
5|ubiquitin protein
ligase binding;

. .

ENSG00000151914 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no DST protein_coding chr6:56457987-
56954628:-

gi|767940557|ref|XP
_011513128.1| 37251 0

PREDICTED:
dystonin isoform
X12 [Homo
sapiens]

gi|544427230|ref|X
M_005552665.1| 20366 0

PREDICTED:
Macaca fascicularis
uncharacterized
LOC101866835
(LOC101866835),
transcript variant
X13, mRNA

Q03001 2031 0 Dystonin ECU09g0290 189 2.00E-48 COG5069 pfam02187 GAS2
Growth-Arrest-
Specific Protein 2
Domain.

GO:0043001|Golgi
to plasma
membrane protein
transport;GO:00457
73|positive
regulation of axon
extension;GO:00301
77|positive
regulation of Wnt
signaling
pathway;GO:001063
2|regulation of
epithelial cell
migration;GO:00518
93|regulation of
focal adhesion
assembly;GO:00328
86|regulation of
microtubule-based
process;GO:001605
5|Wnt signaling
pathway;GO:004206
0|wound healing;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0005794|Golgi
apparatus;GO:00058
74|microtubule;GO:
0005886|plasma
membrane;GO:0032
587|ruffle
membrane;

GO:0003779|actin
binding;GO:005101
5|actin filament
binding;GO:001688
7|ATPase
activity;GO:0098641
|cadherin binding
involved in cell-cell
adhesion;GO:00055
09|calcium ion
binding;GO:004482
2|poly(A) RNA
binding;

K10382 DST; dystonin

ENSG00000151923 13 47 23 85 84.84984205 192 168 111 163 -1.511170305 9.84E-05 0.001016293 down yes TIAL1 protein_coding chr10:119571802-
119597029:-

gi|77695912|ref|NP_
001029097.1| 1938 0

nucleolysin TIAR
isoform 2 [Homo
sapiens]

gi|339275908|ref|NG
_029240.1| 3990 0

Homo sapiens TIA1
cytotoxic granule-
associated RNA
binding protein-like
1 (TIAL1),
RefSeqGene on
chromosome 10

P70318 126 1.00E-34 Nucleolysin TIAR . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006915|apopto
tic
process;GO:000728
1|germ cell
development;GO:00
08284|positive
regulation of cell
proliferation;GO:00
17145|stem cell
division;

GO:0005737|cytopla
sm;GO:0010494|cyt
oplasmic stress
granule;GO:0070062
|extracellular
exosome;GO:00056
34|nucleus;

GO:0017091|AU-
rich element
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;

K13201
TIA1, TIAL1;
nucleolysin TIA-
1/TIAR

ENSG00000152061 1 0 0 2 1.015844874 3 1 1 1 -0.514040042 0.719279198 0.80156903 down no RABGAP1L protein_coding chr1:174159410-
174995308:+

gi|530365778|ref|XP
_005245737.1| 4317 0

PREDICTED: rab
GTPase-activating
protein 1-like
isoform X1 [Homo
sapiens]

gi|344217736|ref|N
M_001243765.1| 6821 0

Homo sapiens RAB
GTPase activating
protein 1-like
(RABGAP1L),
transcript variant 4,
mRNA

A2AWA9 510 4.00E-167 Rab GTPase-
activating protein 1 . . . . pfam00566 RabGAP-TBC

Rab-GTPase-TBC
domain.
Identification of a
TBC domain in
GYP6_YEAST and
GYP7_YEAST,
which are GTPase
activator proteins of
yeast Ypt6 and
Ypt7, implies that
these domains are
GTPase activator
proteins of Rab-like
small GTPases.

GO:0019886|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class
II;GO:0006605|prote
in
targeting;GO:005069
0|regulation of
defense response to
virus by
virus;GO:0016192|v
esicle-mediated
transport;

GO:0030669|clathri
n-coated endocytic
vesicle
membrane;GO:0005
905|coated
pit;GO:0030659|cyto
plasmic vesicle
membrane;GO:0005
829|cytosol;GO:000
0139|Golgi
membrane;GO:0005
765|lysosomal
membrane;GO:0030
117|membrane
coat;GO:0032588|tra
ns-Golgi network
membrane;

GO:0008565|protein
transporter activity; . .

ENSG00000152092 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no ASTN1 protein_coding chr1:176857302-
177164973:-

gi|46488923|ref|NP_
004310.1| 6592 0

astrotactin-1
isoform 1 precursor
[Homo sapiens]

gi|555290111|ref|N
M_004319.2| 7116 0

Homo sapiens
astrotactin 1
(ASTN1), transcript
variant 1, mRNA

O14525 300 2.00E-108 Astrotactin-1 . . . . pfam14670 FXa_inhibition

Coagulation Factor
Xa inhibitory site.
This short domain
on coagulation
enzyme factor Xa is
found to be the
target for a potent
inhibitor of
coagulation, TAK-
442.

GO:0007626|locom
otory
behavior;GO:00071
58|neuron cell-cell
adhesion;GO:00017
64|neuron
migration;

GO:0030136|clathri
n-coated
vesicle;GO:0005768|
endosome;GO:0009
897|external side of
plasma
membrane;GO:0016
021|integral
component of
membrane;GO:0043
204|perikaryon;

. . .



ENSG00000152154 0 0 0 2 0.90773948 2 1 1 3 -1.325778335 0.397545449 NA down no TMEM178A protein_coding chr2:39664982-
39717963:+

gi|269914178|ref|NP
_689603.2| 1323 1.00E-177

transmembrane
protein 178A
isoform 1 precursor
[Homo sapiens]

gi|269914177|ref|N
M_152390.2| 1662 0

Homo sapiens
transmembrane
protein 178A
(TMEM178A),
transcript variant 1,
mRNA

Q8NBL3 231 2.00E-74 Transmembrane
protein 178A . . . . pfam13903 Claudin_2

PMP-
22/EMP/MP20/Clau
din tight junction.
Members of this
family are claudins,
that form tight
junctions between
cells.

GO:0045671|negativ
e regulation of
osteoclast
differentiation;GO:0
051480|cytosolic
calcium ion
homeostasis;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000152192 1 0 0 0 1.501409261 3 4 4 2 -2.857051083 0.036049102 0.090304821 down no POU4F1 protein_coding chr13:78598362-
78603560:-

gi|110347449|ref|NP
_006228.3| 1483 0

POU domain, class
4, transcription
factor 1 [Homo
sapiens]

gi|13445432|emb|AL
445209.4| 4192 0

Human DNA
sequence from
clone RP11-52L5 on
chromosome 13,
complete sequence

Q01851 550 5.00E-180
POU domain, class
4, transcription
factor 1

. . . . pfam00157 Pou
Pou domain - N-
terminal to
homeobox domain.

GO:0007409|axonog
enesis;GO:0021535|
cell migration in
hindbrain;GO:00219
53|central nervous
system neuron
differentiation;GO:0
021986|habenula
development;GO:00
60384|innervation;G
O:0007498|mesoder
m
development;GO:00
43524|negative
regulation of
neuron apoptotic
process;GO:200120
8|negative
regulation of
transcription
elongation from
RNA polymerase I
promoter;GO:00001
22|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00486
65|neuron fate
specification;GO:00
31175|neuron
projection
development;GO:00
48935|peripheral
nervous system

GO:0043005|neuron
projection;GO:0000
790|nuclear
chromatin;GO:0005
654|nucleoplasm;

GO:0000980|RNA
polymerase II distal
enhancer sequence-
specific DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000369
7|single-stranded
DNA
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000120
5|transcriptional
activator activity,
RNA polymerase II
distal enhancer
sequence specific

K09366

POU4F, BRN3;
POU domain
transcription factor,
class 4

ENSG00000152208 0 0 0 0 0.402807262 0 2 2 0 -1.885560852 0.493784587 NA down no GRID2 protein_coding chr4:92303622-
93810157:+

gi|62088216|dbj|BA
D92555.1| 5356 0

glutamate receptor,
ionotropic, delta 2
variant [Homo
sapiens]

gi|558472743|ref|N
M_001510.3| 5340 0

Homo sapiens
glutamate receptor,
ionotropic, delta 2
(GRID2), transcript
variant 1, mRNA

O43424 2065 0 Glutamate receptor
ionotropic, delta-2 . . . . pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

GO:0034613|cellular
protein
localization;GO:002
1707|cerebellar
granule cell
differentiation;GO:0
060079|excitatory
postsynaptic
potential;GO:000721
5|glutamate receptor
signaling
pathway;GO:000715
7|heterophilic cell-
cell adhesion via
plasma membrane
cell adhesion
molecules;GO:0060
134|prepulse
inhibition;GO:00435
23|regulation of
neuron apoptotic
process;GO:001097
5|regulation of
neuron projection
development;GO:00
35249|synaptic
transmission,
glutamatergic;GO:00
06810|transport;

GO:0030054|cell
junction;GO:004319
7|dendritic
spine;GO:0005887|i
ntegral component
of plasma
membrane;GO:0008
328|ionotropic
glutamate receptor
complex;GO:000588
6|plasma
membrane;GO:0045
211|postsynaptic
membrane;GO:0045
202|synapse;

GO:0005234|extrace
llular-glutamate-
gated ion channel
activity;GO:0008066
|glutamate receptor
activity;GO:0004970
|ionotropic
glutamate receptor
activity;GO:0030165
|PDZ domain
binding;GO:009711
0|scaffold protein
binding;

K05207
GRID2; glutamate
receptor delta-2
subunit

ENSG00000152217 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SETBP1 protein_coding chr18:44680173-
45068510:+

gi|20521051|dbj|BA
A24826.2| 7266 0 KIAA0437 [Homo

sapiens]
gi|194294553|ref|N
M_015559.2| 9899 0

Homo sapiens SET
binding protein 1
(SETBP1),
transcript variant 1,
mRNA

Q9Y6X0 256 8.00E-76 SET-binding
protein . . . . pfam00002 7tm_2

7 transmembrane
receptor (Secretin
family). This family
is known as Family
B, the secretin-
receptor family or
family 2 of the G-
protein-coupled
receptors
(GCPRs).They have
been described in
many animal
species, but not in
plants, fungi or
prokaryotes. Three
distinct sub-families
are recognized.
Subfamily B1
contains classical
hormone receptors,
such as receptors
for secretin and
glucagon, that are
all involved in
cAMP-mediated
signalling pathways.
Subfamily B2
contains receptors
with long
extracellular N-
termini, such as the
leukocyte cell-
surface antigen
CD97; calcium-
independent

. GO:0005634|nucleu
s;

GO:0003677|DNA
binding; . .

ENSG00000152234 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ATP5A1 protein_coding chr18:46080248-
46104334:-

gi|635098964|ref|XP
_007972341.1| 2967 0

PREDICTED: ATP
synthase subunit
alpha,
mitochondrial
[Chlorocebus
sabaeus]

gi|24211330|gb|AC0
12569.18| 4547 0

Homo sapiens
chromosome , clone
RP11-8H2,
complete sequence

A5A6H5 283 6.00E-91
ATP synthase
subunit alpha,
mitochondrial

SPAC14C4.14 775 0 COG0056 pfam00006 ATP-synt_ab

ATP synthase
alpha/beta family,
nucleotide-binding
domain. This family
includes the ATP
synthase alpha and
beta subunits, the
ATP synthase
associated with
flagella and the
termination factor
Rho.

GO:0015991|ATP
hydrolysis coupled
proton
transport;GO:00159
86|ATP synthesis
coupled proton
transport;

GO:0005753|mitoch
ondrial proton-
transporting ATP
synthase
complex;GO:000588
6|plasma
membrane;GO:0045
261|proton-
transporting ATP
synthase complex,
catalytic core F(1);

GO:0005524|ATP
binding;GO:004693
3|proton-
transporting ATP
synthase activity,
rotational
mechanism;GO:004
6961|proton-
transporting ATPase
activity, rotational
mechanism;

K02111

ATPF1A, atpA; F-
type H+-
transporting ATPase
subunit alpha
[EC:3.6.3.14]

ENSG00000152332 0 5 1 3 6.901858201 24 11 6 17 -2.226163918 0.004264317 0.019379201 down yes UHMK1 protein_coding chr1:162497251-
162529629:+

gi|28467003|ref|NP_
787062.1| 1966 0

serine/threonine-
protein kinase Kist
isoform 1 [Homo
sapiens]

gi|296179393|ref|N
M_175866.4| 8478 0

Homo sapiens
U2AF homology
motif (UHM) kinase
1 (UHMK1),
transcript variant 1,
mRNA

Q5RCY1 630 0 Serine/threonine-
protein kinase Kist SPAC1687.15 80.1 2.00E-14 COG0515 pfam00069 Pkinase Protein kinase

domain. . GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0003723
|RNA binding;

K08877

UHMK1, KIS;
U2AF homology
motif (UHM) kinase
1 [EC:2.7.11.1]

ENSG00000152413 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no HOMER1 protein_coding chr5:79372636-
79514217:-

gi|148668620|gb|ED
L00939.1| 1774 0

homer homolog 1
(Drosophila),
isoform CRA_c,
partial [Mus
musculus]

gi|426384268|ref|X
M_004058645.1| 5239 0

PREDICTED:
Gorilla gorilla
gorilla homer
homolog 1
(Drosophila)
(HOMER1), mRNA

Q2KJ56 191 6.00E-57 Homer protein
homolog 1 . . . . pfam00568 WH1

WH1 domain.
WASp Homology
domain 1 (WH1)
domain. WASP is
the protein that is
defective in
Wiskott-Aldrich
syndrome (WAS).
The majority of
point mutations
occur within the
amino- terminal
WH1 domain. The
metabotropic
glutamate receptors
mGluR1alpha and
mGluR5 bind a
protein called
homer, which is a
WH1 domain
homologue. A
subset of WH1
domains has been
termed a "EVH1"
domain and appear
to bind a
polyproline motif.

GO:0048148|behavi
oral response to
cocaine;GO:004887
5|chemical
homeostasis within
a
tissue;GO:0007268|s
ynaptic
transmission;GO:00
07206|phospholipas
e C-activating G-
protein coupled
glutamate receptor
signaling
pathway;GO:005192
8|positive regulation
of calcium ion
transport;GO:00099
67|positive
regulation of signal
transduction;GO:00
90279|regulation of
calcium ion
import;GO:2001257|
regulation of cation
channel
activity;GO:2001256
|regulation of store-
operated calcium
entry;GO:0051592|r
esponse to calcium
ion;GO:0003009|ske
letal muscle
contraction;GO:004
8741|skeletal muscle

GO:0045177|apical
part of
cell;GO:0030424|ax
on;GO:0030054|cell
junction;GO:004303
4|costamere;GO:001
4069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0030
018|Z disc;

GO:0035256|G-
protein coupled
glutamate receptor
binding;GO:004432
5|ion channel
binding;GO:003559
1|signaling adaptor
activity;

K15010 HOMER; homer

ENSG00000152484 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no USP12 protein_coding chr13:27066142-
27171896:-

gi|641751262|ref|XP
_008167101.1| 2041 0

PREDICTED:
ubiquitin carboxyl-
terminal hydrolase
12, partial
[Chrysemys picta
bellii]

gi|301500674|ref|N
M_182488.3| 4503 0

Homo sapiens
ubiquitin specific
peptidase 12
(USP12), mRNA

O75317 775 0
Ubiquitin carboxyl-
terminal hydrolase
12

. . . . pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0016579|protein
deubiquitination;GO
:0006511|ubiquitin-
dependent protein
catabolic process;

.

GO:0004197|cystein
e-type
endopeptidase
activity;GO:0004843
|ubiquitin-specific
protease activity;

K11842

USP12_46;
ubiquitin carboxyl-
terminal hydrolase
12/46 [EC:3.4.19.12]

ENSG00000152492 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CCDC50 protein_coding chr3:191329077-
191398670:+

gi|297287166|ref|XP
_001094644.2| 2155 0

PREDICTED:
hypothetical protein
LOC705459 isoform
2 [Macaca mulatta]

gi|201025403|ref|N
M_174908.3| 8421 0

Homo sapiens
coiled-coil domain
containing 50
(CCDC50),
transcript variant 1,
mRNA

Q8IVM0 553 2.00E-177
Coiled-coil domain-
containing protein
50

. . . . pfam15295 CCDC50_N
Coiled-coil domain-
containing protein
50 N-terminus.

GO:0007605|sensor
y perception of
sound;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

GO:0031625|ubiquit
in protein ligase
binding;

. .

ENSG00000152518 1 2 1 0 1.030232291 1 2 1 0 0.594339234 0.67769519 0.771852461 up no ZFP36L2 protein_coding chr2:43222402-
43226609:-

gi|545187619|ref|XP
_005615109.1| 1218 8.00E-153

PREDICTED: LOW
QUALITY
PROTEIN: ZFP36
ring finger protein-
like 2 [Equus
caballus]

gi|188536101|ref|N
M_006887.4| 3693 0

Homo sapiens
ZFP36 ring finger
protein-like 2
(ZFP36L2), mRNA

P47974 470 5.00E-151
mRNA decay
activator protein
ZFP36L2

SPBC1718.07c 98.2 1.00E-20 COG5063 pfam04553 Tis11B_N

Tis11B like protein,
N terminus.
Members of this
family always
contain a tandem
repeat of CCCH
zinc fingers
pfam00642. Tis11B,
Tis11D and their
homologues are
thought to be
regulatory proteins
involved in the
response to growth
factors. The
function of the N
terminus is
unknown.

GO:0061158|3 -
UTR-mediated
mRNA
destabilization;GO:0
008283|cell
proliferation;GO:00
71364|cellular
response to
epidermal growth
factor
stimulus;GO:004434
4|cellular response
to fibroblast growth
factor
stimulus;GO:007138
5|cellular response
to glucocorticoid
stimulus;GO:009701
1|cellular response
to granulocyte
macrophage colony-
stimulating factor
stimulus;GO:190462
8|cellular response
to phorbol 13-
acetate 12-
myristate;GO:00715
60|cellular response
to transforming
growth factor beta
stimulus;GO:007135
6|cellular response
to tumor necrosis
factor;GO:0060216|
definitive

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0017091|AU-
rich element
binding;GO:000367
7|DNA
binding;GO:004687
2|metal ion
binding;GO:003592
5|mRNA 3'-UTR
AU-rich region
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:004482
2|poly(A) RNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K18753 ZFP36L; butyrate
response factor 1



ENSG00000152520 1 4 3 10 4.598073413 7 5 4 7 0.093746046 0.891277083 0.9309609 up no PAN3 protein_coding chr13:28138506-
28295335:+

gi|544502995|ref|XP
_005585597.1| 4181 0

PREDICTED: PAB-
dependent poly(A)-
specific
ribonuclease
subunit 3 isoform
X1 [Macaca
fascicularis]

gi|426375035|ref|X
M_004054309.1| 4803 0

PREDICTED:
Gorilla gorilla
gorilla PAN3
poly(A) specific
ribonuclease
subunit homolog
(S. cerevisiae),
transcript variant 1
(PAN3), mRNA

Q58A45 1123 0

PAB-dependent
poly(A)-specific
ribonuclease
subunit PAN3

. . . . pfam05109 Herpes_BLLF1

Herpes virus major
outer envelope
glycoprotein
(BLLF1). This
family consists of
the BLLF1 viral late
glycoprotein, also
termed gp350/220.
It is the most
abundantly
expressed
glycoprotein in the
viral envelope of
the Herpesviruses
and is the major
antigen responsible
for stimulating the
production of
neutralizing
antibodies in vivo.

GO:0000290|deaden
ylation-dependent
decapping of
nuclear-transcribed
mRNA;GO:0006397
|mRNA
processing;GO:0000
289|nuclear-
transcribed mRNA
poly(A) tail
shortening;GO:0010
606|positive
regulation of
cytoplasmic mRNA
processing body
assembly;GO:00066
05|protein
targeting;GO:009050
3|RNA
phosphodiester
bond hydrolysis,
exonucleolytic;

GO:0000932|cytopla
smic mRNA
processing
body;GO:0005829|c
ytosol;GO:0031251|
PAN complex;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000467
2|protein kinase
activity;

K12572

PAN3; PAB-
dependent poly(A)-
specific
ribonuclease
subunit 3

ENSG00000152556 1 1 1 0 0.502653817 0 0 0 0 2.717591495 0.218741794 NA up no PFKM protein_coding chr12:48105139-
48146404:+

gi|266453619|ref|NP
_001160158.1| 4492 0

ATP-dependent 6-
phosphofructokinas
e, muscle type
isoform 1 [Homo
sapiens]

gi|34532347|dbj|AK
126020.1| 3570 0

Homo sapiens
cDNA FLJ44032 fis,
clone
TESTI4028059,
highly  similar to 6-
phosphofructokinas
e, muscle type (EC
2.7.1.11)

P00511 171 5.00E-48
ATP-dependent 6-
phosphofructokinas
e, muscle type

SPBC16H5.02 160 2.00E-43 COG0205 pfam00365 PFK Phosphofructokinas
e.

GO:0030835|negativ
e regulation of actin
filament
depolymerization;

GO:0030864|cortical
actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0030027|lamellip
odium;GO:0005886|
plasma membrane;

GO:0003779|actin
binding; K00850

pfkA, PFK; 6-
phosphofructokinas
e 1 [EC:2.7.1.11]

ENSG00000152578 1 2 3 14 16.72493876 44 34 26 39 -2.408321349 2.60E-05 0.000379892 down yes GRIA4 protein_coding chr11:105609994-
105982092:+

gi|578822142|ref|XP
_006718886.1| 4703 0

PREDICTED:
glutamate receptor 4
isoform X1 [Homo
sapiens]

gi|164419735|ref|N
M_001077243.2| 5618 0

Homo sapiens
glutamate receptor,
ionotropic, AMPA 4
(GRIA4), transcript
variant 2, mRNA

P42263 114 9.00E-28 Glutamate receptor
3 YPO1846 54.7 9.00E-07 COG0834 pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

GO:0007268|synapti
c
transmission;GO:00
07215|glutamate
receptor signaling
pathway;GO:000681
0|transport;

GO:0032281|AMPA
glutamate receptor
complex;GO:003005
4|cell
junction;GO:003042
5|dendrite;GO:0030
666|endocytic
vesicle
membrane;GO:1903
561|extracellular
vesicle;GO:0005886|
plasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0004971|AMPA
glutamate receptor
activity;GO:0005231
|excitatory
extracellular ligand-
gated ion channel
activity;GO:0005234
|extracellular-
glutamate-gated ion
channel
activity;GO:0004970
|ionotropic
glutamate receptor
activity;

K05199 GRIA3; glutamate
receptor 3

ENSG00000152583 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no SPARCL1 protein_coding chr4:87473335-
87531061:-

gi|190194423|ref|NP
_001121782.1| 3092 0

SPARC-like protein
1 isoform 1
precursor [Homo
sapiens]

gi|634743234|ref|N
M_001128310.2| 2994 0

Homo sapiens
SPARC-like 1
(hevin)
(SPARCL1),
transcript variant 1,
mRNA

Q14515 206 1.00E-60 SPARC-like protein
1 . . . . pfam10591 SPARC_Ca_bdg

Secreted protein
acidic and rich in
cysteine Ca binding
region. The
SPARC_Ca_bdg
domain of Secreted
Protein Acidic and
Rich in Cysteine is
responsible for the
anti-spreading
activity of human
urothelial cells. It is
rich in alpha-
helices. This
extracellular
calcium-binding
domain contains
two EF-hands that
each coordinates
one Ca2+ ion,
forming a helix-
loop-helix structure
that not only drives
the conformation of
the protein but is
also necessary for
biological activity.
The anti-spreading
activity was
dependent on the
coordination of
Ca2+ by a Glu
residue at the Z
position of EF-hand
2

GO:0048856|anatom
ical structure
development;GO:00
07165|signal
transduction;

GO:0070062|extrace
llular
exosome;GO:00056
15|extracellular
space;GO:0005578|p
roteinaceous
extracellular matrix;

GO:0005509|calciu
m ion
binding;GO:000551
8|collagen
binding;GO:005084
0|extracellular
matrix binding;

. .

ENSG00000152601 85 133 80 184 160.9087333 214 221 231 270 -0.456130797 0.023303296 0.065566486 down no MBNL1 protein_coding chr3:152243828-
152465780:+

gi|530374638|ref|XP
_005247521.1| 1608 0

PREDICTED:
muscleblind-like
protein 1 isoform
X9 [Homo sapiens]

gi|46411163|ref|NM
_207292.1| 5940 0

Homo sapiens
muscleblind-like
splicing regulator 1
(MBNL1), transcript
variant 2, mRNA

Q5ZKW9 76.6 3.00E-15 Muscleblind-like
protein 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0031214|biomin
eral tissue
development;GO:00
30502|negative
regulation of bone
mineralization;GO:0
046850|regulation of
bone
remodeling;GO:000
1501|skeletal system
development;

GO:0005578|protein
aceous extracellular
matrix;

GO:1990430|extrace
llular matrix protein
binding;GO:000520
1|extracellular
matrix structural
constituent;

K14943 MBNL; muscleblind

ENSG00000152749 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no GPR180 protein_coding chr13:94601903-
94634645:+

gi|30725877|ref|NP_
851320.1| 2199 0

integral membrane
protein GPR180
precursor [Homo
sapiens]

gi|324710989|ref|N
M_180989.5| 8822 0

Homo sapiens G
protein-coupled
receptor 180
(GPR180), mRNA

Q86V85 828 0 Integral membrane
protein GPR180 . . . . pfam10192 GpcrRhopsn4

Rhodopsin-like
GPCR
transmembrane
domain. This region
of 270 amino acids
is the seven
transmembrane
alpha-helical
domains included
within five
GPCRRHODOPSN
4 motifs of a G-
protein-coupled-
receptor (GPCR)
protein, conserved
from nematodes to
humans. GPCRs are
integral membrane
receptors whose
intracellular actions
are mediated by
signalling pathways
involving G
proteins and
downstream
secondary
messengers.

GO:0007186|G-
protein coupled
receptor signaling
pathway;GO:001923
6|response to
pheromone;

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;

. . .

ENSG00000152782 0 0 0 0 0.605768344 2 2 2 0 -2.472657176 0.218450367 NA down no PANK1 protein_coding chr10:89579497-
89645572:-

gi|296220735|ref|XP
_002807498.1| 2821 0

PREDICTED: LOW
QUALITY
PROTEIN:
pantothenate kinase
1 [Callithrix
jacchus]

gi|328887886|ref|N
M_148977.2| 6976 0

Homo sapiens
pantothenate kinase
1 (PANK1),
transcript variant
alpha, mRNA

Q8K4K6 540 0 Pantothenate kinase
1 SPBC4B4.01c 168 4.00E-43 COG5146 pfam03630 Fumble

Fumble. Fumble is
required for cell
division in
Drosophila. Mutants
lacking fumble
exhibit
abnormalities in
bipolar spindle
organisation,
chromosome
segregation, and
contractile ring
formation. Analyses
have demonstrated
that encodes three
protein isoforms, all
of which contain a
domain with high
similarity to the
pantothenate
kinases of A.
nidulans and
mouse. A role of
fumble in
membrane synthesis
has been proposed.

GO:0015937|coenzy
me A biosynthetic
process;

GO:0071944|cell
periphery;GO:00301
18|clathrin
coat;GO:0005829|cy
tosol;GO:0005634|n
ucleus;GO:0055037|
recycling endosome;

GO:0005524|ATP
binding;GO:000459
4|pantothenate
kinase activity;

K09680
coaW; type II
pantothenate kinase
[EC:2.7.1.33]

ENSG00000152795 91 157 45 186 127.2458068 143 153 143 177 0.109699192 0.727121831 0.80554148 up no HNRNPDL protein_coding chr4:82422564-
82430408:-

gi|488566064|ref|XP
_004472700.1|

1442 0

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
D-like [Dasypus
novemcinctus]

gi|332801091|ref|N
M_031372.3| 4139 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein
D-like (HNRNPDL),
transcript variant 2,
mRNA

O14979 474 3.00E-158

Heterogeneous
nuclear
ribonucleoprotein
D-like

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0016071|mRNA
metabolic
process;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0003677|DNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

K13044

HNRNPABD;
heterogeneous
nuclear
ribonucleoprotein
A/B/D

ENSG00000152944 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no MED21 protein_coding chr12:27022546-
27066343:+

gi|821033509|ref|XP
_012357859.1| 819 3.00E-109

PREDICTED:
mediator of RNA
polymerase II
transcription
subunit 21 isoform
X1 [Nomascus
leucogenys]

gi|425041066|ref|N
M_004264.4| 1750 0

Homo sapiens
mediator complex
subunit 21
(MED21), transcript
variant 1, mRNA

Q13503 292 2.00E-94

Mediator of RNA
polymerase II
transcription
subunit 21

. . . . pfam11221 Med21

Subunit 21 of
Mediator complex.
Med21 has been
known as Srb7 in
yeasts, hSrb7 in
humans and Trap
19 in Drosophila.
The heterodimer of
the two subunits
Med7 and Med21
appears to act as a
hinge between the
middle and the tail
regions of Mediator.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s; . K15152

MED21, SRB7;
mediator of RNA
polymerase II
transcription
subunit 21



ENSG00000152977 5 2 1 3 2.851655554 3 1 4 3 0.594480131 0.505915461 0.625993756 up no ZIC1 protein_coding chr3:147393422-
147510293:+

gi|675738990|ref|XP
_002807704.2| 1835 0

PREDICTED: LOW
QUALITY
PROTEIN: zinc
finger protein ZIC 1
[Callithrix jacchus]

gi|70778758|ref|NM
_003412.3| 5231 0

Homo sapiens Zic
family member 1
(ZIC1), mRNA

P46684 160 3.00E-45 Zinc finger protein
ZIC 1 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0007628|adult
walking
behavior;GO:00074
20|brain
development;GO:00
30154|cell
differentiation;GO:0
007417|central
nervous system
development;GO:00
42472|inner ear
morphogenesis;GO:
0007389|pattern
specification
process;GO:004230
7|positive regulation
of protein import
into
nucleus;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00085
89|regulation of
smoothened
signaling
pathway;GO:000150
1|skeletal system
development;GO:00
21510|spinal cord

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0046872|metal
ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09224 ZIC1; zinc finger
protein ZIC 1

ENSG00000153066 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no TXNDC11 protein_coding chr16:11679080-
11742878:-

gi|742799267|ref|NP
_001290376.1| 4752 0

thioredoxin
domain-containing
protein 11 isoform 1
[Homo sapiens]

gi|45708509|gb|BC0
02856.1| 3175 0

Homo sapiens
thioredoxin domain
containing 11,
mRNA (cDNA
clone MGC:4177
IMAGE:3635977),
complete cds

A4FUW8 236 3.00E-69
Thioredoxin
domain-containing
protein 11

SPAC1F5.02 68.6 6.00E-11 COG0526 pfam00085 Thioredoxin

Thioredoxin.
Thioredoxins are
small enzymes that
participate in redox
reactions, via the
reversible oxidation
of an active centre
disulfide bond.
Some members
with only the active
site are not
separated from the
noise.

GO:0045454|cell
redox
homeostasis;GO:000
6457|protein
folding;GO:0034976
|response to
endoplasmic
reticulum stress;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0003756|protein
disulfide isomerase
activity;

. .

ENSG00000153147 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no SMARCA5 protein_coding chr4:143513463-
143557486:+

gi|325651836|ref|NP
_003592.3| 4939 0

SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily A
member 5 [Homo
sapiens]

gi|325651835|ref|N
M_003601.3| 7920 0

Homo sapiens
SWI/SNF related,
matrix associated,
actin dependent
regulator of
chromatin,
subfamily a,
member 5
(SMARCA5),
mRNA

O60264 203 5.00E-60

SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily A
member 5

. . . . pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar, ETL1).

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:003
4080|CENP-A
containing
nucleosome
assembly;GO:00165
69|covalent
chromatin
modification;GO:00
06338|chromatin
remodeling;GO:000
0183|chromatin
silencing at
rDNA;GO:0006352|
DNA-templated
transcription,
initiation;GO:00063
02|double-strand
break
repair;GO:0006334|
nucleosome
assembly;GO:00165
84|nucleosome
positioning;GO:004
5815|positive
regulation of gene
expression,
epigenetic;GO:0045
893|positive
regulation of
transcription, DNA-
templated;GO:00063
57|regulation of

GO:0005677|chrom
atin silencing
complex;GO:000079
3|condensed
chromosome;GO:00
05730|nucleolus;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0016589|NU
RF
complex;GO:003121
3|RSF complex;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0003677
|DNA
binding;GO:000438
6|helicase activity;

K11654

SMARCA5,
SNF2H, ISWI;
SWI/SNF-related
matrix-associated
actin-dependent
regulator of
chromatin
subfamily A
member 5
[EC:3.6.4.-]

ENSG00000153187 620 627 560 550 512.3880344 316 355 482 361 1.251786921 1.73E-05 0.000294753 up yes HNRNPU protein_coding chr1:244840638-
244864560:-

gi|32358|emb|CAA4
6472.1| 2762 0 hnRNP U protein

[Homo sapiens]
gi|29788951|emb|BX
323046.3| 8147 0

Human DNA
sequence from
clone RP11-11N7
on chromosome 1,
complete sequence

Q00839 129 9.00E-29
Heterogeneous
nuclear
ribonucleoprotein U

. . . . pfam13671 AAA_33

AAA domain. This
family of domains
contain only a P-
loop motif, that is
characteristic of the
AAA superfamily.
Many of the
proteins in this
family are just short
fragments so there
is no Walker B
motif.

GO:0042981|regulati
on of apoptotic
process;GO:000716
5|signal
transduction;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;GO:000588
6|plasma membrane;

. K12888

HNRNPU;
heterogeneous
nuclear
ribonucleoprotein U

ENSG00000153201 0 0 0 1 1.099993943 3 4 1 2 -2.469434589 0.094749033 0.177628856 down no RANBP2 protein_coding chr2:108719481-
108785811:+

gi|150418007|ref|NP
_006258.3| 16042 0

E3 SUMO-protein
ligase RanBP2
[Homo sapiens]

gi|150418006|ref|N
M_006267.4| 11708 0

Homo sapiens RAN
binding protein 2
(RANBP2), mRNA

P49792 6182 0 E3 SUMO-protein
ligase RanBP2 SPBC28F2.03 209 8.00E-60 COG0652 pfam00638 Ran_BP1 RanBP1 domain.

GO:0031047|gene
silencing by
RNA;GO:0075733|i
ntracellular
transport of
virus;GO:0007077|
mitotic nuclear
envelope
disassembly;GO:000
6406|mRNA export
from
nucleus;GO:003313
2|negative
regulation of
glucokinase
activity;GO:0006607
|NLS-bearing
protein import into
nucleus;GO:000645
7|protein
folding;GO:0016925
|protein
sumoylation;GO:19
00034|regulation of
cellular response to
heat;GO:0090526|re
gulation of
gluconeogenesis
involved in cellular
glucose
homeostasis;GO:001
0827|regulation of
glucose
transport;GO:00019
75|response to

GO:1990723|cytopla
smic periphery of
the nuclear pore
complex;GO:000582
9|cytosol;GO:00160
20|membrane;GO:0
005875|microtubule
associated
complex;GO:000573
9|mitochondrion;G
O:0005635|nuclear
envelope;GO:00424
05|nuclear inclusion
body;GO:0031965|n
uclear
membrane;GO:0005
643|nuclear
pore;GO:0044614|n
uclear pore
cytoplasmic
filaments;GO:00446
15|nuclear pore
nuclear basket;

GO:0016874|ligase
activity;GO:0003755
|peptidyl-prolyl cis-
trans isomerase
activity;GO:0008536
|Ran GTPase
binding;GO:000372
3|RNA
binding;GO:001978
9|SUMO transferase
activity;GO:0008270
|zinc ion binding;

K12172
RANBP2, NUP358;
E3 SUMO-protein
ligase RanBP2

ENSG00000153207 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no AHCTF1 protein_coding chr1:246839098-
246931978:-

gi|578802190|ref|XP
_006711821.1| 11821 0

PREDICTED:
protein ELYS
isoform X1 [Homo
sapiens]

gi|578802189|ref|X
M_006711758.1| 8746 0

PREDICTED:
Homo sapiens AT
hook containing
transcription factor
1 (AHCTF1),
transcript variant
X1, mRNA

Q8WYP5 235 2.00E-69 Protein ELYS . . . . pfam13934 ELYS

Nuclear pore
complex assembly.
ELYS (embryonic
large molecule
derived from yolk
sac) is conserved
from fungi such
Aspergillus nidulans
and
Schizosaccharomyc
es pombe to human.
It is important for
the assembly of the
nuclear pore
complex.

GO:0000910|cytokin
esis;GO:0051028|m
RNA
transport;GO:00512
92|nuclear pore
complex
assembly;GO:00150
31|protein
transport;GO:00070
62|sister chromatid
cohesion;

GO:0000777|conden
sed chromosome
kinetochore;GO:000
5829|cytosol;GO:00
70062|extracellular
exosome;GO:00163
63|nuclear
matrix;GO:0031965|
nuclear
membrane;GO:0034
399|nuclear
periphery;GO:00056
43|nuclear
pore;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000153234 8 9 4 4 7.557528227 9 13 8 7 0.019780364 0.972606055 0.981083156 up no NR4A2 protein_coding chr2:156324432-
156342348:-

gi|298231151|ref|NP
_001177205.1| 2865 0

nuclear receptor
subfamily 4 group
A member 2 [Sus
scrofa]

gi|187423888|ref|N
M_006186.3| 3469 0

Homo sapiens
nuclear receptor
subfamily 4, group
A, member 2
(NR4A2), mRNA

P43354 433 2.00E-146
Nuclear receptor
subfamily 4 group
A member 2

. . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0071376|cellular
response to
corticotropin-
releasing hormone
stimulus;GO:007154
2|dopaminergic
neuron
differentiation;GO:0
045444|fat cell
differentiation;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00100
35|response to
inorganic
substance;GO:00170
85|response to
insecticide;GO:0006
351|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003677|DNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000487
9|RNA polymerase
II transcription
factor activity,
ligand-activated
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000827

K08558

NR4A2, NURR1;
nuclear receptor
subfamily 4 group
A member 2

ENSG00000153250 30 27 39 23 22.44869715 8 10 9 10 2.322969231 5.27E-07 2.13E-05 up yes RBMS1 protein_coding chr2:160272151-
160493794:-

gi|759094959|ref|XP
_011356973.1| 2112 0

PREDICTED: RNA-
binding motif,
single-stranded-
interacting protein 1
isoform X3
[Pteropus
vampyrus]

gi|222446644|ref|N
M_016836.3| 4273 0

Homo sapiens RNA
binding motif,
single stranded
interacting protein 1
(RBMS1), transcript
variant 1, mRNA

P29558 214 5.00E-60
RNA-binding motif,
single-stranded-
interacting protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006260|DNA
replication;GO:0006
396|RNA
processing;

GO:0005634|nucleu
s;

GO:0003690|double
-stranded DNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000369
7|single-stranded
DNA binding;

. .

ENSG00000153310 18 35 24 69 57.26169187 101 88 74 115 -0.909602038 0.003985438 0.01840085 down no FAM49B protein_coding chr8:129839593-
130017129:-

gi|640800862|ref|XP
_008056695.1| 1689 0

PREDICTED:
protein FAM49B
isoform X1 [Tarsius
syrichta]

gi|51476911|emb|CR
749628.1| 4478 0

Homo sapiens
mRNA; cDNA
DKFZp686B04128
(from clone
DKFZp686B04128)

Q8N2A0 68.6 2.00E-13

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam07159 DUF1394

Protein of unknown
function
(DUF1394). This
family consists of
several hypothetical
eukaryotic proteins
of around 320
residues in length.
The function of this
family is unknown.

. GO:0005856|cytosk
eleton; . . .



ENSG00000153317 0 1 0 7 9.206667913 26 28 8 22 -3.009464251 0.000376383 0.003018035 down yes ASAP1 protein_coding chr8:130052104-
130443660:-

gi|351542238|ref|NP
_001234925.1| 4724 0

arf-GAP with SH3
domain, ANK
repeat and PH
domain-containing
protein 1 isoform 2
[Homo sapiens]

gi|351542237|ref|N
M_001247996.1| 6344 0

Homo sapiens
ArfGAP with SH3
domain, ankyrin
repeat and PH
domain 1 (ASAP1),
transcript variant 2,
mRNA

O97902 311 9.00E-97

Arf-GAP with SH3
domain, ANK
repeat and PH
domain-containing
protein 1

SPAC26A3.10_2 87 3.00E-17 COG5347 pfam01412 ArfGap

Putative GTPase
activating protein
for Arf. Putative
zinc fingers with
GTPase activating
proteins (GAPs)
towards the small
GTPase, Arf. The
GAP of ARD1
stimulates GTPase
hydrolysis for
ARD1 but not
ARFs.

GO:0060271|cilium
morphogenesis;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;

GO:0005096|GTPas
e activator
activity;GO:0046872
|metal ion binding;

K12488

ASAP; Arf-GAP
with SH3 domain,
ANK repeat and PH
domain-containing
protein

ENSG00000153339 0 0 0 0 0.491507277 2 0 0 3 -2.177536533 0.405258011 NA down no TRAPPC8 protein_coding chr18:31829173-
31953136:-

gi|296452850|sp|Q9
Y2L5.2|TPPC8_HU
MAN

7559 0

RecName:
Full=Trafficking
protein particle
complex subunit 8;
AltName:
Full=Protein TRS85
homolog

gi|144953911|ref|N
M_014939.3| 6223 0

Homo sapiens
trafficking protein
particle complex 8
(TRAPPC8), mRNA

Q96MD7 53.5 2.00E-08 Uncharacterized
protein C9orf85 . . . . pfam12739 TRAPPC-Trs85

ER-Golgi trafficking
TRAPP I complex
85 kDa subunit.
This family is one
of the subunits of
the TRAPP Golgi
trafficking complex.
TRAPP subunits are
found in two
different sized
complexes, TRAPP
I and TRAPP II,
and this Trs85 is in
the smaller
complex. TRAPP I,
but Not TRAPP II,
functions in ER-
Golgi transport.
Trs85p was
reported to function
in the cytosol-to-
vacuole targeting
pathway, suggesting
a role for this
subunit in
autophagy as well
as in secretion. The
overall architecture
of TRAPP I shows
the other
components to be
Bet3p (TRAPPC3),
Bet5p (TRAPPC1),
Trs20p (TRAPPC2),
Trs23p (TRAPPC4)

GO:0060271|cilium
morphogenesis;GO:
0061000|negative
regulation of
dendritic spine
development;GO:19
03527|positive
regulation of
membrane
tubulation;GO:0071
803|positive
regulation of
podosome
assembly;

GO:0031253|cell
projection
membrane;GO:0005
913|cell-cell
adherens
junction;GO:000582
9|cytosol;GO:00431
97|dendritic
spine;GO:0002102|p
odosome;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00050
96|GTPase activator
activity;GO:0046872
|metal ion
binding;GO:000554
7|phosphatidylinosit
ol-3,4,5-
trisphosphate
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;GO:000178
6|phosphatidylserin
e binding;

. .

ENSG00000153443 2 11 7 31 18.32195733 29 35 28 28 -0.84528784 0.097477046 0.181177893 down no UBALD1 protein_coding chr16:4608883-
4615027:-

gi|33317143|gb|AA
Q04656.1|AF447881
_1

440 3.00E-46 Unknown [Homo
sapiens]

gi|28951169|gb|AC0
23830.9| 2641 0

Homo sapiens
chromosome 16
clone RP11-
709D24, complete
sequence

Q6P3B2 88.2 6.00E-19 UBA-like domain-
containing protein 1 . . . . pfam15449 Retinal

Retinal protein. This
family of proteins is
found in the
photoreceptor cells
of the retina.
Mutations of the
gene encoding this
protein have been
associated with
retinal disorders
such as retinitis
pigmentosa and
late-onset
progressive retinal
atrophy. The
function of this
family of proteins is
unknown, but it is
likely to be
important in the
development and
function of the
retina.

GO:0000050|urea
cycle;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;GO:0048471|p
erinuclear region of
cytoplasm;

. . .

ENSG00000153560 0 0 4 7 5.136972647 13 7 5 12 -1.283597988 0.137259509 0.236626126 down no UBP1 protein_coding chr3:33388336-
33441371:-

gi|189491630|ref|NP
_055332.3| 2826 0

upstream-binding
protein 1 isoform
LBP-1b [Homo
sapiens]

gi|51491184|emb|CR
749798.1| 7358 0

Homo sapiens
mRNA; cDNA
DKFZp686L1745
(from clone
DKFZp686L1745)

Q9NZI7 205 1.00E-59 Upstream-binding
protein 1 . . . . pfam04516 CP2

CP2 transcription
factor. This family
represents a
conserved region in
the CP2
transcription factor
family.

GO:0001525|angiog
enesis;GO:0045892|
negative regulation
of transcription,
DNA-
templated;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-
templated;GO:00190
79|viral genome
replication;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003677|DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

K09275

TFCP2;
transcription factor
CP2 and related
proteins

ENSG00000153561 0 0 0 0 0.306241289 2 0 1 0 -1.486957605 0.620259419 NA down no RMND5A protein_coding chr2:86720173-
86778041:+

gi|148666524|gb|ED
K98940.1| 2141 0

required for meiotic
nuclear division 5
homolog A (S.
cerevisiae), isoform
CRA_a, partial
[Mus musculus]

gi|203097875|ref|N
M_022780.3| 6183 0

Homo sapiens
required for meiotic
nuclear division 5
homolog A
(RMND5A), mRNA

Q640V2 344 7.00E-117 Protein RMD5
homolog A SPBC29A3.03c 194 5.00E-52 COG5109 pfam10607 CLTH

CTLH/CRA C-
terminal to LisH
motif domain.
RanBPM is a
scaffolding protein
and is important in
regulating cellular
function in both the
immune system and
the nervous system.
This domain is at
the C-terminus of
the proteins and is
the binding domain
for the CRA motif
(for CT11-
RanBPM), which is
comprised of
approximately 100
amino acids at the C
terminal of
RanBPM. It was
found to be
important for the
interaction of
RanBPM with
fragile X mental
retardation protein
(FMRP), but its
functional
significance has yet
to be determined.
This region contains
CTLH and CRA
domains annotated

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:004278
7|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0034657|GI
D
complex;GO:000563
4|nucleus;

. . .

ENSG00000153707 26 13 26 10 14.81310555 9 3 7 4 2.408370125 0.000202692 0.001813777 up yes PTPRD protein_coding chr9:8314246-
10612723:-

gi|545201530|ref|XP
_005605062.1| 10047 0

PREDICTED:
receptor-type
tyrosine-protein
phosphatase delta
isoform X8 [Equus
caballus]

gi|283484017|ref|N
M_002839.3| 9911 0

Homo sapiens
protein tyrosine
phosphatase,
receptor type, D
(PTPRD), transcript
variant 1, mRNA

P23468 344 6.00E-102
Receptor-type
tyrosine-protein
phosphatase delta

SPAC11E3.09 142 5.00E-35 COG5599 pfam00102 Y_phosphatase Protein-tyrosine
phosphatase.

GO:0007157|hetero
philic cell-cell
adhesion via plasma
membrane cell
adhesion
molecules;GO:0046
426|negative
regulation of JAK-
STAT
cascade;GO:003018
2|neuron
differentiation;GO:0
050775|positive
regulation of
dendrite
morphogenesis;GO:
0097105|presynaptic
membrane
assembly;GO:00507
76|regulation of
immune response;

GO:0016021|integral
component of
membrane;

GO:0050839|cell
adhesion molecule
binding;GO:000472
5|protein tyrosine
phosphatase
activity;GO:0005102
|receptor binding;

K06777

PTPRD; receptor-
type tyrosine-
protein phosphatase
delta [EC:3.1.3.48]

ENSG00000153774 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CFDP1 protein_coding chr16:75293698-
75433485:-

gi|5453567|ref|NP_0
06315.1| 1169 2.00E-156

craniofacial
development
protein 1 [Homo
sapiens]

gi|49472826|ref|NM
_006324.2| 1275 0

Homo sapiens
craniofacial
development
protein 1 (CFDP1),
mRNA

O88271 141 8.00E-40
Craniofacial
development
protein 1

. . . . pfam07572 BCNT

Bucentaur or
craniofacial
development.
Bucentaur or
craniofacial
development
protein 1 (BCNT) in
ruminents has a
different domain
architecture to that
in mouse and
human. For this
reason it has been
used as a model for
molecular
evolution. Both
bovine and human
BCNTs are
phosphorylated by
casein kinase II in
vitro.

GO:0007155|cell
adhesion;GO:00072
75|multicellular
organismal
development;GO:20
00270|negative
regulation of
fibroblast apoptotic
process;GO:004212
7|regulation of cell
proliferation;GO:00
08360|regulation of
cell shape;

GO:0000777|conden
sed chromosome
kinetochore;

. . .

ENSG00000153815 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CMIP protein_coding chr16:81445170-
81711762:+

gi|194018550|ref|NP
_938204.2| 4073 0

C-Maf-inducing
protein isoform C-
Mip [Homo sapiens]

gi|194018549|ref|N
M_198390.2| 4357 0

Homo sapiens c-
Maf inducing
protein (CMIP),
transcript variant 1,
mRNA

A1L3F5 84.3 2.00E-15 C-Maf-inducing
protein . . . . pfam00169 PH

PH domain. PH
stands for pleckstrin
homology.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. . .

ENSG00000153827 2 5 3 20 23.98836198 73 55 23 53 -2.369226227 5.28E-05 0.000655004 down yes TRIP12 protein_coding chr2:229763838-
229923239:-

gi|817325180|ref|XP
_012289489.1| 9617 0

PREDICTED: E3
ubiquitin-protein
ligase TRIP12
isoform X4 [Aotus
nancymaae]

gi|545746401|ref|N
M_004238.2| 9874 0

Homo sapiens
thyroid hormone
receptor interactor
12 (TRIP12),
transcript variant 3,
mRNA

E1B7Q7 220 1.00E-64 E3 ubiquitin-protein
ligase TRIP12 SPAC12B10.01c 289 3.00E-84 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:000628
1|DNA
repair;GO:0009790|e
mbryo
development;GO:20
00780|negative
regulation of
double-strand break
repair;GO:1901315|
negative regulation
of histone H2A
K63-linked
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0004842|ubiquit
in-protein
transferase activity;

K10590

TRIP12; E3
ubiquitin-protein
ligase TRIP12
[EC:2.3.2.26]



ENSG00000153885 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no KCTD15 protein_coding chr19:33795933-
33815763:+

gi|194377604|dbj|B
AG57750.1| 1334 9.00E-180

unnamed protein
product [Homo
sapiens]

gi|194018438|ref|N
M_024076.2| 4916 0

Homo sapiens
potassium channel
tetramerization
domain containing
15 (KCTD15),
transcript variant 1,
mRNA

Q0VD00 235 4.00E-75
BTB/POZ domain-
containing protein
KCTD15

. . . . pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0007275|multice
llular organismal
development;GO:00
51260|protein
homooligomerizatio
n;

. . . .

ENSG00000153914 8 6 10 14 13.51322373 35 13 11 20 -0.505060259 0.33716131 0.465642032 down no SREK1 protein_coding chr5:66139971-
66183615:+

gi|28703790|gb|AAH
47322.1| 1395 7.00E-172

Similar to expressed
sequence AI450757,
partial [Homo
sapiens]

gi|62088967|dbj|AB
209694.1| 6994 0

Homo sapiens
mRNA for splicing
factor,
arginine/serine-rich
12 variant protein

Q05519 67 4.00E-12 Serine/arginine-rich
splicing factor 11 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0031124|mRNA
3'-end
processing;GO:0006
406|mRNA export
from
nucleus;GO:000639
7|mRNA
processing;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
06405|RNA export
from
nucleus;GO:000838
0|RNA
splicing;GO:000636
9|termination of
RNA polymerase II
transcription;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;

K12899

SFRS11; splicing
factor,
arginine/serine-rich
11

ENSG00000153922 0 2 0 2 2.748632285 5 7 4 7 -2.057557829 0.039750856 0.096828014 down no CHD1 protein_coding chr5:98853985-
98928957:-

gi|68299795|ref|NP_
001261.2| 7291 0

chromodomain-
helicase-DNA-
binding protein 1
[Homo sapiens]

gi|68299794|ref|NM
_001270.2| 6457 0

Homo sapiens
chromodomain
helicase DNA
binding protein 1
(CHD1), mRNA

O14646 181 5.00E-50
Chromodomain-
helicase-DNA-
binding protein 1

YER164w 649 0 COG0553 pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar ETL1)

GO:0016569|covale
nt chromatin
modification;GO:00
06338|chromatin
remodeling;GO:004
3923|positive
regulation by host
of viral
transcription;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000400
3|ATP-dependent
DNA helicase
activity;GO:0003677
|DNA
binding;GO:003506
4|methylated histone
binding;

K11367

CHD1;
chromodomain-
helicase-DNA-
binding protein 1
[EC:3.6.4.12]

ENSG00000153936 0 1 0 2 0.439522873 0 1 0 0 1.627389165 0.475080073 NA up no HS2ST1 protein_coding chr1:86914648-
87109998:+

gi|40788265|dbj|BA
A32293.2| 1882 0 KIAA0448 protein

[Homo sapiens]
gi|197382723|ref|N
M_012262.3| 6736 0

Homo sapiens
heparan sulfate 2-
O-sulfotransferase 1
(HS2ST1),
transcript variant 1,
mRNA

Q7LGA3 456 7.00E-156 Heparan sulfate 2-
O-sulfotransferase 1 . . . . pfam03567 Sulfotransfer_2

Sulfotransferase
family. This family
includes a variety of
sulfotransferase
enzymes.
Chondroitin 6-
sulfotransferase
catalyses the
transfer of sulfate to
position 6 of the N-
acetylgalactosamine
residue of
chondroitin. This
family also includes
Heparan sulfate 2-
O-sulfotransferase
(HS2ST) and
Heparan sulfate 6-
sulfotransferase
(HS6ST). Heparan
sulfate (HS) is a co-
receptor for a
number of growth
factors,
morphogens, and
adhesion proteins.
HS biosynthetic
modifications may
determine the
strength and
outcome of HS-
ligand interactions.
Mice that lack
HS2ST undergo
developmental

GO:0006024|glycosa
minoglycan
biosynthetic
process;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;

GO:0004394|hepara
n sulfate 2-O-
sulfotransferase
activity;

K02513

HS2ST1; heparan
sulfate 2-O-
sulfotransferase
HS2ST1 [EC:2.8.2.-
]

ENSG00000153944 71 84 63 82 72.20493983 72 76 57 71 0.689804245 0.005927408 0.024795132 up no MSI2 protein_coding chr17:57255851-
57684685:+

gi|655870537|ref|XP
_002719144.2| 1649 0

PREDICTED: RNA-
binding protein
Musashi homolog 2
[Oryctolagus
cuniculus]

gi|18093035|gb|AC0
07431.8| 7612 0

Homo sapiens
chromosome 17,
clone RP11-118E18,
complete sequence

Q6B4Z3 139 7.00E-32 Histone demethylase
UTY . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K11447
UTX, UTY; histone
demethylase
[EC:1.14.11.-]

ENSG00000153956 0 0 0 1 0.711382964 3 2 1 0 -1.747080796 0.333731163 NA down no CACNA2D1 protein_coding chr7:81946444-
82443798:-

gi|530386377|ref|XP
_005250627.1| 5777 0

PREDICTED:
voltage-dependent
calcium channel
subunit alpha-
2/delta-1 isoform
X4 [Homo sapiens]

gi|530386380|ref|X
M_005250572.1| 7191 0

PREDICTED:
Homo sapiens
calcium channel,
voltage-dependent,
alpha 2/delta
subunit 1
(CACNA2D1),
transcript variant
X6, mRNA

O08532 86.7 3.00E-18

Voltage-dependent
calcium channel
subunit alpha-
2/delta-1

AGc3943 47.4 4.00E-06 COG0840 pfam08399 VWA_N

VWA N-terminal.
This domain is
found at the N-
terminus of proteins
containing von
Willebrand factor
type A (VWA,
pfam00092) and
Cache (pfam02743)
domains. It has
been found in
vertebrates,
Drosophila and C.
elegans but has not
yet been identified
in other eukaryotes.
It is probably
involved in the
function of some
voltage-dependent
calcium channel
subunits.

GO:0061577|generat
ion of L-type
calcium
current;GO:0006816
|calcium ion
transport;GO:00604
02|calcium ion
transport into
cytosol;GO:0061337
|cardiac
conduction;GO:008
6002|cardiac muscle
cell action potential
involved in
contraction;GO:008
6012|membrane
depolarization
during cardiac
muscle cell action
potential;GO:190184
3|positive regulation
of high voltage-
gated calcium
channel
activity;GO:0051924
|regulation of
calcium ion
transport;GO:00860
91|regulation of
heart rate by cardiac
conduction;GO:009
8903|regulation of
membrane
repolarization
during action

GO:0070062|extrace
llular
exosome;GO:19904
54|L-type voltage-
gated calcium
channel
complex;GO:000588
6|plasma
membrane;GO:0016
529|sarcoplasmic
reticulum;GO:00058
91|voltage-gated
calcium channel
complex;

GO:0046872|metal
ion
binding;GO:000524
5|voltage-gated
calcium channel
activity;

K04858

CACNA2D1;
voltage-dependent
calcium channel
alpha-2/delta-1

ENSG00000154001 0 12 2 19 18.03713274 47 31 22 42 -1.760470602 0.00647596 0.026328493 down yes PPP2R5E protein_coding chr14:63371357-
63543374:-

gi|902898577|ref|XP
_013038441.1| 2196 0

PREDICTED:
serine/threonine-
protein phosphatase
2A 56 kDa
regulatory subunit
epsilon isoform
isoform X1 [Anser
cygnoides
domesticus]

gi|544447721|ref|X
M_005561446.1| 6075 0

PREDICTED:
Macaca fascicularis
uncharacterized
LOC101865955
(LOC101865955),
transcript variant
X1, mRNA

Q16537 790 0

Serine/threonine-
protein phosphatase
2A 56 kDa
regulatory subunit
epsilon isoform

. . . . pfam01603 B56

Protein phosphatase
2A regulatory B
subunit (B56
family). Protein
phosphatase 2A
(PP2A) is a major
intracellular protein
phosphatase that
regulates multiple
aspects of cell
growth and
metabolizm. The
ability of this widely
distributed
heterotrimeric
enzyme to act on a
diverse array of
substrates is largely
controlled by the
nature of its
regulatory B
subunit. There are
multiple families of
B subunits (See also
pfam01240), this
family is called the
B56 family.

GO:0007165|signal
transduction;

GO:0005737|cytopla
sm;GO:0000159|pro
tein phosphatase
type 2A complex;

GO:0008601|protein
phosphatase type
2A regulator
activity;

K11584

PPP2R5;
serine/threonine-
protein phosphatase
2A regulatory
subunit B'

ENSG00000154118 2 4 5 7 16.38979692 51 38 19 31 -2.431664144 5.03E-06 0.000107821 down yes JPH3 protein_coding chr16:87601835-
87698156:+

gi|297699404|ref|XP
_002826775.1| 3395 0

PREDICTED:
junctophilin-3
isoform X1 [Pongo
abelii]

gi|34533228|dbj|AK
126663.1| 3987 0

Homo sapiens
cDNA FLJ44707 fis,
clone
BRACE3018083,
highly  similar to
Homo sapiens
junctophilin 3
(JPH3)

Q8WXH2 270 4.00E-82 Junctophilin-3 PA4016_1 51.2 2.00E-06 COG4642 pfam02493 MORN

MORN repeat. The
MORN (Membrane
Occupation and
Recognition Nexus)
repeat is found in
multiple copies in
several proteins
including
junctophilins (See
Takeshima et al.
Mol. Cell 2000;6:11-
22).  #=GF CC   A
MORN-repeat
protein has been
identified in the
parasite
Toxoplasma gondiis
a dynamic
component of cell
division apparatus
in Toxoplasma
gondii. It has been
hypothesised to
functions as a linker
protein between
certain membrane
regions and the
parasite's
cytoskeleton.

GO:0060402|calciu
m ion transport into
cytosol;GO:0035640
|exploration
behavior;GO:00076
12|learning;GO:0040
011|locomotion;GO:
0007613|memory;G
O:0050885|neuromu
scular process
controlling
balance;GO:004816
8|regulation of
neuronal synaptic
plasticity;GO:00603
14|regulation of
ryanodine-sensitive
calcium-release
channel activity;

GO:0016021|integral
component of
membrane;GO:0030
314|junctional
membrane
complex;GO:001470
1|junctional
sarcoplasmic
reticulum
membrane;GO:0005
886|plasma
membrane;

GO:0015278|calciu
m-release channel
activity;

K19530 JPH; junctophilin



ENSG00000154122 0 0 0 0 0.588073251 0 2 1 3 -2.438423857 0.236841319 NA down no ANKH protein_coding chr5:14704804-
14871778:-

gi|10047237|dbj|BA
B13407.1| 2705 0 KIAA1581 protein

[Homo sapiens]
gi|170671715|ref|N
M_054027.4| 8203 0

Homo sapiens
ANKH inorganic
pyrophosphate
transport regulator
(ANKH), mRNA

Q9HCJ1 360 2.00E-121
Progressive
ankylosis protein
homolog

. . . . pfam07260 ANKH

Progressive
ankylosis protein
(ANKH). This
family consists of
several progressive
ankylosis protein
(ANK or ANKH)
sequences. The
ANK protein spans
the outer cell
membrane and
shuttles inorganic
pyrophosphate
(PPi), a major
inhibitor of
physiologic and
pathologic
calcification, bone
mineralisation and
bone resorption.
Mutations in ANK
are thought to give
rise to
Craniometaphyseal
dysplasia (CMD)
which is a rare
skeletal disorder
characterized by
progressive
thickening and
increased mineral
density of
craniofacial bones
and abnormally
developed

GO:0007626|locom
otory
behavior;GO:00305
00|regulation of
bone
mineralization;GO:0
001501|skeletal
system
development;GO:00
55085|transmembra
ne transport;

GO:0016021|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0019
867|outer
membrane;GO:0005
886|plasma
membrane;

GO:0030504|inorga
nic diphosphate
transmembrane
transporter
activity;GO:0005315
|inorganic
phosphate
transmembrane
transporter
activity;GO:0015114
|phosphate ion
transmembrane
transporter activity;

. .

ENSG00000154124 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no OTULIN protein_coding chr5:14664664-
14699711:+

gi|115334675|ref|NP
_612357.4| 1725 0

ubiquitin
thioesterase otulin
[Homo sapiens]

gi|115334674|ref|N
M_138348.4| 7800 0

Homo sapiens OTU
deubiquitinase with
linear linkage
specificity
(OTULIN), mRNA

Q96BN8 669 0 Ubiquitin
thioesterase otulin . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0060070|canoni
cal Wnt signaling
pathway;GO:004508
7|innate immune
response;GO:00507
28|negative
regulation of
inflammatory
response;GO:00320
88|negative
regulation of NF-
kappaB
transcription factor
activity;GO:0070431
|nucleotide-binding
oligomerization
domain containing 2
signaling
pathway;GO:199010
8|protein linear
deubiquitination;GO
:0010803|regulation
of tumor necrosis
factor-mediated
signaling
pathway;GO:000204
0|sprouting
angiogenesis;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0071797|L
UBAC complex;

GO:0008234|cystein
e-type peptidase
activity;GO:0004843
|ubiquitin-specific
protease activity;

K18343
FAM105B; ubiquitin
thioesterase otulin
[EC:3.4.19.12]

ENSG00000154143 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no PANX3 protein_coding chr11:124611490-
124620356:+

gi|16418453|ref|NP_
443191.1| 1861 0 pannexin-3 [Homo

sapiens]
gi|426370891|ref|X
M_004052342.1| 1620 0

PREDICTED:
Gorilla gorilla
gorilla pannexin 3
(PANX3), mRNA

Q96QZ0 721 0 Pannexin-3 . . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0006812|cation
transport;GO:00072
67|cell-cell
signaling;GO:00342
14|protein
hexamerization;

GO:0012505|endom
embrane
system;GO:0005921|
gap
junction;GO:001602
1|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0055077|gap
junction hemi-
channel
activity;GO:0022829
|wide pore channel
activity;

K03443 PANX; pannexin

ENSG00000154144 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no TBRG1 protein_coding chr11:124622836-
124635398:+

gi|170650705|ref|NP
_116200.2| 1806 0

transforming
growth factor beta
regulator 1 [Homo
sapiens]

gi|170650706|ref|NR
_016021.1| 4468 0

Homo sapiens
transforming
growth factor beta
regulator 1
(TBRG1), transcript
variant 2, non-
coding RNA

Q3YBR2 189 5.00E-50
Transforming
growth factor beta
regulator 1

. . . . pfam05965 FYRC

F/Y rich C-
terminus. This
region is normally
found in the
trithorax/ALL1
family proteins. It is
similar to
SMART:SM00542.

GO:0007050|cell
cycle
arrest;GO:0006260|
DNA
replication;GO:0008
285|negative
regulation of cell
proliferation;GO:00
32066|nucleolus to
nucleoplasm
transport;GO:00508
21|protein
stabilization;

GO:0043231|intracel
lular membrane-
bounded
organelle;GO:00056
34|nucleus;

. . .

ENSG00000154174 2 1 0 1 2.140559912 5 2 5 3 -1.349718572 0.204620477 0.32234224 down no TOMM70 protein_coding chr3:100363431-
100401398:-

gi|40788338|dbj|BA
A34439.2| 2813 0 KIAA0719 protein

[Homo sapiens]
gi|354459408|ref|N
M_014820.4| 4381 0

Homo sapiens
translocase of outer
mitochondrial
membrane 70
homolog A (S.
cerevisiae)
(TOMM70A),
mRNA

O94826 1051 0
Mitochondrial
import receptor
subunit TOM70

. . . . pfam13414 TPR_11 TPR repeat.

GO:0016236|macroa
utophagy;GO:00066
26|protein targeting
to mitochondrion;

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;GO:0016
020|membrane;GO:
0005741|mitochondr
ial outer
membrane;GO:0005
742|mitochondrial
outer membrane
translocase
complex;GO:000573
9|mitochondrion;

GO:0008320|protein
transmembrane
transporter activity;

K17768

TOM70;
mitochondrial
import receptor
subunit TOM70

ENSG00000154229 0 0 0 2 1.202251447 3 5 0 2 -1.845039806 0.259477547 0.383038284 down no PRKCA protein_coding chr17:66302636-
66810743:+

gi|317373571|sp|P17
252.4|KPCA_HUM
AN

3636 0

RecName:
Full=Protein kinase
C alpha type;
Short=PKC-A;
Short=PKC-alpha

gi|47157319|ref|NM
_002737.2| 8745 0

Homo sapiens
protein kinase C,
alpha (PRKCA),
mRNA

P17252 54.7 3.00E-08 Protein kinase C
alpha type . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0007190|activati
on of adenylate
cyclase
activity;GO:0001525
|angiogenesis;GO:00
97190|apoptotic
signaling
pathway;GO:000715
5|cell
adhesion;GO:00021
59|desmosome
assembly;GO:00354
08|histone H3-T6
phosphorylation;GO
:0035556|intracellula
r signal
transduction;GO:00
07077|mitotic
nuclear envelope
disassembly;GO:000
7194|negative
regulation of
adenylate cyclase
activity;GO:0034351
|negative regulation
of glial cell
apoptotic
process;GO:001810
5|peptidyl-serine
phosphorylation;GO
:0030168|platelet
activation;GO:00457
66|positive
regulation of
angiogenesis;GO:00

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005783|en
doplasmic
reticulum;GO:00700
62|extracellular
exosome;GO:00319
66|mitochondrial
membrane;GO:0005
739|mitochondrion;
GO:0005654|nucleo
plasm;GO:0048471|
perinuclear region
of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0005524|ATP
binding;GO:000469
8|calcium-
dependent protein
kinase C
activity;GO:0019899
|enzyme
binding;GO:003540
3|histone kinase
activity (H3-T6
specific);GO:000467
2|protein kinase
activity;GO:0004697
|protein kinase C
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0008270
|zinc ion binding;

K02677
CPKC; classical
protein kinase C
[EC:2.7.11.13]

ENSG00000154240 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no CEP112 protein_coding chr17:65635538-
66192084:-

gi|312596888|ref|NP
_001186094.1| 4832 0

centrosomal protein
of 112 kDa isoform
a [Homo sapiens]

gi|194386661|dbj|A
K299075.1| 3380 0

Homo sapiens
cDNA FLJ58147
complete cds,
highly similar to
Coiled-coil domain-
containing protein
46

Q8N2A0 117 6.00E-31

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam14846 DUF4485

Domain of
unknown function
(DUF4485). This
family is found in
eukaryotes, and is
approximately 90
amino acids in
length.

GO:0045453|bone
resorption;GO:0050
732|negative
regulation of
peptidyl-tyrosine
phosphorylation;GO
:0036035|osteoclast
development;GO:00
90263|positive
regulation of
canonical Wnt
signaling
pathway;GO:190253
3|positive regulation
of intracellular
signal
transduction;GO:00
50731|positive
regulation of
peptidyl-tyrosine
phosphorylation;GO
:0007264|small
GTPase mediated
signal transduction;

GO:0005737|cytopla
sm;GO:0005739|mit
ochondrion;

GO:0005524|ATP
binding;GO:000552
5|GTP
binding;GO:004687
2|metal ion
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K16767
CEP112;
centrosomal protein
CEP112



ENSG00000154310 5 8 3 22 14.44801214 30 17 17 32 -0.904850318 0.083977369 0.163619206 down no TNIK protein_coding chr3:171061339-
171460408:-

gi|239735582|ref|NP
_001155033.1| 5987 0

TRAF2 and NCK-
interacting protein
kinase isoform 3
[Homo sapiens]

gi|635083946|ref|X
M_007972103.1| 6483 0

PREDICTED:
Chlorocebus
sabaeus TRAF2 and
NCK interacting
kinase (TNIK),
transcript variant
X1, mRNA

P83510 557 0
Traf2 and NCK-
interacting protein
kinase

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
007256|activation of
JNKK
activity;GO:0007010
|cytoskeleton
organization;GO:00
35556|intracellular
signal
transduction;GO:00
30033|microvillus
assembly;GO:00022
30|positive
regulation of
defense response to
virus by
host;GO:0001934|po
sitive regulation of
protein
phosphorylation;GO
:0046777|protein
autophosphorylatio
n;GO:0072659|prote
in localization to
plasma
membrane;GO:0006
468|protein
phosphorylation;GO
:0048814|regulation
of dendrite
morphogenesis;GO:
0016055|Wnt
signaling
pathway;GO:009879

GO:0016324|apical
plasma
membrane;GO:0005
737|cytoplasm;GO:0
005856|cytoskeleton
;GO:0070062|extrac
ellular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0048471|perinucl
ear region of
cytoplasm;GO:0055
037|recycling
endosome;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase activity;

K08840
TNIK; TRAF2 and
NCK interacting
kinase [EC:2.7.11.1]

ENSG00000154380 0 4 0 3 6.691827304 24 17 4 14 -2.644045367 0.002749305 0.01403763 down yes ENAH protein_coding chr1:225486835-
225653142:-

gi|119590153|gb|EA
W69747.1| 1499 0

enabled homolog
(Drosophila) [Homo
sapiens]

gi|56549693|ref|NM
_001008493.1| 13168 0

Homo sapiens
enabled homolog
(Drosophila)
(ENAH), transcript
variant 1, mRNA

Q03173 483 5.00E-153 Protein enabled
homolog . . . . pfam00568 WH1

WH1 domain.
WASp Homology
domain 1 (WH1)
domain. WASP is
the protein that is
defective in
Wiskott-Aldrich
syndrome (WAS).
The majority of
point mutations
occur within the
amino- terminal
WH1 domain. The
metabotropic
glutamate receptors
mGluR1alpha and
mGluR5 bind a
protein called
homer, which is a
WH1 domain
homologue. A
subset of WH1
domains has been
termed a "EVH1"
domain and appear
to bind a
polyproline motif.

GO:0030036|actin
cytoskeleton
organization;GO:00
07015|actin filament
organization;GO:00
08154|actin
polymerization or
depolymerization;G
O:0007411|axon
guidance;GO:00069
28|movement of cell
or subcellular
component;GO:000
1843|neural tube
closure;GO:0050852
|T cell receptor
signaling pathway;

GO:0015629|actin
cytoskeleton;GO:00
30054|cell
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
30175|filopodium;G
O:0005925|focal
adhesion;GO:00300
27|lamellipodium;G
O:0005886|plasma
membrane;GO:0001
725|stress
fiber;GO:0045202|sy
napse;

GO:0005522|profili
n
binding;GO:001712
4|SH3 domain
binding;GO:005069
9|WW domain
binding;

K05746 ENAH, MENA;
enabled

ENSG00000154473 3 0 0 0 1.094014917 0 1 2 2 0.09785504 0.955247017 0.97157448 up no BUB3 protein_coding chr10:123154277-
123170467:+

gi|4757880|ref|NP_0
04716.1| 1792 0

mitotic checkpoint
protein BUB3
isoform a [Homo
sapiens]

gi|23396205|gb|AC0
12391.10| 6648 0

Homo sapiens
chromosome 10
clone RP11-
162A23, complete
sequence

O43684 694 0 Mitotic checkpoint
protein BUB3 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051301|cell
division;GO:000705
9|chromosome
segregation;GO:005
1321|meiotic cell
cycle;GO:0007067|
mitotic nuclear
division;GO:005198
3|regulation of
chromosome
segregation;GO:007
1173|spindle
assembly
checkpoint;

GO:0000777|conden
sed chromosome
kinetochore;GO:000
5634|nucleus;

. K02180 BUB3; cell cycle
arrest protein BUB3

ENSG00000154518 48 54 84 53 50.42652897 24 39 40 32 1.444134593 0.000165374 0.001551835 up yes ATP5G3 protein_coding chr2:175176258-
175184607:-

gi|431894926|gb|EL
K04719.1| 674 7.00E-85

ATP synthase lipid-
binding protein,
mitochondrial
[Pteropus alecto]

gi|34532192|dbj|AK
125917.1| 3554 0

Homo sapiens
cDNA FLJ43929 fis,
clone
TESTI4013369,
highly  similar to
ATP synthase lipid-
binding protein,
mitochondrial
precursor (EC
3.6.1.34)

Q71S46 166 2.00E-47
ATP synthase F(0)
complex subunit
C3, mitochondrial

YJL190c 162 2.00E-44 COG0096 pfam00410 Ribosomal_S8 Ribosomal protein
S8.

GO:0007568|aging;
GO:0015991|ATP
hydrolysis coupled
proton
transport;GO:00159
86|ATP synthesis
coupled proton
transport;GO:00454
71|response to
ethanol;

GO:0016021|integral
component of
membrane;GO:0000
276|mitochondrial
proton-transporting
ATP synthase
complex, coupling
factor F(o);

GO:0008289|lipid
binding;GO:004693
3|proton-
transporting ATP
synthase activity,
rotational
mechanism;

K02128

ATPeF0C, ATP5G,
ATP9; F-type H+-
transporting ATPase
subunit c

ENSG00000154608 0 0 0 0 0.596728843 2 1 1 2 -2.455634743 0.166544912 NA down no CEP170P1 transcribed_unproc
essed_pseudogene

chr4:118467590-
118554100:+

gi|767912854|ref|XP
_011542643.1| 6594 0

PREDICTED:
centrosomal protein
of 170 kDa isoform
X6 [Homo sapiens]

gi|635133545|ref|X
M_007989982.1| 4306 0

PREDICTED:
Chlorocebus
sabaeus
centrosomal protein
170kDa (CEP170),
transcript variant
X9, mRNA

Q5SW79 2514 0 Centrosomal protein
of 170 kDa . . . . pfam15308 CEP170_C

CEP170 C-terminus.
This family includes
the C-terminus of
centrosomal protein
of 170 kDa
(CEP170).

.

GO:0005814|centrio
le;GO:0005813|centr
osome;GO:0005737|
cytoplasm;GO:0005
874|microtubule;GO
:0031965|nuclear
membrane;GO:0005
819|spindle;

. K16463
CEP170;
centrosomal protein
CEP170

ENSG00000154642 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no C21orf91 protein_coding chr21:17788967-
17819386:-

gi|154426331|ref|NP
_001093890.1| 1585 0

protein EURL
homolog isoform 1
[Homo sapiens]

gi|154426330|ref|N
M_001100420.1| 5433 0

Homo sapiens
chromosome 21
open reading frame
91 (C21orf91),
transcript variant 1,
mRNA

Q9NYK6 505 1.00E-179 Protein EURL
homolog . . . . pfam06937 EURL

EURL protein. This
family consists of
several animal
EURL proteins.
EURL is
preferentially
expressed in chick
retinal precursor
cells as well as in
the anterior
epithelial cells of
the lens at early
stages of
development. EURL
transcripts are
found primarily in
the peripheral
dorsal retina, i.e.,
the most
undifferentiated part
of the dorsal retina.
EURL transcripts
are also detected in
the lens at stage 18
and remain
abundant in the
proliferating
epithelial cells of
the lens until at least
day 11. The
distribution pattern
of EURL in the
developing retina
and lens suggest a
role before the

GO:0045930|negativ
e regulation of
mitotic cell cycle;

GO:0005737|cytopla
sm; . . .

ENSG00000154654 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no NCAM2 protein_coding chr21:20998315-
21543329:+

gi|33519481|ref|NP_
004531.2| 3993 0

neural cell adhesion
molecule 2
precursor [Homo
sapiens]

gi|544418492|ref|X
M_005548903.1| 6985 0

PREDICTED:
Macaca fascicularis
uncharacterized
LOC101866603
(LOC101866603),
transcript variant
X1, mRNA

O15394 328 2.00E-105 Neural cell adhesion
molecule 2 . . . . pfam07679 I-set Immunoglobulin I-

set domain.

GO:0007413|axonal
fasciculation;GO:00
07158|neuron cell-
cell
adhesion;GO:00076
08|sensory
perception of smell;

GO:0030424|axon;G
O:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

. K06491 NCAM; neural cell
adhesion molecule

ENSG00000154727 0 0 0 0 0.401007596 1 2 1 0 -1.879506994 0.411558462 NA down no GABPA protein_coding chr21:25734570-
25772460:+

gi|544418451|ref|XP
_005548951.1| 2653 0

PREDICTED: LOW
QUALITY
PROTEIN: GA-
binding protein
alpha chain [Macaca
fascicularis]

gi|34366912|emb|BX
647755.1| 5111 0

Homo sapiens
mRNA; cDNA
DKFZp686G2131
(from clone
DKFZp686G2131)

Q06546 937 0 GA-binding protein
alpha chain . . . . pfam00178 Ets Ets-domain.

GO:0030154|cell
differentiation;GO:0
001701|in utero
embryonic
development;GO:00
07005|mitochondrio
n
organization;GO:00
45653|negative
regulation of
megakaryocyte
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;

GO:0000790|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II

K09441

GABPA; GA-
binding protein
transcription factor,
alpha

ENSG00000154764 0 1 2 2 0.986074917 0 1 0 2 1.258694337 0.409514613 0.540210766 up no WNT7A protein_coding chr3:13816258-
13880121:-

gi|17505191|ref|NP_
004616.2| 1814 0

protein Wnt-7a
precursor [Homo
sapiens]

gi|24796750|gb|AC0
90646.2| 3168 0

Homo sapiens
chromosome 3
clone RP11-690A6
map 3p, complete
sequence

P24383 119 3.00E-31 Protein Wnt-7a . . . . pfam00110 wnt

wnt family. Wnt
genes have been
identified in
vertebrates and
invertebrates but
not in plants,
unicellular
eukaryotes or
prokaryotes. In
humans, 19 WNT
proteins are known.
Because of their
insolubility little is
known about Wnt
protein structure,
but all have 23 or 24
Cys residues whose
spacing is highly
conserved. Signal
transduction by Wnt
proteins (including
the Wnt/beta-
catenin, the
Wnt/Ca++, and the
Wnt/polarity
pathway) is
mediated by
receptors of the
Frizzled and LDL-
receptor-related
protein (LRP)
families.

GO:0007275|multice
llular organismal
development;GO:00
16055|Wnt signaling
pathway;

GO:0005578|protein
aceous extracellular
matrix;

. K00572

WNT7; wingless-
type MMTV
integration site
family, member 7



ENSG00000154822 0 0 0 0 0.59351342 2 3 0 1 -2.449158714 0.234478432 NA down no PLCL2 protein_coding chr3:16802651-
17090594:+

gi|5689521|dbj|BAA
83044.1| 5749 0 KIAA1092 protein

[Homo sapiens]
gi|221218999|ref|N
M_001144382.1| 4147 0

Homo sapiens
phospholipase C-
like 2 (PLCL2),
transcript variant 1,
mRNA

Q9UPR0 2204 0
Inactive
phospholipase C-
like protein 2

. . . . pfam00387 PI-PLC-Y

Phosphatidylinositol
-specific
phospholipase C, Y
domain. This
associates with
pfam00388 to form
a single structural
unit.

GO:0002322|B cell
proliferation
involved in immune
response;GO:00023
37|B-1a B cell
differentiation;GO:0
007214|gamma-
aminobutyric acid
signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
06629|lipid
metabolic
process;GO:005085
9|negative
regulation of B cell
receptor signaling
pathway;GO:190012
2|positive regulation
of receptor
binding;GO:003313
5|regulation of
peptidyl-serine
phosphorylation;GO
:0032228|regulation
of synaptic
transmission,
GABAergic;

GO:0005737|cytopla
sm;

GO:0050811|GABA
receptor
binding;GO:000443
5|phosphatidylinosit
ol phospholipase C
activity;GO:0004871
|signal transducer
activity;

K15370
PLCL2; inactive
phospholipase C-
like protein 2

ENSG00000154928 1 1 1 6 3.12803222 8 4 1 7 -0.708386263 0.444550497 0.572507168 down no EPHB1 protein_coding chr3:134597801-
135260467:+

gi|817273101|ref|XP
_012306595.1| 5101 0

PREDICTED:
ephrin type-B
receptor 1 isoform
X1 [Aotus
nancymaae]

gi|290560672|ref|N
M_004441.4| 4669 0

Homo sapiens EPH
receptor B1
(EPHB1), mRNA

P09759 229 9.00E-69 Ephrin type-B
receptor 1 . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0001525|angiog
enesis;GO:0007411|
axon
guidance;GO:00485
93|camera-type eye
morphogenesis;GO:
0060326|cell
chemotaxis;GO:003
1589|cell-substrate
adhesion;GO:00219
52|central nervous
system projection
neuron
axonogenesis;GO:00
21545|cranial nerve
development;GO:00
60996|dendritic
spine
development;GO:00
60997|dendritic
spine
morphogenesis;GO:
0050965|detection
of temperature
stimulus involved in
sensory perception
of
pain;GO:0048013|ep
hrin receptor
signaling
pathway;GO:003001
0|establishment of
cell
polarity;GO:000177
1|immunological

GO:0030424|axon;G
O:0005737|cytoplas
m;GO:0030425|dend
rite;GO:0031901|earl
y endosome
membrane;GO:0070
062|extracellular
exosome;GO:00324
33|filopodium
tip;GO:0005887|inte
gral component of
plasma
membrane;GO:0016
020|membrane;GO:
0045121|membrane
raft;

GO:0005524|ATP
binding;GO:000804
6|axon guidance
receptor
activity;GO:0032403
|protein complex
binding;GO:000500
5|transmembrane-
ephrin receptor
activity;

K05110
EPHB1, ELK, NET;
Eph receptor B1
[EC:2.7.10.1]

ENSG00000154945 1 0 0 4 3.309831252 12 7 1 7 -1.993798404 0.071965517 0.147325634 down no ANKRD40 protein_coding chr17:50693190-
50707924:-

gi|16418357|ref|NP_
443087.1| 1484 0

ankyrin repeat
domain-containing
protein 40 [Homo
sapiens]

gi|219555668|ref|N
M_052855.3| 4169 0

Homo sapiens
ankyrin repeat
domain 40
(ANKRD40),
mRNA

Q6AI12 229 5.00E-71
Ankyrin repeat
domain-containing
protein 40

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0019413|acetate
biosynthetic
process;GO:000608
5|acetyl-CoA
biosynthetic
process;GO:001942
7|acetyl-CoA
biosynthetic process
from
acetate;GO:0006069|
ethanol
oxidation;GO:00195
42|propionate
biosynthetic
process;

GO:0005759|mitoch
ondrial matrix;

GO:0003987|acetate
-CoA ligase
activity;GO:0016208
|AMP
binding;GO:000552
4|ATP binding;

. .

ENSG00000154975 0 0 0 3 7.983312896 24 22 12 19 -4.206302881 1.91E-05 0.000309476 down yes CA10 protein_coding chr17:51630313-
52160017:-

gi|51476871|emb|C
AH18402.1| 1801 0 hypothetical protein

[Homo sapiens]
gi|130979676|ref|N
M_020178.4| 3189 0

Homo sapiens
carbonic anhydrase
X (CA10), transcript
variant 2, mRNA

A0JN41 98.6 2.00E-30
Carbonic
anhydrase-related
protein 10

VCA0274 92 1.00E-19 COG3338 pfam00194 Carb_anhydrase Eukaryotic-type
carbonic anhydrase.

GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000155096 3 14 2 34 38.83851888 95 101 44 87 -2.285074838 9.64E-05 0.001001875 down yes AZIN1 protein_coding chr8:102826357-
102893864:-

gi|21361583|ref|NP_
056962.2| 2398 0

antizyme inhibitor 1
isoform 1 [Homo
sapiens]

gi|530389128|ref|X
M_005250969.1| 4134 0

PREDICTED:
Homo sapiens
antizyme inhibitor 1
(AZIN1), transcript
variant X3, mRNA

O14977 313 6.00E-104 Antizyme inhibitor
1 SPAC144.04c 288 1.00E-84 COG0019 pfam02784 Orn_Arg_deC_N

Pyridoxal-
dependent
decarboxylase,
pyridoxal binding
domain. These
pyridoxal-
dependent
decarboxylases
acting on ornithine,
lysine, arginine and
related substrates
This domain has a
TIM barrel fold.

GO:0042177|negativ
e regulation of
protein catabolic
process;GO:000659
5|polyamine
metabolic
process;GO:190226
9|positive regulation
of polyamine
transmembrane
transport;GO:00333
87|putrescine
biosynthetic process
from ornithine;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003824|catalyti
c
activity;GO:0042978
|ornithine
decarboxylase
activator activity;

. .

ENSG00000155097 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ATP6V1C1 protein_coding chr8:103021063-
103073051:+

gi|4502315|ref|NP_0
01686.1| 1966 0

V-type proton
ATPase subunit C 1
[Homo sapiens]

gi|34367238|emb|BX
648079.1| 5581 0

Homo sapiens
mRNA; cDNA
DKFZp686N08183
(from clone
DKFZp686N08183)

Q5RDQ7 201 1.00E-61 V-type proton
ATPase subunit C 1 YKL080w 192 1.00E-54 COG5127 pfam03223 V-ATPase_C V-ATPase subunit

C.

GO:0015991|ATP
hydrolysis coupled
proton transport;

GO:0005886|plasma
membrane;GO:0033
180|proton-
transporting V-type
ATPase, V1
domain;

GO:0015078|hydrog
en ion
transmembrane
transporter activity;

K02148

ATPeV1C, ATP6C;
V-type H+-
transporting ATPase
subunit C

ENSG00000155111 0 0 0 0 0.405922164 4 0 0 0 -1.89654904 0.583408164 NA down no CDK19 protein_coding chr6:110609978-
110815958:-

gi|28972574|dbj|BA
C65703.1| 2233 0 mKIAA1028 protein

[Mus musculus]
gi|20521737|dbj|AB
028951.2| 6060 0

Homo sapiens
mRNA for
KIAA1028 protein,
partial cds

Q8BWD8 230 4.00E-113 Cyclin-dependent
kinase 19 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0071222|cellular
response to
lipopolysaccharide;
GO:0043065|positiv
e regulation of
apoptotic
process;GO:005072
9|positive regulation
of inflammatory
response;

GO:0005829|cytosol
;GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:000469
3|cyclin-dependent
protein
serine/threonine
kinase activity;

K02208

CDK8_11; cyclin-
dependent kinase
8/11 [EC:2.7.11.22
2.7.11.23]

ENSG00000155158 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no TTC39B protein_coding chr9:15163622-
15307360:-

gi|270265887|ref|NP
_689787.2| 3349 0

tetratricopeptide
repeat protein 39B
isoform 1 [Homo
sapiens]

gi|16973101|emb|AL
591393.10| 8490 0

Human DNA
sequence from
clone RP11-224J22
on chromosome 9,
complete sequence

Q5VTQ0 112 5.00E-26 Tetratricopeptide
repeat protein 39B . . . . pfam10300 DUF3808

Protein of unknown
function
(DUF3808). This is
a family of proteins
conserved from
fungi to humans.
Members of this
family also carry a
TPR_2 domain
pfam07719 at their
C-terminus.

GO:0042791|5S
class rRNA
transcription from
RNA polymerase III
type 1
promoter;GO:00063
83|transcription
from RNA
polymerase III
promoter;GO:00063
51|transcription,
DNA-
templated;GO:00427
97|tRNA
transcription from
RNA polymerase III
promoter;

GO:0005654|nucleo
plasm;GO:0000127|t
ranscription factor
TFIIIC complex;

GO:0003677|DNA
binding; . .

ENSG00000155265 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no GOLGA7B protein_coding chr10:97850239-
97871580:+

gi|34531554|dbj|BA
C86168.1| 971 5.00E-116

unnamed protein
product [Homo
sapiens]

gi|345842409|ref|N
M_001010917.2| 6447 0

Homo sapiens
golgin A7 family,
member B
(GOLGA7B),
mRNA

Q2TAP0 298 2.00E-90 Golgin subfamily A
member 7B . . . . pfam10256 Erf4

Golgin subfamily A
member 7/ERF4
family. This family
of proteins includes
Golgin subfamily A
member 7 proteins
as well as Ras
modification protein
ERF4.

GO:0018230|peptidy
l-L-cysteine S-
palmitoylation;GO:0
072659|protein
localization to
plasma
membrane;GO:0006
612|protein targeting
to membrane;

GO:0000139|Golgi
membrane;GO:0002
178|palmitoyltransfe
rase complex;

. . .

ENSG00000155287 1 5 4 1 3.448901395 2 5 7 4 -0.149288912 0.858296438 0.908393666 down no SLC25A28 protein_coding chr10:99610522-
99620609:-

gi|655867364|ref|XP
_002718683.2| 1671 0

PREDICTED:
mitoferrin-2
[Oryctolagus
cuniculus]

gi|149274642|ref|N
M_031212.3| 1451 0

Homo sapiens
solute carrier family
25 (mitochondrial
iron transporter),
member 28
(SLC25A28),
mRNA

Q96A46 249 4.00E-80 Mitoferrin-2 . . . . pfam00153 Mito_carr Mitochondrial
carrier protein.

GO:0055072|iron
ion
homeostasis;GO:000
6412|translation;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner membrane;

GO:0015093|ferrous
iron transmembrane
transporter
activity;GO:0003735
|structural
constituent of
ribosome;

K15113

SLC25A28_37,
MFRN; solute
carrier family 25
(mitochondrial iron
transporter),
member 28/37

ENSG00000155313 0 0 0 2 1.420541183 4 1 4 3 -2.106175585 0.135195113 0.233843148 down no USP25 protein_coding chr21:15730025-
15880069:+

gi|545688691|ref|NP
_001269970.1| 5760 0

ubiquitin carboxyl-
terminal hydrolase
25 isoform USP25m
[Homo sapiens]

gi|545688690|ref|N
M_001283041.1| 5341 0

Homo sapiens
ubiquitin specific
peptidase 25
(USP25), transcript
variant 1, mRNA

Q9UHP3 2026 0
Ubiquitin carboxyl-
terminal hydrolase
25

SPCC188.08c 76.3 5.00E-13 COG5077 pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0006464|cellular
protein modification
process;GO:190429
3|negative
regulation of ERAD
pathway;GO:001657
9|protein
deubiquitination;GO
:0071108|protein
K48-linked
deubiquitination;GO
:0070536|protein
K63-linked
deubiquitination;GO
:0006508|proteolysis
;GO:0006511|ubiqui
tin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005783|end
oplasmic
reticulum;GO:00056
34|nucleus;

GO:0051117|ATPas
e
binding;GO:000823
3|peptidase
activity;GO:0032183
|SUMO
binding;GO:000484
3|ubiquitin-specific
protease
activity;GO:0043130
|ubiquitin
binding;GO:003162
5|ubiquitin protein
ligase
binding;GO:190445
5|ubiquitin-specific
protease activity
involved in negative
regulation of ERAD
pathway;

K11849

USP25_28, UBP2;
ubiquitin carboxyl-
terminal hydrolase
25/28 [EC:3.4.19.12]

ENSG00000155330 1 3 1 7 4.578360015 4 13 6 8 -0.922877764 0.21886908 0.338642355 down no C16orf87 protein_coding chr16:46796607-
46831411:-

gi|47824889|ref|NP_
001001436.1| 659 2.00E-80

UPF0547 protein
C16orf87 [Homo
sapiens]

gi|34367104|emb|BX
647945.1| 6588 0

Homo sapiens
mRNA; cDNA
DKFZp686C2051
(from clone
DKFZp686C2051)

Q6PH81 258 7.00E-82 UPF0547 protein
C16orf87 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. .

GO:0003676|nucleic
acid
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000155511 2 2 2 2 2.821557938 4 3 5 4 -0.446207832 0.587672746 0.700205825 down no GRIA1 protein_coding chr5:153489615-
153813869:+

gi|384381490|ref|NP
_001244951.1| 4717 0

glutamate receptor 1
isoform 6 [Homo
sapiens]

gi|167001418|ref|N
M_000827.3| 5708 0

Homo sapiens
glutamate receptor,
ionotropic, AMPA 1
(GRIA1), transcript
variant 1, mRNA

P23818 130 3.00E-34 Glutamate receptor
1 . . . . pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

.

GO:0032281|AMPA
glutamate receptor
complex;GO:003005
4|cell
junction;GO:003042
5|dendrite;GO:0043
197|dendritic
spine;GO:0005789|e
ndoplasmic
reticulum
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0004971|AMPA
glutamate receptor
activity;GO:0005234
|extracellular-
glutamate-gated ion
channel activity;

K05197 GRIA1; glutamate
receptor 1



ENSG00000155545 4 3 3 3 3.606105176 4 5 1 6 0.294967102 0.703904436 0.792977353 up no MIER3 protein_coding chr5:56919602-
56971675:-

gi|662236755|ref|NP
_001284527.1| 2740 0

mesoderm
induction early
response protein 3
isoform 1 [Homo
sapiens]

gi|51476223|emb|CR
749246.1| 5228 0

Homo sapiens
mRNA; cDNA
DKFZp781G1119
(from clone
DKFZp781G1119)

Q7Z3K6 110 2.00E-23
Mesoderm
induction early
response protein 3

. . . . pfam01448 ELM2

ELM2 domain. The
ELM2 (Egl-27 and
MTA1 homology 2)
domain is a small
domain of
unknown function.
It is found in the
MTA1 protein that
is part of the NuRD
complex. The
domain is usually
found to the N
terminus of a myb-
like DNA binding
domain pfam00249.
ELM2 is also found
associated with an
ARID DNA binding
domain pfam01388
in a member from
Arabidopsis
thaliana. This
suggests that ELM2
may also be
involved in DNA
binding, or perhaps
is a protein-protein
interaction domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding; . .

ENSG00000155660 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PDIA4 protein_coding chr7:149003062-
149028641:-

gi|4758304|ref|NP_0
04902.1| 3077 0

protein disulfide-
isomerase A4
precursor [Homo
sapiens]

gi|157427676|ref|N
M_004911.4| 2903 0

Homo sapiens
protein disulfide
isomerase family A,
member 4 (PDIA4),
mRNA

P13667 272 8.00E-86 Protein disulfide-
isomerase A4 SPAC1F5.02 245 3.00E-70 COG0526 pfam00085 Thioredoxin

Thioredoxin.
Thioredoxins are
small enzymes that
participate in redox
reactions, via the
reversible oxidation
of an active centre
disulfide bond.
Some members
with only the active
site are not
separated from the
noise.

GO:0045454|cell
redox
homeostasis;GO:006
1077|chaperone-
mediated protein
folding;GO:0006457
|protein
folding;GO:0009306
|protein
secretion;GO:00349
76|response to
endoplasmic
reticulum stress;

GO:0009986|cell
surface;GO:0005788
|endoplasmic
reticulum
lumen;GO:0042470|
melanosome;

GO:0044822|poly(A
) RNA
binding;GO:000375
6|protein disulfide
isomerase activity;

K09582

PDIA4, ERP72;
protein disulfide-
isomerase A4
[EC:5.3.4.1]

ENSG00000155729 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no KCTD18 protein_coding chr2:200488952-
200519784:-

gi|45387953|ref|NP_
689600.2| 2251 0

BTB/POZ domain-
containing protein
KCTD18 [Homo
sapiens]

gi|45387952|ref|NM
_152387.2| 2934 0

Homo sapiens
potassium channel
tetramerization
domain containing
18 (KCTD18),
mRNA

Q6PI47 247 4.00E-133
BTB/POZ domain-
containing protein
KCTD18

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051260|protein
homooligomerizatio
n;

. . . .

ENSG00000155744 0 0 0 1 1.477482369 2 3 1 8 -2.938837068 0.044922529 0.105671424 down no FAM126B protein_coding chr2:200973718-
201071671:-

gi|530370186|ref|XP
_005246531.1| 2859 0

PREDICTED:
protein FAM126B
isoform X1 [Homo
sapiens]

gi|214832287|ref|N
M_173822.3| 9333 0

Homo sapiens
family with
sequence similarity
126, member B
(FAM126B), mRNA

Q5R977 186 2.00E-54 Protein FAM126B . . . . pfam09790 Hyccin

Hyccin. Members of
this family of
proteins may have a
role in the beta-
catenin-Tcf/Lef
signaling pathway,
as well as in the
process of
myelination of the
central and
peripheral nervous
system. Defects in
Hyccin are the cause
of hypomyelination
with congenital
cataracts. This
disorder is
characterized by
congenital cataracts,
progressive
neurologic
impairment, and
diffuse myelin
deficiency. Affected
individuals
experience
progressive
pyramidal and
cerebellar
dysfunction, muscle
weakness and
wasting prevailing
in the lower limbs.

.

GO:0005829|cytosol
;GO:0005622|intrace
llular;GO:0005886|p
lasma membrane;

. . .

ENSG00000155760 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no FZD7 protein_coding chr2:202034587-
202038445:+

gi|426338289|ref|XP
_004033116.1| 2890 0

PREDICTED: LOW
QUALITY
PROTEIN: frizzled-
7 [Gorilla gorilla
gorilla]

gi|15638754|gb|AC0
69148.6| 3859 0

Homo sapiens BAC
clone RP11-107N15
from 2, complete
sequence

O75084 1091 0 Frizzled-7 . . . . pfam01534 Frizzled

Frizzled/Smoothene
d family membrane
region. This family
contains the
membrane spanning
region of frizzled
and smoothened
receptors. This
membrane region is
predicted to contain
seven
transmembrane
alpha helices.
Proteins related to
Drosophila frizzled
are receptors for
Wnt (mediating the
beta-catenin
signalling pathway),
but also the planar
cell polarity (PCP)
pathway and the
Wnt/calcium
pathway. The
predominantly
alpha-helical Cys-
rich ligand-binding
region (CRD) of
Frizzled is both
necessary and
sufficient for Wnt
binding. The
smoothened
receptor mediates
hedgehog

GO:0060070|canoni
cal Wnt signaling
pathway;GO:007130
0|cellular response
to retinoic
acid;GO:0060231|m
esenchymal to
epithelial
transition;GO:00108
12|negative
regulation of cell-
substrate
adhesion;GO:00426
66|negative
regulation of
ectodermal cell fate
specification;GO:00
30182|neuron
differentiation;GO:0
038031|non-
canonical Wnt
signaling pathway
via JNK
cascade;GO:006005
4|positive regulation
of epithelial cell
proliferation
involved in wound
healing;GO:0046330
|positive regulation
of JNK
cascade;GO:004232
7|positive regulation
of
phosphorylation;GO

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005109|frizzled
binding;GO:000493
0|G-protein coupled
receptor
activity;GO:0030165
|PDZ domain
binding;GO:004281
3|Wnt-activated
receptor
activity;GO:0017147
|Wnt-protein
binding;

K02432 FZD1_7, fz; frizzled
1/7

ENSG00000155849 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ELMO1 protein_coding chr7:36854361-
37449249:-

gi|12053087|emb|C
AB66721.1| 3827 0 hypothetical protein

[Homo sapiens]
gi|330688432|ref|N
M_014800.10| 3725 0

Homo sapiens
engulfment and cell
motility 1 (ELMO1),
transcript variant 1,
mRNA

Q8BPU7 114 9.00E-28 Engulfment and cell
motility protein 1 . . . . pfam11841 DUF3361

Domain of
unknown function
(DUF3361). This
domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
presumed domain is
typically between
154 to 168 amino
acids in length.

GO:0030036|actin
cytoskeleton
organization;GO:00
06915|apoptotic
process;GO:001647
7|cell
migration;GO:00380
96|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
06928|movement of
cell or subcellular
component;GO:000
6911|phagocytosis,
engulfment;GO:004
3547|positive
regulation of
GTPase
activity;GO:0016601
|Rac protein signal
transduction;GO:00
50690|regulation of
defense response to
virus by
virus;GO:0048010|v
ascular endothelial
growth factor
receptor signaling
pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0032045|gu
anyl-nucleotide
exchange factor
complex;GO:001602
0|membrane;GO:00
05886|plasma
membrane;

GO:0017124|SH3
domain binding; K12366

ELMO1, CED12;
engulfment and cell
motility protein 1

ENSG00000155876 0 4 1 4 2.91727573 5 2 6 5 -0.566958612 0.517032819 0.635672078 down no RRAGA protein_coding chr9:19049395-
19050983:+

gi|22902383|gb|AAH
37615.1| 1696 0

Rraga protein,
partial [Mus
musculus]

gi|15546080|emb|AL
356000.13| 1589 0

Human DNA
sequence from
clone RP11-296P7
on chromosome 9,
complete sequence

Q63486 655 0 Ras-related GTP-
binding protein A . . . . pfam04670 Gtr1_RagA

Gtr1/RagA G
protein conserved
region. GTR1 was
first identified in S.
cerevisiae as a
suppressor of a
mutation in RCC1.
Biochemical
analysis revealed
that Gtr1 is in fact a
G protein of the Ras
family. The RagA/B
proteins are the
human homologues
of Gtr1. Included in
this family is the
human Rag C, a
novel protein that
has been shown to
interact with
RagA/B.

GO:0006915|apopto
tic
process;GO:000821
9|cell
death;GO:0034613|c
ellular protein
localization;GO:003
4198|cellular
response to amino
acid
starvation;GO:00712
30|cellular response
to amino acid
stimulus;GO:000926
7|cellular response
to
starvation;GO:00190
48|modulation by
virus of host
morphology or
physiology;GO:0010
507|negative
regulation of
autophagy;GO:0045
919|positive
regulation of
cytolysis;GO:003200
8|positive regulation
of TOR
signaling;GO:19042
63|positive
regulation of
TORC1
signaling;GO:00105
06|regulation of

GO:0005737|cytopla
sm;GO:0034448|EG
O
complex;GO:000579
4|Golgi
apparatus;GO:19901
31|Gtr1-Gtr2
GTPase
complex;GO:199013
0|Iml1
complex;GO:000576
5|lysosomal
membrane;GO:0005
764|lysosome;GO:0
005634|nucleus;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0051219
|phosphoprotein
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;

K16185
RRAGA_B; Ras-
related GTP-binding
protein A/B



ENSG00000155886 0 1 0 0 1.227345309 6 2 1 2 -2.615269329 0.0806157 0.159644508 down no SLC24A2 protein_coding chr9:19507452-
19786928:-

gi|9966787|ref|NP_0
65077.1| 3257 0

sodium/potassium/c
alcium exchanger 2
isoform 1 [Homo
sapiens]

gi|343168811|ref|N
M_020344.3| 10749 0

Homo sapiens
solute carrier family
24
(sodium/potassium/
calcium exchanger),
member 2
(SLC24A2),
transcript variant 1,
mRNA

Q9UI40 1259 0 Sodium/potassium/c
alcium exchanger 2 SPAC3A12.06c 75.1 3.00E-12 COG0530 pfam01699 Na_Ca_ex

Sodium/calcium
exchanger protein.
This is a family of
sodium/calcium
exchanger integral
membrane proteins.
This family covers
the integral
membrane regions
of the proteins.
Sodium/calcium
exchangers regulate
intracellular Ca2+
concentrations in
many cells; cardiac
myocytes, epithelial
cells, neurons
retinal rod
photoreceptors and
smooth muscle
cells. Ca2+ is
moved into or out
of the cytosol
depending on Na+
concentration. In
humans and rats
there are 3 isoforms;
NCX1 NCX2 and
NCX3.

GO:0006874|cellular
calcium ion
homeostasis;GO:003
4220|ion
transmembrane
transport;GO:00068
11|ion
transport;GO:00076
12|learning;GO:0060
292|long term
synaptic
depression;GO:0060
291|long-term
synaptic
potentiation;GO:000
7613|memory;GO:0
050896|response to
stimulus;GO:000760
1|visual perception;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0046870|cadmiu
m ion
binding;GO:000526
2|calcium channel
activity;GO:0005509
|calcium ion
binding;GO:000827
3|calcium,
potassium:sodium
antiporter
activity;GO:0030145
|manganese ion
binding;GO:001615
1|nickel cation
binding;GO:003095
5|potassium ion
binding;GO:003140
2|sodium ion
binding;GO:001529
3|symporter activity;

K13750

SLC24A2, NCKX2;
solute carrier family
24
(sodium/potassium/
calcium exchanger),
member 2

ENSG00000155897 0 0 0 1 0.707500246 3 0 1 2 -1.740157754 0.335632062 NA down no ADCY8 protein_coding chr8:130780301-
131042426:-

gi|332214273|ref|XP
_003256260.1| 6204 0

PREDICTED:
adenylate cyclase
type 8 isoform X1
[Nomascus
leucogenys]

gi|516262|emb|Z353
09.1| 5909 0 H.sapiens mRNA

for adenylyl cyclase P40145 2394 0 Adenylate cyclase
type 8 all0661 155 1.00E-38 COG2114 pfam00211 Guanylate_cyc

Adenylate and
Guanylate cyclase
catalytic domain.

GO:0007190|activati
on of adenylate
cyclase
activity;GO:0034199
|activation of
protein kinase A
activity;GO:0007189
|adenylate cyclase-
activating G-protein
coupled receptor
signaling
pathway;GO:000719
3|adenylate cyclase-
inhibiting G-protein
coupled receptor
signaling
pathway;GO:001993
3|cAMP-mediated
signaling;GO:00713
77|cellular response
to glucagon
stimulus;GO:000761
1|learning or
memory;GO:000761
6|long-term
memory;GO:000309
1|renal water
homeostasis;GO:000
7165|signal
transduction;

GO:0016021|integral
component of
membrane;GO:0005
622|intracellular;GO
:0016020|membrane
;GO:0005886|plasm
a membrane;

GO:0004016|adenyl
ate cyclase
activity;GO:0005524
|ATP
binding;GO:000829
4|calcium- and
calmodulin-
responsive
adenylate cyclase
activity;GO:0046872
|metal ion binding;

K08048
ADCY8; adenylate
cyclase 8
[EC:4.6.1.1]

ENSG00000155970 1 1 0 0 0.92408837 1 1 2 2 -1.004735146 0.496866222 NA down no MICU3 protein_coding chr8:17027238-
17122644:+

gi|32171205|ref|NP_
859074.1| 2601 0

calcium uptake
protein 3,
mitochondrial
[Homo sapiens]

gi|229608893|ref|N
M_181723.2| 3987 0

Homo sapiens
mitochondrial
calcium uptake
family, member 3
(MICU3), mRNA

Q86XE3 262 9.00E-84
Calcium uptake
protein 3,
mitochondrial

. . . . pfam13833 EF-hand_8 EF-hand domain
pair. .

GO:0016021|integral
component of
membrane;GO:0005
739|mitochondrion;

GO:0005509|calciu
m ion binding; . .

ENSG00000155980 2 7 1 30 65.40844199 230 154 62 165 -3.624640328 9.44E-08 5.46E-06 down yes KIF5A protein_coding chr12:57549998-
57586632:+

gi|45446749|ref|NP_
004975.2| 4743 0

kinesin heavy chain
isoform 5A [Homo
sapiens]

gi|166788559|dbj|A
B290174.1| 5806 0

Homo sapiens
mRNA for KIF5A
variant protein,
complete cds

Q12840 1831 0 Kinesin heavy chain
isoform 5A SPAC1834.07 322 1.00E-94 COG5059 pfam00225 Kinesin Kinesin motor

domain.

GO:0019886|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class
II;GO:0007411|axon
guidance;GO:00072
68|synaptic
transmission;GO:00
30705|cytoskeleton-
dependent
intracellular
transport;GO:00070
18|microtubule-
based
movement;GO:0008
104|protein
localization;GO:000
6890|retrograde
vesicle-mediated
transport, Golgi to
ER;GO:0016192|ves
icle-mediated
transport;

GO:0035253|ciliary
rootlet;GO:0005829|
cytosol;GO:0005871
|kinesin
complex;GO:001602
0|membrane;GO:00
05874|microtubule;
GO:0043005|neuron
projection;GO:0043
025|neuronal cell
body;GO:0048471|p
erinuclear region of
cytoplasm;

GO:0005524|ATP
binding;GO:000857
4|ATP-dependent
microtubule motor
activity, plus-end-
directed;GO:000377
4|motor activity;

K10396 KIF5; kinesin
family member 5

ENSG00000156017 2 5 0 3 2.737622964 4 5 1 4 0.005453776 0.995221697 0.996944528 up no CARNMT1 protein_coding chr9:74981020-
75028423:-

gi|297271103|ref|XP
_001094584.2| 2067 0

PREDICTED:
UPF0586 protein
C9orf41 [Macaca
mulatta]

gi|426362026|ref|X
M_004048136.1| 3970 0

PREDICTED:
Gorilla gorilla
gorilla chromosome
9 open reading
frame, human
C9orf41
(C9H9orf41),
mRNA

Q8N4J0 172 3.00E-48 Carnosine N-
methyltransferase . . . . pfam07942 N2227

N2227-like protein.
This family features
sequences that are
similar to a region
of hypothetical
yeast gene product
N2227. This is
thought to be
expressed during
meiosis and may be
involved in the
defence response to
stressful conditions.

GO:0035498|carnosi
ne metabolic
process;

GO:0005829|cytosol
;GO:0005634|nucleu
s;

GO:0030735|carnosi
ne N-
methyltransferase
activity;

. .

ENSG00000156052 1 5 1 6 6.431945496 17 15 6 10 -1.42646589 0.035078926 0.088384638 down no GNAQ protein_coding chr9:77716087-
78031458:-

gi|40254462|ref|NP_
002063.2| 1804 0

guanine nucleotide-
binding protein
G(q) subunit alpha
[Homo sapiens]

gi|542133058|ref|N
M_002072.4| 6343 0

Homo sapiens
guanine nucleotide
binding protein (G
protein), q
polypeptide
(GNAQ), mRNA

Q2PKF4 326 2.00E-110
Guanine nucleotide-
binding protein
G(q) subunit alpha

. . . . pfam00503 G-alpha

G-protein alpha
subunit. G proteins
couple receptors of
extracellular signals
to intracellular
signaling pathways.
The G protein alpha
subunit binds
guanyl nucleotide
and is a weak
GTPase. A set of
residues that are
unique to G-alpha
as compared to its
ancestor the Arf-
like family form a
ring of residues
centered on the
nucleotide binding
site. A Ggamma is
found fused to an
inactive Galpha in
the Dictyostelium
protein gbqA.

GO:0001508|action
potential;GO:000718
9|adenylate cyclase-
activating G-protein
coupled receptor
signaling
pathway;GO:000964
9|entrainment of
circadian
clock;GO:0007213|
G-protein coupled
acetylcholine
receptor signaling
pathway;GO:000721
5|glutamate receptor
signaling
pathway;GO:006015
8|phospholipase C-
activating dopamine
receptor signaling
pathway;GO:000760
3|phototransduction
, visible light;

GO:0016020|membr
ane;GO:0031965|nu
clear
membrane;GO:0001
750|photoreceptor
outer segment;

GO:0005525|GTP
binding;GO:000509
6|GTPase activator
activity;GO:0003924
|GTPase
activity;GO:0046872
|metal ion
binding;GO:000487
1|signal transducer
activity;GO:0031826
|type 2A serotonin
receptor binding;

K04634

GNAQ; guanine
nucleotide-binding
protein G(q)
subunit alpha

ENSG00000156103 0 3 2 5 3.565588002 8 6 4 5 -0.743066065 0.341771645 0.471259393 down no MMP16 protein_coding chr8:88032009-
88328025:-

gi|466040332|ref|XP
_004276191.1| 3031 0

PREDICTED:
matrix
metalloproteinase-
16 [Orcinus orca]

gi|19172907|gb|AC0
37450.6| 9788 0

Homo sapiens
chromosome 8,
clone RP11-
226G12, complete
sequence

P51512 749 0
Matrix
metalloproteinase-
16

MA4674 55.1 7.00E-07 COG5549 pfam00413 Peptidase_M10

Matrixin. The
members of this
family are enzymes
that cleave peptides.
These proteases
require zinc for
catalysis.

GO:0035988|chondr
ocyte
proliferation;GO:00
30574|collagen
catabolic
process;GO:009709
4|craniofacial suture
morphogenesis;GO:
0048701|embryonic
cranial skeleton
morphogenesis;GO:
0001958|endochond
ral
ossification;GO:002
2617|extracellular
matrix
disassembly;GO:001
9538|protein
metabolic
process;GO:001648
5|protein
processing;GO:0006
508|proteolysis;

GO:0009986|cell
surface;GO:0005796
|Golgi
lumen;GO:0005887|i
ntegral component
of plasma
membrane;GO:0005
886|plasma
membrane;GO:0005
578|proteinaceous
extracellular matrix;

GO:0005509|calciu
m ion
binding;GO:000804
7|enzyme activator
activity;GO:0070006
|metalloaminopeptid
ase
activity;GO:0004222
|metalloendopeptida
se
activity;GO:0008270
|zinc ion binding;

K07996

MMP16; matrix
metalloproteinase-
16 (membrane-
inserted)
[EC:3.4.24.-]

ENSG00000156113 8 6 12 2 6.773160164 5 11 2 3 1.122624873 0.156120908 0.264673726 up no KCNMA1 protein_coding chr10:76869601-
77638369:-

gi|544457542|ref|XP
_005565415.1| 6266 0

PREDICTED:
calcium-activated
potassium channel
subunit alpha-1
isoform X7 [Macaca
fascicularis]

gi|530393604|ref|X
M_005269789.1| 11998 0

PREDICTED:
Homo sapiens
potassium channel,
calcium activated
large conductance
subfamily M alpha,
member 1
(KCNMA1),
transcript variant
X14, mRNA

O18866 400 4.00E-128

Calcium-activated
potassium channel
subunit alpha-1
(Fragment)

BS_yugO_2 63.2 2.00E-09 COG1226 pfam03493 BK_channel_a

Calcium-activated
BK potassium
channel alpha
subunit.

.

GO:0005789|endopl
asmic reticulum
membrane;GO:0008
076|voltage-gated
potassium channel
complex;

GO:0015269|calciu
m-activated
potassium channel
activity;GO:0046872
|metal ion
binding;GO:000524
9|voltage-gated
potassium channel
activity;

K04936

KCNMA1;
potassium large
conductance
calcium-activated
channel subfamily
M alpha member 1

ENSG00000156261 1 1 0 3 0.647802718 0 0 0 0 3.177895977 0.114814283 NA up no CCT8 protein_coding chr21:29055805-
29073797:-

gi|40789055|dbj|BA
A02792.2| 2690 0 KIAA0002 [Homo

sapiens]
gi|544711019|ref|N
M_006585.3| 2005 0

Homo sapiens
chaperonin
containing TCP1,
subunit 8 (theta)
(CCT8), transcript
variant 1, mRNA

Q4R5J0 172 6.00E-49 T-complex protein 1
subunit theta . . . . pfam00118 Cpn60_TCP1

TCP-1/cpn60
chaperonin family.
This family includes
members from the
HSP60 chaperone
family and the TCP-
1 (T-complex
protein) family.

GO:0006457|protein
folding;

GO:0005832|chaper
onin-containing T-
complex;GO:000592
9|cilium;GO:000581
5|microtubule
organizing center;

GO:0005524|ATP
binding; K09500

CCT8; T-complex
protein 1 subunit
theta



ENSG00000156299 0 0 2 1 0.461602199 0 0 0 0 2.635800679 0.32234299 NA up no TIAM1 protein_coding chr21:31118416-
31559977:-

gi|115583670|ref|NP
_003244.2| 7949 0

T-lymphoma
invasion and
metastasis-inducing
protein 1 [Homo
sapiens]

gi|115583669|ref|N
M_003253.2| 7198 0

Homo sapiens T-
cell lymphoma
invasion and
metastasis 1
(TIAM1), mRNA

Q13009 250 6.00E-73

T-lymphoma
invasion and
metastasis-inducing
protein 1

. . . . pfam00621 RhoGEF

RhoGEF domain.
Guanine nucleotide
exchange factor for
Rho/Rac/Cdc42-like
GTPases Also called
Dbl-homologous
(DH) domain. It
appears that
pfam00169 domains
invariably occur C-
terminal to
RhoGEF/DH
domains.

GO:0090630|activati
on of GTPase
activity;GO:0006915
|apoptotic
process;GO:000330
0|cardiac muscle
hypertrophy;GO:00
16477|cell
migration;GO:00071
60|cell-matrix
adhesion;GO:00480
13|ephrin receptor
signaling
pathway;GO:199013
8|neuron projection
extension;GO:00430
65|positive
regulation of
apoptotic
process;GO:005077
2|positive regulation
of
axonogenesis;GO:00
30335|positive
regulation of cell
migration;GO:00082
84|positive
regulation of cell
proliferation;GO:00
61003|positive
regulation of
dendritic spine
morphogenesis;GO:
0043507|positive
regulation of JUN

GO:0044295|axonal
growth
cone;GO:0044291|ce
ll-cell contact
zone;GO:0005911|ce
ll-cell
junction;GO:000582
9|cytosol;GO:00431
97|dendritic
spine;GO:0031234|e
xtrinsic component
of cytoplasmic side
of plasma
membrane;GO:0044
304|main
axon;GO:0005874|m
icrotubule;GO:0043
025|neuronal cell
body;GO:0005634|n
ucleus;GO:0005886|
plasma
membrane;GO:0032
587|ruffle
membrane;

GO:0005085|guanyl
-nucleotide
exchange factor
activity;GO:0019900
|kinase
binding;GO:000828
9|lipid
binding;GO:003067
6|Rac guanyl-
nucleotide exchange
factor
activity;GO:0005057
|receptor signaling
protein
activity;GO:0005089
|Rho guanyl-
nucleotide exchange
factor activity;

K05731

TIAM1; T-
lymphoma invasion
and metastasis-
inducing protein 1

ENSG00000156304 2 0 0 5 2.23334474 6 1 2 4 -0.438090999 0.700859139 0.790572752 down no SCAF4 protein_coding chr21:31671033-
31732075:-

gi|4102967|gb|AAD
09327.1| 2297 0

pre-mRNA splicing
SR protein rA4
[Homo sapiens]

gi|224451129|ref|N
M_020706.2| 4193 0

Homo sapiens SR-
related CTD-
associated factor 4
(SCAF4), transcript
variant 1, mRNA

O95104 179 3.00E-44
Splicing factor,
arginine/serine-rich
15

. . . . pfam04818 CTD_bind

RNA polymerase II-
binding domain.
This domain binds
to the
phosphorylated C-
terminal domain
(CTD) of RNA
polymerase II.

. GO:0005654|nucleo
plasm;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;

K13167

SFRS15, SCAF4;
splicing factor,
arginine/serine-rich
15

ENSG00000156427 3 1 3 2 4.470562499 9 2 9 10 -1.13231367 0.159544661 0.268641641 down no FGF18 protein_coding chr5:171419656-
171457623:+

gi|4503695|ref|NP_0
03853.1| 864 1.00E-108

fibroblast growth
factor 18 precursor
[Homo sapiens]

gi|300796572|ref|N
M_003862.2| 1979 0

Homo sapiens
fibroblast growth
factor 18 (FGF18),
mRNA

O76093 337 6.00E-110 Fibroblast growth
factor 18 . . . . pfam00167 FGF

Fibroblast growth
factor. Fibroblast
growth factors are a
family of proteins
involved in growth
and differentiation
in a wide range of
contexts. They are
found in a wide
range of organisms,
from nematodes to
humans. Most share
an internal core
region of high
similarity,
conserved residues
in which are
involved in binding
with their receptors.
On binding, they
cause dimerization
of their tyrosine
kinase receptors
leading to
intracellular
signalling. There are
currently four
known tyrosine
kinase receptors for
fibroblast growth
factors. These
receptors can each
bind several
different members
of this family

GO:0009653|anatom
ical structure
morphogenesis;GO:
0001525|angiogenes
is;GO:0007267|cell-
cell
signaling;GO:00020
63|chondrocyte
development;GO:00
01958|endochondral
ossification;GO:000
8543|fibroblast
growth factor
receptor signaling
pathway;GO:000195
7|intramembranous
ossification;GO:003
0324|lung
development;GO:00
00165|MAPK
cascade;GO:004801
5|phosphatidylinosit
ol-mediated
signaling;GO:00082
84|positive
regulation of cell
proliferation;GO:00
32332|positive
regulation of
chondrocyte
differentiation;GO:2
000546|positive
regulation of
endothelial cell
chemotaxis to

GO:0005576|extrace
llular
region;GO:0005615|
extracellular
space;GO:0005730|n
ucleolus;

GO:0016303|1-
phosphatidylinositol
-3-kinase
activity;GO:0008083
|growth factor
activity;GO:0046934
|phosphatidylinosito
l-4,5-bisphosphate
3-kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0005105
|type 1 fibroblast
growth factor
receptor
binding;GO:000511
1|type 2 fibroblast
growth factor
receptor binding;

K04358 FGF; fibroblast
growth factor

ENSG00000156453 2 2 1 15 10.4177008 31 14 13 22 -1.61579067 0.020208896 0.059361495 down no PCDH1 protein_coding chr5:141853111-
141879246:-

gi|27754773|ref|NP_
115796.2| 5835 0

protocadherin-1
isoform 2 precursor
[Homo sapiens]

gi|519666787|ref|N
M_032420.3| 4793 0

Homo sapiens
protocadherin 1
(PCDH1), transcript
variant 2, mRNA

Q08174 214 1.00E-61 Protocadherin-1 . . . . pfam08374 Protocadherin

Protocadherin. The
structure of
protocadherins is
similar to that of
classic cadherins
(pfam00028), but
particularly on the
cytoplasmic
domains they also
have some unique
features. They are
expressed in a
variety of organisms
and are found in
high concentrations
in the brain where
they seem to be
localized mainly at
cell-cell contact
sites. Their
expression seems to
be developmentally
regulated.

GO:0007267|cell-
cell
signaling;GO:00071
56|homophilic cell
adhesion via plasma
membrane adhesion
molecules;GO:0007
399|nervous system
development;

GO:0005911|cell-
cell
junction;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion binding; K16498

PCDHD1;
protocadherin delta
1

ENSG00000156467 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no UQCRB protein_coding chr8:96225920-
96235634:-

gi|221040542|dbj|B
AH11948.1| 863 1.00E-113

unnamed protein
product [Homo
sapiens]

gi|194294501|ref|NG
_008237.1| 5215 0

Homo sapiens
ubiquinol-
cytochrome c
reductase binding
protein (UQCRB),
RefSeqGene on
chromosome 8

P14927 180 2.00E-56 Cytochrome b-c1
complex subunit 7 . . . . pfam02271 UCR_14kD

Ubiquinol-
cytochrome C
reductase complex
14kD subunit. The
ubiquinol-
cytochrome C
reductase complex
(cytochrome bc1
complex) is a
respiratory
multienzyme
complex. This Pfam
family represents
the 14kD (or VI)
subunit of the
complex which is
not directly
involved in electron
transfer, but has a
role in assembly of
the complex.

GO:0009060|aerobic
respiration;GO:1902
600|hydrogen ion
transmembrane
transport;GO:00061
22|mitochondrial
electron transport,
ubiquinol to
cytochrome
c;GO:0034551|mitoc
hondrial respiratory
chain complex III
assembly;GO:00551
14|oxidation-
reduction
process;GO:000611
9|oxidative
phosphorylation;

GO:0005743|mitoch
ondrial inner
membrane;GO:0005
746|mitochondrial
respiratory
chain;GO:0005750|
mitochondrial
respiratory chain
complex III;

. K00417

QCR7, UQCRB;
ubiquinol-
cytochrome c
reductase subunit 7

ENSG00000156475 7 19 5 35 40.54861378 88 85 71 78 -1.866238594 3.86E-06 8.94E-05 down yes PPP2R2B protein_coding chr5:146581146-
147084784:-

gi|826333341|ref|XP
_012513757.1| 2908 0

PREDICTED:
serine/threonine-
protein phosphatase
2A 55 kDa
regulatory subunit B
beta isoform
isoform X1
[Propithecus
coquereli]

gi|17155026|gb|AC0
08728.7| 9084 0

Homo sapiens
chromosome 5
clone CTB-99A3,
complete sequence

P36877 88.6 2.00E-19

Serine/threonine-
protein phosphatase
2A 55 kDa
regulatory subunit B
beta isoform

SPAC227.07c 465 2.00E-144 COG5170 pfam05474 Semenogelin

Semenogelin. This
family consists of
several mammalian
semenogelin (I and
II) proteins. Freshly
ejaculated human
semen has the
appearance of a
loose gel in which
the predominant
structural protein
components are the
seminal vesicle
secreted
semenogelins (Sg).

GO:0007420|brain
development;GO:00
00266|mitochondrial
fission;GO:0043653|
mitochondrial
fragmentation
involved in
apoptotic
process;GO:000027
8|mitotic cell
cycle;GO:0030182|n
euron
differentiation;GO:0
070262|peptidyl-
serine
dephosphorylation;
GO:0043525|positiv
e regulation of
neuron apoptotic
process;GO:000662
6|protein targeting
to
mitochondrion;GO:
0034047|regulation
of protein
phosphatase type
2A
activity;GO:0007286
|spermatid
development;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00058
29|cytosol;GO:0016
020|membrane;GO:
0005741|mitochondr
ial outer
membrane;GO:0005
739|mitochondrion;
GO:0000159|protein
phosphatase type
2A complex;

GO:0032403|protein
complex
binding;GO:000860
1|protein
phosphatase type
2A regulator
activity;

K04354

PPP2R2;
serine/threonine-
protein phosphatase
2A regulatory
subunit B

ENSG00000156508 53 38 32 32 29.7515145 13 13 14 13 2.187666981 4.71E-07 2.04E-05 up yes EEF1A1 protein_coding chr6:73515750-
73523797:-

gi|803119291|ref|XP
_012040812.1| 2518 0

PREDICTED:
elongation factor 1-
alpha 1-like isoform
X1 [Ovis aries]

gi|83367078|ref|NM
_001402.5| 3482 0

Homo sapiens
eukaryotic
translation
elongation factor 1
alpha 1 (EEF1A1),
mRNA

P62630 227 4.00E-70 Elongation factor 1-
alpha 1 SPCC794.09c 751 0 COG5256 pfam00009 GTP_EFTU

Elongation factor
Tu GTP binding
domain. This
domain contains a
P-loop motif, also
found in several
other families such
as pfam00071,
pfam00025 and
pfam00063.
Elongation factor
Tu consists of three
structural domains,
this plus two C-
terminal beta barrel
domains.

GO:0071364|cellular
response to
epidermal growth
factor stimulus;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005730|nu
cleolus;GO:0005634
|nucleus;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0019001
|guanyl nucleotide
binding;GO:000374
6|translation
elongation factor
activity;

K03231 EEF1A; elongation
factor 1-alpha

ENSG00000156531 0 0 0 1 0.301719775 0 1 0 1 -0.142825035 0.955215068 NA down no PHF6 protein_coding chrX:134373253-
134428791:+

gi|14017863|dbj|BA
B47452.1| 1665 0 KIAA1823 protein

[Homo sapiens]
gi|62865859|ref|NM
_032458.2| 4759 0

Homo sapiens PHD
finger protein 6
(PHF6), transcript
variant 2, mRNA

Q5R5Z2 619 0 PHD finger protein
6 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0000777|conden
sed chromosome
kinetochore;GO:000
5730|nucleolus;GO:
0005654|nucleoplas
m;

GO:0003677|DNA
binding;GO:004482
2|poly(A) RNA
binding;GO:004302
1|ribonucleoprotein
complex
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000156599 0 0 0 2 1.107485139 4 3 0 2 -1.698545038 0.302565541 0.429128904 down no ZDHHC5 protein_coding chr11:57667747-
57701187:+

gi|12698041|dbj|BA
B21839.1| 3364 0 KIAA1748 protein

[Homo sapiens]
gi|62184116|gb|AY8
94889.1| 4663 0

Homo sapiens
membrane-
associated DHHC5
zinc finger protein
mRNA, complete
cds

Q2THX1 278 1.00E-88 Palmitoyltransferase
ZDHHC5 SPBC3H7.09 124 2.00E-29 COG5273 pfam01529 zf-DHHC

DHHC
palmitoyltransferase
. This family
includes the well
known DHHC zinc
binding domain as
well as three of the
four conserved
transmembrane
regions found in
this family of
palmitoyltransferase
enzymes.

GO:0018345|protein
palmitoylation;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0005
886|plasma
membrane;

GO:0016409|palmit
oyltransferase
activity;GO:0019706
|protein-cysteine S-
palmitoyltransferase
activity;GO:0008270
|zinc ion binding;

. .



ENSG00000156603 4 5 4 5 4.170983343 3 5 4 3 0.811555652 0.233386346 0.356026974 up no MED19 protein_coding chr11:57703714-
57712323:-

gi|795326713|ref|XP
_011818820.1| 905 6.00E-116

PREDICTED:
mediator of RNA
polymerase II
transcription
subunit 19 isoform
X2 [Colobus
angolensis palliatus]

gi|23592231|ref|NM
_153450.1| 1512 0

Homo sapiens
mediator complex
subunit 19
(MED19), mRNA

A0JLT2 276 2.00E-89

Mediator of RNA
polymerase II
transcription
subunit 19

. . . . pfam10278 Med19

Mediator of RNA
pol II transcription
subunit 19. Med19
represents a family
of conserved
proteins which are
members of the
multi-protein co-
activator Mediator
complex. Mediator
is required for
activation of RNA
polymerase II
transcription by
DNA binding
transactivators.

GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0016592|mediat
or
complex;GO:000563
4|nucleus;

GO:0001104|RNA
polymerase II
transcription
cofactor
activity;GO:0008134
|transcription factor
binding;

K15137

MED19; mediator of
RNA polymerase II
transcription
subunit 19

ENSG00000156639 19 16 15 36 22.69726562 26 33 23 22 0.247453034 0.498380737 0.619483903 up no ZFAND3 protein_coding chr6:37819499-
38154624:+

gi|11345484|ref|NP_
068762.1| 976 2.00E-120

AN1-type zinc
finger protein 3
[Homo sapiens]

gi|215276981|ref|N
M_021943.2| 3334 0

Homo sapiens zinc
finger, AN1-type
domain 3
(ZFAND3), mRNA

Q6UX73 40.8 3.00E-14 UPF0764 protein
C16orf89 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. .
GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000156642 6 14 12 26 24.25433811 44 41 40 39 -1.014342482 0.00413033 0.018869087 down yes NPTN protein_coding chr15:73560014-
73634134:-

gi|332236086|ref|XP
_003267236.1| 1854 0

PREDICTED:
neuroplastin
isoform X1
[Nomascus
leucogenys]

gi|238624144|ref|N
M_012428.3| 2443 0

Homo sapiens
neuroplastin
(NPTN), transcript
variant b, mRNA

P97300 58.9 2.00E-09 Neuroplastin . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007156|homop
hilic cell adhesion
via plasma
membrane adhesion
molecules;GO:0060
291|long-term
synaptic
potentiation;GO:005
0804|modulation of
synaptic
transmission;GO:19
03829|positive
regulation of
cellular protein
localization;GO:000
7204|positive
regulation of
cytosolic calcium
ion
concentration;GO:0
070374|positive
regulation of ERK1
and ERK2
cascade;GO:004574
3|positive regulation
of fibroblast growth
factor receptor
signaling
pathway;GO:004817
0|positive regulation
of long-term
neuronal synaptic
plasticity;GO:19002
73|positive
regulation of long

GO:0009986|cell
surface;GO:0030425
|dendrite;GO:00600
77|inhibitory
synapse;GO:001602
1|integral
component of
membrane;GO:0014
069|postsynaptic
density;GO:0042734
|presynaptic
membrane;

GO:0050839|cell
adhesion molecule
binding;GO:000471
4|transmembrane
receptor protein
tyrosine kinase
activity;GO:0005105
|type 1 fibroblast
growth factor
receptor binding;

. .

ENSG00000156650 2 2 3 4 8.778528412 28 15 9 20 -2.174194888 0.000788611 0.005490448 down yes KAT6B protein_coding chr10:74825582-
75032622:+

gi|397483738|ref|XP
_003813054.1| 9173 0

PREDICTED:
histone
acetyltransferase
KAT6B isoform X1
[Pan paniscus]

gi|374349203|ref|N
M_012330.3| 8287 0

Homo sapiens
K(lysine)
acetyltransferase 6B
(KAT6B), transcript
variant 1, mRNA

Q8BRB7 2939 0
Histone
acetyltransferase
KAT6B

SPAC17G8.13c 284 1.00E-82 COG5027 pfam01853 MOZ_SAS

MOZ/SAS family.
This region of these
proteins has been
suggested to be
homologous to
acetyltransferases.

GO:0016573|histone
acetylation;GO:0043
966|histone H3
acetylation;GO:0045
892|negative
regulation of
transcription, DNA-
templated;GO:00063
34|nucleosome
assembly;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0070776|MOZ/
MORF histone
acetyltransferase
complex;GO:000078
6|nucleosome;

GO:0016407|acetyltr
ansferase
activity;GO:0003677
|DNA
binding;GO:000440
2|histone
acetyltransferase
activity;GO:0008134
|transcription factor
binding;GO:000827
0|zinc ion binding;

K11306

MYST4, KAT6B;
histone
acetyltransferase
MYST4
[EC:2.3.1.48]

ENSG00000156687 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no UNC5D protein_coding chr8:35235457-
35796550:+

gi|18150094|dbj|BA
B83663.1| 4939 0

KIAA1777 protein
(Unc5h4) [Homo
sapiens]

gi|544451454|ref|X
M_005563048.1| 7461 0

PREDICTED:
Macaca fascicularis
unc-5 homolog D
(C. elegans)
(UNC5D), transcript
variant X7, mRNA

Q6UXZ4 1085 0 Netrin receptor
UNC5D . . . . pfam00791 ZU5

ZU5 domain.
Domain present in
ZO-1 and Unc5-like
netrin receptors
Domain of
unknown function.

GO:0006915|apopto
tic
process;GO:000741
1|axon
guidance;GO:00986
09|cell-cell
adhesion;GO:00218
59|pyramidal
neuron
differentiation;GO:2
001222|regulation of
neuron
migration;GO:00071
65|signal
transduction;

GO:0009986|cell
surface;GO:0016021
|integral component
of
membrane;GO:0005
886|plasma
membrane;

. K07521 UNC5; netrin
receptor unc-5

ENSG00000156709 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no AIFM1 protein_coding chrX:130129362-
130165887:-

gi|4757732|ref|NP_0
04199.1| 3120 0

apoptosis-inducing
factor 1,
mitochondrial
isoform 1 precursor
[Homo sapiens]

gi|323098340|ref|N
M_001130847.3| 2468 0

Homo sapiens
apoptosis-inducing
factor,
mitochondrion-
associated, 1
(AIFM1), transcript
variant 5, mRNA

O95831 572 0
Apoptosis-inducing
factor 1,
mitochondrial

SSO1225 84.3 1.00E-16 COG0446 pfam14721 AIF_C

Apoptosis-inducing
factor,
mitochondrion-
associated, C-term.
This C-terminal
domain appears to
be a dimerization
domain of the
mitochondrial
apoptosis-inducing
factor 1. protein.
The domain also
appears at the C-
terminus of FAD-
dependent pyridine
nucleotide-disulfide
oxidoreductases.
Apoptosis inducing
factor (AIF) is a
bifunctional
mitochondrial
flavoprotein critical
for energy
metabolizm and
induction of
caspase-
independent
apoptosis. On
reduction with
NADH, AIF
undergoes
dimerization and
forms tight, long-
lived FADH2-NAD
charge transfer

GO:0006919|activati
on of cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:000691
5|apoptotic
process;GO:004545
4|cell redox
homeostasis;GO:190
4045|cellular
response to
aldosterone;GO:007
1392|cellular
response to
estradiol
stimulus;GO:007030
1|cellular response
to hydrogen
peroxide;GO:00717
32|cellular response
to nitric
oxide;GO:0090650|c
ellular response to
oxygen-glucose
deprivation;GO:003
0261|chromosome
condensation;GO:00
06308|DNA
catabolic
process;GO:007005
9|intrinsic apoptotic
signaling pathway
in response to
endoplasmic

GO:0005829|cytosol
;GO:0005743|mitoch
ondrial inner
membrane;GO:0005
758|mitochondrial
intermembrane
space;GO:0005739|
mitochondrion;GO:
0005634|nucleus;G
O:0048471|perinucl
ear region of
cytoplasm;

GO:0003677|DNA
binding;GO:000905
5|electron carrier
activity;GO:0071949
|FAD
binding;GO:001617
4|NAD(P)H oxidase
activity;GO:0016651
|oxidoreductase
activity, acting on
NAD(P)H;

K04727

PDCD8, AIF;
programmed cell
death 8 (apoptosis-
inducing factor)
[EC:1.-.-.-]

ENSG00000156804 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no FBXO32 protein_coding chr8:123497889-
123541206:-

gi|635050006|ref|XP
_007999672.1| 2020 0

PREDICTED: F-
box only protein 32
[Chlorocebus
sabaeus]

gi|335057517|ref|N
M_058229.3| 6744 0

Homo sapiens F-
box protein 32
(FBXO32),
transcript variant 1,
mRNA

Q969P5 264 1.00E-82 F-box only protein
32 . . . . pfam06881 Elongin_A

RNA polymerase II
transcription factor
SIII (Elongin)
subunit A. This
family represents a
conserved region
within RNA
polymerase II
transcription factor
SIII (Elongin)
subunit A. In
mammals, the
Elongin complex
activates elongation
by RNA polymerase
II by suppressing
transient pausing of
the polymerase at
many sites within
transcription units.
Elongin is a
heterotrimer
composed of A, B,
and C subunits of
110, 18, and 15
kilodaltons,
respectively.
Subunit A has been
shown to function
as the
transcriptionally
active component of
Elongin.

GO:0071549|cellular
response to
dexamethasone
stimulus;GO:001656
7|protein
ubiquitination;GO:0
014894|response to
denervation
involved in
regulation of muscle
adaptation;GO:0006
511|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0019
005|SCF ubiquitin
ligase
complex;GO:003001
8|Z disc;

GO:0004842|ubiquit
in-protein
transferase activity;

K10305 FBXO25_32; F-box
protein 25/32

ENSG00000156860 0 0 0 2 2.821226578 8 7 7 4 -3.196081815 0.007723575 0.030073945 down yes FBRS protein_coding chr16:30658431-
30670814:+

gi|807045813|ref|NP
_001098549.2| 1738 0 probable fibrosin-1

[Homo sapiens]
gi|544516539|ref|X
M_005591673.1| 3933 0

PREDICTED:
Macaca fascicularis
autism susceptibility
gene 2 protein-like
(LOC102124163),
mRNA

Q9HAH7 392 9.00E-131 Probable fibrosin-1 . . . . pfam15336 Auts2

Autism
susceptibility gene 2
protein. Auts2, or
FBRSL2, Fibrosin-
1-like protein 2, is a
family of eukaryotic
proteins associated
both with a
susceptibility to
autism and with
influencing the
number of corpora
lutea produced by
breeding sows.

GO:0048146|positiv
e regulation of
fibroblast
proliferation;

GO:0005615|extrace
llular space; . . .



ENSG00000156925 0 0 2 3 1.276900639 1 2 2 1 0.21585334 0.866361945 0.913178104 up no ZIC3 protein_coding chrX:137566142-
137577691:+

gi|859908276|ref|XP
_012901858.1| 2400 0

PREDICTED: zinc
finger protein ZIC 3
isoform X2
[Mustela putorius
furo]

gi|194272159|ref|N
M_003413.3| 3424 0

Homo sapiens Zic
family member 3
(ZIC3), mRNA

O60481 835 0 Zinc finger protein
ZIC 3 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
30154|cell
differentiation;GO:0
071907|determinatio
n of digestive tract
left/right
asymmetry;GO:0035
545|determination
of left/right
asymmetry in
nervous
system;GO:0007368|
determination of
left/right
symmetry;GO:00719
10|determination of
liver left/right
asymmetry;GO:0035
469|determination
of pancreatic
left/right
asymmetry;GO:0001
947|heart
looping;GO:003032
4|lung
development;GO:00
07389|pattern
specification
process;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0046872|metal
ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K18487 ZIC3; zinc finger
protein ZIC 3

ENSG00000156959 0 0 0 1 2.705056178 10 8 4 4 -3.854629589 0.002233848 0.012101163 down yes LHFPL4 protein_coding chr3:9498361-
9553802:-

gi|38348398|ref|NP_
940962.1| 1224 1.00E-152

lipoma HMGIC
fusion partner-like 4
protein [Homo
sapiens]

gi|108773811|ref|N
M_198560.2| 4880 0

Homo sapiens
lipoma HMGIC
fusion partner-like 4
(LHFPL4), mRNA

Q7TSY2 78.2 2.00E-17
Lipoma HMGIC
fusion partner-like
protein 4

. . . . pfam10242 L_HGMIC_fpl

Lipoma HMGIC
fusion partner-like
protein. This is a
group of proteins
expressed from a
series of genes
referred to as
Lipoma HGMIC
fusion partner-like.
The proteins carry
four highly
conserved
transmembrane
domains in this
entry. In certain
instances, eg in
LHFPL5, mutations
cause deafness in
humans and
hypospadias, and
LHFPL1 is
transcribed in six
liver tumor cell
lines.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000156973 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no PDE6D protein_coding chr2:231732425-
231786272:-

gi|426338880|ref|XP
_004033399.1| 902 1.00E-117

PREDICTED:
retinal rod
rhodopsin-sensitive
cGMP 3',5'-cyclic
phosphodiesterase
subunit delta
[Gorilla gorilla
gorilla]

gi|597518019|ref|N
M_002601.3| 1175 0

Homo sapiens
phosphodiesterase
6D, cGMP-specific,
rod, delta (PDE6D),
transcript variant 1,
mRNA

O43924 311 2.00E-104

Retinal rod
rhodopsin-sensitive
cGMP 3',5'-cyclic
phosphodiesterase
subunit delta

. . . . pfam05351 GMP_PDE_delta

GMP-PDE, delta
subunit. GMP-PDE
delta subunit was
originally identified
as a fourth subunit
of rod-specific
cGMP
phosphodiesterase
(PDE)(EC:3.1.4.35).
The precise
function of PDE
delta subunit in the
rod specific GMP-
PDE complex is
unclear. In addition,
PDE delta subunit is
not confined to
photoreceptor cells
but is widely
distributed in
different tissues.
PDE delta subunit is
thought to be a
specific soluble
transport factor for
certain prenylated
proteins and Arl2-
GTP a regulator of
PDE-mediated
transport.

GO:0050896|respon
se to
stimulus;GO:000760
1|visual perception;

GO:0031410|cytopla
smic
vesicle;GO:0030659|
cytoplasmic vesicle
membrane;GO:0005
856|cytoskeleton;G
O:0005829|cytosol;
GO:0072372|primar
y cilium;

GO:0004114|3',5'-
cyclic-nucleotide
phosphodiesterase
activity;GO:0005095
|GTPase inhibitor
activity;GO:0017137
|Rab GTPase
binding;

K13758

PDE6D; retinal rod
rhodopsin-sensitive
cGMP 3',5'-cyclic
phosphodiesterase
subunit delta

ENSG00000156976 619 539 696 495 527.6202905 311 385 481 424 1.200988728 0.000334553 0.002765636 up yes EIF4A2 protein_coding chr3:186783205-
186789900:+

gi|488568250|ref|XP
_004473756.1| 2105 0

PREDICTED:
eukaryotic initiation
factor 4A-II isoform
X1 [Dasypus
novemcinctus]

gi|62087621|dbj|AB
209021.1| 5267 0

Homo sapiens
mRNA for BM-010
variant protein

Q4R4Y9 244 9.00E-78 Eukaryotic initiation
factor 4A-II SPAC1006.07 66.2 2.00E-12 COG0513 pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

GO:0006446|regulati
on of translational
initiation;

.

GO:0005524|ATP
binding;GO:000400
4|ATP-dependent
RNA helicase
activity;GO:0003743
|translation initiation
factor activity;

K03257 EIF4A; translation
initiation factor 4A

ENSG00000156983 0 3 1 10 4.441824815 7 5 10 6 -0.641994022 0.42869255 0.559171797 down no BRPF1 protein_coding chr3:9731729-
9748018:+

gi|51173720|ref|NP_
001003694.1| 5464 0 peregrin isoform 1

[Homo sapiens]
gi|51173719|ref|NM
_001003694.1| 4728 0

Homo sapiens
bromodomain and
PHD finger
containing, 1
(BRPF1), transcript
variant 1, mRNA

P55201 187 2.00E-51 Peregrin YPR031w 220 1.00E-58 COG5141 pfam13832 zf-HC5HC2H_2 PHD-zinc-finger
like domain.

GO:0043966|histone
H3
acetylation;GO:0045
893|positive
regulation of
transcription, DNA-
templated;GO:19017
96|regulation of
signal transduction
by p53 class
mediator;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0070776|MO
Z/MORF histone
acetyltransferase
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

K11348

BRPF1;
bromodomain and
PHD finger-
containing protein 1

ENSG00000157020 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SEC13 protein_coding chr3:10293131-
10321178:-

gi|209862853|ref|NP
_001129498.1| 1959 0

protein SEC13
homolog isoform 3
[Homo sapiens]

gi|21754929|dbj|AK
095629.1| 2371 0

Homo sapiens
cDNA FLJ38310 fis,
clone
FCBBF3019839,
highly similar to
SEC13-RELATED
PROTEIN

P55735 274 4.00E-90 Protein SEC13
homolog . . . . pfam00400 WD40 WD domain, G-beta

repeat.

GO:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00510
28|mRNA
transport;GO:00150
31|protein transport;

GO:0005829|cytosol
;GO:0005789|endopl
asmic reticulum
membrane;GO:0012
507|ER to Golgi
transport vesicle
membrane;GO:0005
643|nuclear
pore;GO:0031080|n
uclear pore outer
ring;GO:0043234|pr
otein complex;

. K14004
SEC13; protein
transport protein
SEC13

ENSG00000157045 0 0 0 0 0.304441623 3 0 0 0 -1.480855571 0.670705587 NA down no NTAN1 protein_coding chr16:15037853-
15056079:-

gi|27735049|ref|NP_
775745.1| 1659 0

protein N-terminal
asparagine
amidohydrolase
isoform 1 [Homo
sapiens]

gi|21751624|dbj|AK
092915.1| 2381 0

Homo sapiens
cDNA FLJ35596 fis,
clone
SPLEN2008135,
moderately similar
to PROTEIN N-
TERMINAL
ASPARAGINE
AMIDOHYDROLA
SE (EC 3.5.1.-)

Q96AB6 271 4.00E-90
Protein N-terminal
asparagine
amidohydrolase

. . . . pfam14736 N_Asn_amidohyd

Protein N-terminal
asparagine
amidohydrolase.
This family of
enzymes catalyse
the deamindation of
N-terminal
asparagines in
peptides and
proteins to aspartic
acid.

GO:0008344|adult
locomotory
behavior;GO:00076
13|memory;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0008418|protein
-N-terminal
asparagine
amidohydrolase
activity;

K14662

NTAN1; protein N-
terminal asparagine
amidohydrolase
[EC:3.5.1.-]

ENSG00000157064 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no NMNAT2 protein_coding chr1:183248237-
183418602:-

gi|3413920|dbj|BAA
32324.1| 1785 0 KIAA0479 protein

[Homo sapiens]
gi|12620199|gb|AF2
88395.1|AF288395 5633 0

Homo sapiens
C1orf15 mRNA,
complete cds

Q9BZQ4 237 1.00E-71

Nicotinamide/nicoti
nic acid
mononucleotide
adenylyltransferase
2

YLR328w_2 72 2.00E-12 COG1057 pfam01467 CTP_transf_2

Cytidylyltransferase.
This family
includes:
Cholinephosphate
cytidylyltransferase
and Glycerol-3-
phosphate
cytidylyltransferase.

GO:0034628|'de
novo' NAD
biosynthetic process
from
aspartate;GO:00094
35|NAD
biosynthetic
process;GO:001967
4|NAD metabolic
process;

GO:0005794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0005
770|late
endosome;GO:0045
202|synapse;GO:000
5802|trans-Golgi
network;

GO:0005524|ATP
binding;GO:000030
9|nicotinamide-
nucleotide
adenylyltransferase
activity;GO:0004515
|nicotinate-
nucleotide
adenylyltransferase
activity;

K06210

NMNAT;
nicotinamide
mononucleotide
adenylyltransferase
[EC:2.7.7.1
2.7.7.18]

ENSG00000157077 1 4 1 6 5.193477633 10 10 5 12 -1.157794122 0.092079278 0.173749594 down no ZFYVE9 protein_coding chr1:52142094-
52346686:+

gi|47717106|ref|NP_
004790.2| 7418 0

zinc finger FYVE
domain-containing
protein 9 isoform 3
[Homo sapiens]

gi|461496483|ref|N
M_004799.3| 5194 0

Homo sapiens zinc
finger, FYVE
domain containing 9
(ZFYVE9),
transcript variant 3,
mRNA

O95405 295 2.00E-89
Zinc finger FYVE
domain-containing
protein 9

. . . . pfam11979 DUF3480

Domain of
unknown function
(DUF3480). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 350 to 362
amino acids in
length. This domain
is found associated
with pfam01363.

GO:0006897|endocy
tosis;GO:0007183|S
MAD protein
complex
assembly;GO:00071
84|SMAD protein
import into
nucleus;GO:000717
9|transforming
growth factor beta
receptor signaling
pathway;

GO:0005769|early
endosome;GO:0031
901|early endosome
membrane;

GO:0005545|1-
phosphatidylinositol
binding;GO:004687
2|metal ion
binding;GO:000823
6|serine-type
peptidase activity;

K04679

MADHIP, SARA;
MAD, mothers
against
decapentaplegic
interacting protein



ENSG00000157087 2 11 3 20 50.03392871 177 106 52 123 -3.271346378 2.14E-09 3.00E-07 down yes ATP2B2 protein_coding chr3:10324023-
10708031:-

gi|752422364|ref|XP
_011230338.1| 6008 0

PREDICTED: LOW
QUALITY
PROTEIN: plasma
membrane calcium-
transporting ATPase
2 [Ailuropoda
melanoleuca]

gi|194248047|ref|N
M_001001331.2| 8962 0

Homo sapiens
ATPase, Ca++
transporting, plasma
membrane 2
(ATP2B2),
transcript variant 1,
mRNA

Q01814 2235 0

Plasma membrane
calcium-
transporting ATPase
2

. . . . pfam00122 E1-E2_ATPase E1-E2 ATPase.

GO:0060088|auditor
y receptor cell
stereocilium
organization;GO:00
06816|calcium ion
transport;GO:00009
02|cell
morphogenesis;GO:
0006874|cellular
calcium ion
homeostasis;GO:002
1707|cerebellar
granule cell
differentiation;GO:0
021702|cerebellar
Purkinje cell
differentiation;GO:0
021692|cerebellar
Purkinje cell layer
morphogenesis;GO:
0021549|cerebellum
development;GO:00
46068|cGMP
metabolic
process;GO:009010
2|cochlea
development;GO:00
50910|detection of
mechanical stimulus
involved in sensory
perception of
sound;GO:0048839|i
nner ear
development;GO:00
42472|inner ear

GO:0016324|apical
plasma
membrane;GO:0030
054|cell
junction;GO:000592
9|cilium;GO:000573
7|cytoplasm;GO:000
5783|endoplasmic
reticulum;GO:00700
62|extracellular
exosome;GO:00058
87|integral
component of
plasma
membrane;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0045
202|synapse;

GO:0005524|ATP
binding;GO:000550
9|calcium ion
binding;GO:003089
9|calcium-
dependent ATPase
activity;GO:0005388
|calcium-
transporting ATPase
activity;GO:0005516
|calmodulin
binding;GO:003016
5|PDZ domain
binding;GO:000802
2|protein C-
terminus binding;

K05850

ATP2B; Ca2+
transporting
ATPase, plasma
membrane
[EC:3.6.3.8]

ENSG00000157106 0 0 0 6 6.819690971 30 9 5 18 -3.030308649 0.004321652 0.019588481 down yes SMG1 protein_coding chr16:18804853-
18926454:-

gi|62243658|ref|NP_
055907.3| 18253 0

serine/threonine-
protein kinase
SMG1 [Homo
sapiens]

gi|219277632|ref|N
M_015092.4| 16062 0

Homo sapiens
SMG1
phosphatidylinositol
3-kinase-related
kinase (SMG1),
mRNA

Q68CZ1 79.3 1.00E-15 Protein fantom SPBC30D10.10c 204 3.00E-51 COG5032 pfam00454 PI3_PI4_kinase

Phosphatidylinositol
3- and 4-kinase.
Some members of
this family probably
do not have lipid
kinase activity and
are protein kinases.

GO:0006281|DNA
repair;GO:0006406|
mRNA export from
nucleus;GO:000018
4|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0018105|
peptidyl-serine
phosphorylation;GO
:0046854|phosphati
dylinositol
phosphorylation;GO
:0046777|protein
autophosphorylatio
n;GO:0006950|respo
nse to
stress;GO:0000723|t
elomere
maintenance;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0042162
|telomeric DNA
binding;

K08873
SMG1; PI-3-kinase-
related kinase SMG-
1

ENSG00000157107 0 1 0 1 0.7274338 2 1 0 2 -0.80346521 0.626944672 NA down no FCHO2 protein_coding chr5:72955981-
73090522:+

gi|158256996|dbj|B
AF84471.1| 3900 0

unnamed protein
product [Homo
sapiens]

gi|226371722|ref|N
M_138782.2| 4981 0

Homo sapiens FCH
domain only 2
(FCHO2), transcript
variant 1, mRNA

Q0JRZ9 625 0 F-BAR domain only
protein 2 . . . . pfam10291 muHD

Muniscin C-
terminal mu
homology domain.
The muniscins are a
family of endocytic
adaptors that is
conserved from
yeast to
humans.This C-
terminal domain is
structurally similar
to mu homology
domains, and is the
region of the
muniscin proteins
involved in the
interactions with the
endocytic adaptor-
scaffold proteins
Ede1-eps15. This
interaction
influences muniscin
localisation. The
muniscins provide a
combined adaptor-
membrane-
tubulation activity
that is important for
regulating
endocytosis.

GO:0048268|clathri
n coat
assembly;GO:00725
83|clathrin-mediated
endocytosis;GO:001
0324|membrane
invagination;GO:00
72659|protein
localization to
plasma membrane;

GO:0005905|coated
pit;GO:0005886|plas
ma membrane;

GO:0035091|phosph
atidylinositol
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;GO:000178
6|phosphatidylserin
e binding;

. .

ENSG00000157110 9 8 7 14 7.741860718 6 6 5 5 1.324454332 0.013077679 0.043827898 up yes RBPMS protein_coding chr8:30384479-
30572261:+

gi|578815163|ref|XP
_006716340.1| 1031 1.00E-137

PREDICTED: RNA-
binding protein with
multiple splicing
isoform X6 [Homo
sapiens]

gi|513126875|ref|N
M_006867.3| 3110 0

Homo sapiens RNA
binding protein with
multiple splicing
(RBPMS), transcript
variant 4, mRNA

Q93062 215 9.00E-68
RNA-binding
protein with
multiple splicing

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
10862|positive
regulation of
pathway-restricted
SMAD protein
phosphorylation;GO
:0060391|positive
regulation of SMAD
protein import into
nucleus;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00069
79|response to
oxidative
stress;GO:0006351|t
ranscription, DNA-
templated;

GO:0005737|cytopla
sm;GO:0000932|cyt
oplasmic mRNA
processing
body;GO:0010494|c
ytoplasmic stress
granule;GO:0005654
|nucleoplasm;

GO:0000166|nucleot
ide
binding;GO:000814
3|poly(A)
binding;GO:004482
2|poly(A) RNA
binding;GO:004280
3|protein
homodimerization
activity;GO:0003723
|RNA
binding;GO:001706
9|snRNA
binding;GO:000371
3|transcription
coactivator activity;

. .

ENSG00000157152 0 3 3 5 3.426227626 2 8 4 6 -0.385793986 0.639019538 0.745496075 down no SYN2 protein_coding chr3:12004402-
12191400:+

gi|3511273|gb|AAC3
3789.1| 2202 0 synapsin IIb [Homo

sapiens]
gi|586946412|ref|N
M_003178.5| 3865 0

Homo sapiens
synapsin II (SYN2),
transcript variant
IIb, mRNA

Q92777 236 5.00E-73 Synapsin-2 . . . . pfam02750 Synapsin_C

Synapsin, ATP
binding domain. Ca
dependent ATP
binding in this ATP
grasp fold. Function
unknown.

GO:0007268|synapti
c
transmission;GO:00
07269|neurotransmit
ter secretion;

GO:0030054|cell
junction;GO:004520
2|synapse;GO:00306
72|synaptic vesicle
membrane;

GO:0005524|ATP
binding;GO:000382
4|catalytic activity;

. .

ENSG00000157168 1 1 2 1 1.876065476 4 5 0 2 -0.542169995 0.631579771 0.738829166 down no NRG1 protein_coding chr8:31639386-
32767959:+

gi|297299202|ref|XP
_001086184.2| 2763 0

PREDICTED: pro-
neuregulin-1,
membrane-bound
isoform isoform 4
[Macaca mulatta]

gi|635047506|ref|X
M_007962133.1| 5296 0

PREDICTED:
Chlorocebus
sabaeus neuregulin
1 (NRG1), transcript
variant X9, mRNA

O14511 58.5 1.00E-08
Pro-neuregulin-2,
membrane-bound
isoform

. . . . pfam02158 Neuregulin Neuregulin family.

GO:0048513|organ
development;GO:00
38128|ERBB2
signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
00165|MAPK
cascade;GO:004801
5|phosphatidylinosit
ol-mediated
signaling;GO:20001
45|regulation of cell
motility;GO:001406
6|regulation of
phosphatidylinositol
3-kinase
signaling;GO:00071
65|signal
transduction;

GO:0005576|extrace
llular
region;GO:0005615|
extracellular
space;GO:0016021|i
ntegral component
of
membrane;GO:0005
622|intracellular;GO
:0005886|plasma
membrane;

GO:0046934|phosph
atidylinositol-4,5-
bisphosphate 3-
kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0005102
|receptor binding;

K05455 NRG1; neuregulin 1

ENSG00000157216 2 7 1 15 33.44757042 88 87 57 73 -3.176440236 5.54E-11 1.37E-08 down yes SSBP3 protein_coding chr1:54225432-
54413479:-

gi|743712993|ref|XP
_010950048.1| 1244 2.00E-162

PREDICTED:
single-stranded
DNA-binding
protein 3 [Camelus
bactrianus]

gi|503774469|ref|N
M_001009955.3| 3160 0

Homo sapiens
single stranded
DNA binding
protein 3 (SSBP3),
transcript variant 3,
mRNA

Q86U02 52.4 3.00E-08

Putative
uncharacterized
protein encoded by
LINC00596

. . . . pfam04503 SSDP

Single-stranded
DNA binding
protein, SSDP. This
is a family of
eukaryotic single-
stranded DNA
binding proteins
with specificity to a
pyrimidine-rich
element found in
the promoter region
of the alpha2(I)
collagen gene.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003697|single-
stranded DNA
binding;

. .

ENSG00000157227 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no MMP14 protein_coding chr14:22836557-
22849027:+

gi|664739871|ref|XP
_008527235.1| 2622 0

PREDICTED:
matrix
metalloproteinase-
14 [Equus
przewalskii]

gi|526479827|ref|N
M_004995.3| 3571 0

Homo sapiens
matrix
metallopeptidase 14
(membrane-
inserted) (MMP14),
mRNA

P50281 884 0
Matrix
metalloproteinase-
14

MA4674 56.6 7.00E-08 COG5549 pfam00413 Peptidase_M10

Matrixin. The
members of this
family are enzymes
that cleave peptides.
These proteases
require zinc for
catalysis.

GO:0001525|angiog
enesis;GO:0043615|
astrocyte cell
migration;GO:00487
54|branching
morphogenesis of
an epithelial
tube;GO:0048870|ce
ll
motility;GO:003598
8|chondrocyte
proliferation;GO:00
30574|collagen
catabolic
process;GO:009709
4|craniofacial suture
morphogenesis;GO:
0048701|embryonic
cranial skeleton
morphogenesis;GO:
0001958|endochond
ral
ossification;GO:003
5987|endodermal
cell
differentiation;GO:0
001935|endothelial
cell
proliferation;GO:00
22617|extracellular
matrix
disassembly;GO:003
0324|lung
development;GO:00
08584|male gonad

GO:0031410|cytopla
smic
vesicle;GO:0031012|
extracellular
matrix;GO:0005925|
focal
adhesion;GO:00057
96|Golgi
lumen;GO:0005887|i
ntegral component
of plasma
membrane;GO:0044
354|macropinosome
;GO:0042470|melan
osome;GO:0005886|
plasma membrane;

GO:0005509|calciu
m ion
binding;GO:007000
6|metalloaminopepti
dase
activity;GO:0004222
|metalloendopeptida
se
activity;GO:0016504
|peptidase activator
activity;GO:0004252
|serine-type
endopeptidase
activity;GO:0008270
|zinc ion binding;

K07763

MMP14; matrix
metalloproteinase-
14 (membrane-
inserted)
[EC:3.4.24.80]



ENSG00000157240 0 1 0 0 0.326174843 1 1 0 0 -0.157203296 0.949781491 NA down no FZD1 protein_coding chr7:91264364-
91271326:+

gi|4503825|ref|NP_0
03496.1| 2899 0 frizzled-1 [Homo

sapiens]
gi|15638716|gb|AC0
84381.6| 6963 0

Homo sapiens BAC
clone RP11-20K20
from 7, complete
sequence

Q9UP38 1124 0 Frizzled-1 . . . . pfam01534 Frizzled

Frizzled/Smoothene
d family membrane
region. This family
contains the
membrane spanning
region of frizzled
and smoothened
receptors. This
membrane region is
predicted to contain
seven
transmembrane
alpha helices.
Proteins related to
Drosophila frizzled
are receptors for
Wnt (mediating the
beta-catenin
signalling pathway),
but also the planar
cell polarity (PCP)
pathway and the
Wnt/calcium
pathway. The
predominantly
alpha-helical Cys-
rich ligand-binding
region (CRD) of
Frizzled is both
necessary and
sufficient for Wnt
binding. The
smoothened
receptor mediates
hedgehog

GO:0035425|autocri
ne
signaling;GO:00600
70|canonical Wnt
signaling
pathway;GO:004433
8|canonical Wnt
signaling pathway
involved in
mesenchymal stem
cell
differentiation;GO:0
044339|canonical
Wnt signaling
pathway involved in
osteoblast
differentiation;GO:0
007267|cell-cell
signaling;GO:00308
55|epithelial cell
differentiation;GO:0
060022|hard palate
development;GO:00
03149|membranous
septum
morphogenesis;GO:
0003150|muscular
septum
morphogenesis;GO:
0030514|negative
regulation of BMP
signaling
pathway;GO:009009
0|negative
regulation of

GO:0009986|cell
surface;GO:0005925
|focal
adhesion;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005109|frizzled
binding;GO:000493
0|G-protein coupled
receptor
activity;GO:0030165
|PDZ domain
binding;GO:000510
2|receptor
binding;GO:004281
3|Wnt-activated
receptor
activity;GO:0017147
|Wnt-protein
binding;

K02432 FZD1_7, fz; frizzled
1/7

ENSG00000157388 0 1 0 2 2.017850514 5 4 1 7 -2.056256877 0.091886144 0.173573825 down no CACNA1D protein_coding chr3:53328963-
53813733:+

gi|4502527|ref|NP_0
00711.1| 10523 0

voltage-dependent
L-type calcium
channel subunit
alpha-1D isoform a
[Homo sapiens]

gi|426340916|ref|X
M_004034322.1| 8667 0

PREDICTED:
Gorilla gorilla
gorilla calcium
channel, voltage-
dependent, L type,
alpha 1D subunit,
transcript variant 1
(CACNA1D),
mRNA

O73700 421 3.00E-133

Voltage-dependent
L-type calcium
channel subunit
alpha-1D

. . . . pfam00520 Ion_trans

Ion transport
protein. This family
contains Sodium,
Potassium, Calcium
ion channels. This
family is 6
transmembrane
helices in which the
last two helices
flank a loop which
determines ion
selectivity. In some
sub-families (e.g.
Na channels) the
domain is repeated
four times, whereas
in others (e.g. K
channels) the
protein forms as a
tetramer in the
membrane. A
bacterial structure
of the protein is
known for the last
two helices but is
not the Pfam family
due to it lacking the
first four helices

.

GO:0005783|endopl
asmic
reticulum;GO:00057
43|mitochondrial
inner membrane;

GO:0016491|oxidor
eductase activity; K04851

CACNA1D;
voltage-dependent
calcium channel L
type alpha-1D

ENSG00000157450 1 2 4 5 3.004771146 5 1 4 3 0.392926837 0.641874045 0.747847881 up no RNF111 protein_coding chr15:58865175-
59097419:+

gi|578827100|ref|XP
_006720638.1| 4175 0

PREDICTED: E3
ubiquitin-protein
ligase Arkadia
isoform X8 [Homo
sapiens]

gi|395455079|ref|N
M_017610.7| 5902 0

Homo sapiens ring
finger protein 111
(RNF111),
transcript variant 2,
mRNA

Q5R476 307 1.00E-89 E3 ubiquitin-protein
ligase Arkadia . . . . pfam15303 RNF111_N

E3 ubiquitin-protein
ligase Arkadia N-
terminus. This
domain is found at
the N-terminus of
E3 ubiquitin-protein
ligase Arkadia.

GO:0007275|multice
llular organismal
development;GO:00
16567|protein
ubiquitination;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0016874|ligase
activity;GO:0032184
|SUMO polymer
binding;GO:000827
0|zinc ion binding;

K10635

RNF111; E3
ubiquitin-protein
ligase Arkadia
[EC:2.3.2.27]

ENSG00000157500 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no APPL1 protein_coding chr3:57227737-
57273468:+

gi|6912242|ref|NP_0
36228.1| 3670 0

DCC-interacting
protein 13-alpha
[Homo sapiens]

gi|124494248|ref|N
M_012096.2| 6058 0

Homo sapiens
adaptor protein,
phosphotyrosine
interaction, PH
domain and leucine
zipper containing 1
(APPL1), mRNA

Q8K3H0 152 2.00E-41 DCC-interacting
protein 13-alpha . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007049|cell
cycle;GO:0008283|c
ell
proliferation;GO:00
97192|extrinsic
apoptotic signaling
pathway in absence
of
ligand;GO:0008286|i
nsulin receptor
signaling
pathway;GO:009000
3|regulation of
establishment of
protein localization
to plasma
membrane;GO:0046
324|regulation of
glucose
import;GO:0007165|
signal transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0031901|ea
rly endosome
membrane;GO:0010
008|endosome
membrane;GO:0070
062|extracellular
exosome;GO:00056
34|nucleus;GO:0012
506|vesicle
membrane;

GO:0042802|identic
al protein
binding;GO:004342
2|protein kinase B
binding;

K08733
APPL, DIP13A;
DCC-interacting
protein 13 alpha

ENSG00000157514 3 2 2 1 2.298850392 1 3 2 4 0.303290258 0.749849824 0.822844054 up no TSC22D3 protein_coding chrX:107713221-
107777342:-

gi|544522298|ref|XP
_005594370.1| 1321 8.00E-175

PREDICTED:
TSC22 domain
family protein 3
isoform X1 [Macaca
fascicularis]

gi|62865623|ref|NM
_198057.2| 2266 0

Homo sapiens
TSC22 domain
family, member 3
(TSC22D3),
transcript variant 1,
mRNA

Q5RED5 253 2.00E-78 TSC22 domain
family protein 3 . . . . pfam01166 TSC22 TSC-22/dip/bun

family. .
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003700|transcri
ption factor activity,
sequence-specific
DNA binding;

. .

ENSG00000157540 28 47 27 81 57.82447683 94 76 75 84 -0.373154167 0.185272752 0.300790844 down no DYRK1A protein_coding chr21:37365790-
37517450:+

gi|18765758|ref|NP_
001387.2| 3527 0

dual specificity
tyrosine-
phosphorylation-
regulated kinase 1A
isoform 1 [Homo
sapiens]

gi|116734669|ref|N
M_130436.2| 6580 0

Homo sapiens dual-
specificity tyrosine-
(Y)-
phosphorylation
regulated kinase 1A
(DYRK1A),
transcript variant 2,
mRNA

Q13627 274 5.00E-86

Dual specificity
tyrosine-
phosphorylation-
regulated kinase 1A

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0007623|circadi
an
rhythm;GO:0043518
|negative regulation
of DNA damage
response, signal
transduction by p53
class
mediator;GO:00480
25|negative
regulation of mRNA
splicing, via
spliceosome;GO:00
07399|nervous
system
development;GO:00
18105|peptidyl-
serine
phosphorylation;GO
:0018107|peptidyl-
threonine
phosphorylation;GO
:0018108|peptidyl-
tyrosine
phosphorylation;GO
:0090312|positive
regulation of
protein
deacetylation;GO:00
46777|protein
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:0000381|regulation

GO:0030529|ribonu
cleoprotein
complex;GO:001660
7|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0005524|ATP
binding;GO:000471
5|non-membrane
spanning protein
tyrosine kinase
activity;GO:0004672
|protein kinase
activity;GO:0043621
|protein self-
association;GO:0004
674|protein
serine/threonine
kinase
activity;GO:0004712
|protein
serine/threonine/tyr
osine kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0048156
|tau protein binding;

K08825

DYRK1; dual
specificity tyrosine-
phosphorylation-
regulated kinase 1
[EC:2.7.12.1]

ENSG00000157600 2 0 1 2 1.286948463 0 1 2 2 0.593693287 0.650389466 0.753219555 up no TMEM164 protein_coding chrX:110002631-
110182734:+

gi|93277068|ref|NP_
115603.2| 1481 0

transmembrane
protein 164 isoform
b [Homo sapiens]

gi|256818789|ref|N
M_032227.3| 5566 0

Homo sapiens
transmembrane
protein 164
(TMEM164),
transcript variant 2,
mRNA

Q5EA91 485 2.00E-156 Transmembrane
protein 164 . . . . pfam14808 TMEM164

TMEM164 family.
This family of
proteins is found in
eukaryotes. Proteins
in this family are
typically between
214 and 330 amino
acids in length.
There are two
conserved sequence
motifs: LNPCH and
DPF.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000157613 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no CREB3L1 protein_coding chr11:46277661-
46321422:+

gi|16418355|ref|NP_
443086.1| 2207 0

cyclic AMP-
responsive element-
binding protein 3-
like protein 1
[Homo sapiens]

gi|511359927|ref|N
M_052854.3| 2687 0

Homo sapiens
cAMP responsive
element binding
protein 3-like 1
(CREB3L1), mRNA

Q96BA8 205 7.00E-62

Cyclic AMP-
responsive element-
binding protein 3-
like protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030968|endopl
asmic reticulum
unfolded protein
response;GO:00702
78|extracellular
matrix constituent
secretion;GO:00072
75|multicellular
organismal
development;GO:19
02236|negative
regulation of
endoplasmic
reticulum stress-
induced intrinsic
apoptotic signaling
pathway;GO:000164
9|osteoblast
differentiation;GO:1
990440|positive
regulation of
transcription from
RNA polymerase II
promoter in
response to
endoplasmic
reticulum stress;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0005
634|nucleus;

GO:0035497|cAMP
response element
binding;GO:000368
2|chromatin
binding;GO:004356
5|sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09048

CREB3; cyclic
AMP-responsive
element-binding
protein 3

ENSG00000157625 0 0 0 0 0.304441623 3 0 0 0 -1.480855571 0.670705587 NA down no TAB3 protein_coding chrX:30827442-
30975084:-

gi|730229395|ref|NP
_690000.3| 2904 0

TGF-beta-activated
kinase 1 and
MAP3K7-binding
protein 3 [Homo
sapiens]

gi|578837867|ref|XR
_430492.1| 7977 0

PREDICTED:
Homo sapiens TGF-
beta activated
kinase 1/MAP3K7
binding protein 3
(TAB3), transcript
variant X6,
misc_RNA

Q8N5C8 101 2.00E-22

TGF-beta-activated
kinase 1 and
MAP3K7-binding
protein 3

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000187|activati
on of MAPK
activity;GO:0038095
|Fc-epsilon receptor
signaling
pathway;GO:000724
9|I-kappaB
kinase/NF-kappaB
signaling;GO:00072
54|JNK
cascade;GO:000275
5|MyD88-dependent
toll-like receptor
signaling
pathway;GO:001050
7|negative
regulation of
autophagy;GO:0070
423|nucleotide-
binding
oligomerization
domain containing
signaling
pathway;GO:005109
2|positive regulation
of NF-kappaB
transcription factor
activity;GO:0002223
|stimulatory C-type
lectin receptor
signaling pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0010008|en
dosome
membrane;GO:0070
062|extracellular
exosome;GO:00056
54|nucleoplasm;GO:
0005886|plasma
membrane;

GO:0008270|zinc
ion binding; K12793

MAP3K7IP3, TAB3;
TAK1-binding
protein 3



ENSG00000157657 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no ZNF618 protein_coding chr9:113876282-
114056591:+

gi|530390503|ref|XP
_005251751.1| 5035 0

PREDICTED: zinc
finger protein 618
isoform X10 [Homo
sapiens]

gi|124286829|ref|N
M_133374.2| 9109 0

Homo sapiens zinc
finger protein 618
(ZNF618), mRNA

Q5T7W0 1944 0 Zinc finger protein
618 . . . . pfam13912 zf-C2H2_6 C2H2-type zinc

finger.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000157741 0 0 0 0 0.589630702 2 1 0 3 -2.441505102 0.236161042 NA down no UBN2 protein_coding chr7:139230356-
139308236:+

gi|236459851|ref|NP
_775840.3| 4901 0 ubinuclein-2 [Homo

sapiens]
gi|236459850|ref|N
M_173569.3| 14444 0

Homo sapiens
ubinuclein 2
(UBN2), mRNA

Q6ZU65 1892 0 Ubinuclein-2 . . . . pfam14075 UBN_AB

Ubinuclein
conserved middle
domain. Ubinuclein
1 and 2 (UBN1,
UBN2) are members
of a histone
chaperone complex
involved in the
formation of a
certain type of
facultative
heterochromatin,
called senescence-
associated
heterochromatin
foci (SAHF). The
domain described
here is conserved in
many eukaryotes
such as human, rat,
drosophila, and
zebra-fish and has
been targeted for
protein structure
determination by
the Joint Center for
Structural
Genomics.

.

GO:0005615|extrace
llular
space;GO:0005654|n
ucleoplasm;

. K17492 UBN; ubinuclein

ENSG00000157764 1 2 2 4 4.605257782 7 10 6 11 -1.40641561 0.048520313 0.111269833 down no BRAF protein_coding chr7:140719327-
140924764:-

gi|33188459|ref|NP_
004324.2| 3584 0

serine/threonine-
protein kinase B-raf
[Homo sapiens]

gi|530387105|ref|X
M_005250045.1| 8287 0

PREDICTED:
Homo sapiens B-
Raf proto-
oncogene,
serine/threonine
kinase (BRAF),
transcript variant
X1, mRNA

P15056 209 2.00E-59 Serine/threonine-
protein kinase B-raf . . . . pfam00069 Pkinase Protein kinase

domain. . .

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K04365

BRAF; B-Raf proto-
oncogene
serine/threonine-
protein kinase
[EC:2.7.11.1]

ENSG00000157827 0 0 0 0 0.505845254 3 1 1 0 -2.212156888 0.311145543 NA down no FMNL2 protein_coding chr2:152335237-
152649834:+

gi|15620863|dbj|BA
B67795.1| 4884 0 KIAA1902 protein

[Homo sapiens]
gi|94421465|ref|NM
_052905.3| 5575 0

Homo sapiens
formin-like 2
(FMNL2), mRNA

A2APV2 149 1.00E-38 Formin-like protein
2 . . . . pfam02181 FH2 Formin Homology 2

Domain.

GO:0030866|cortical
actin cytoskeleton
organization;GO:00
07010|cytoskeleton
organization;GO:00
22604|regulation of
cell morphogenesis;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;

GO:0098641|cadheri
n binding involved
in cell-cell adhesion;

. .

ENSG00000157890 2 3 0 5 2.328110508 4 1 4 1 0.439145367 0.660094944 0.759393521 up no MEGF11 protein_coding chr15:65895079-
66253747:-

gi|675788691|ref|XP
_008951573.1| 5497 0

PREDICTED:
multiple epidermal
growth factor-like
domains protein 11
isoform X1 [Pan
paniscus]

gi|181336738|ref|N
M_032445.2| 5914 0

Homo sapiens
multiple EGF-like-
domains 11
(MEGF11), mRNA

A6BM72 204 1.00E-60
Multiple epidermal
growth factor-like
domains protein 11

. . . . pfam07546 EMI

EMI domain. The
Pfam alignment is
truncated at the C-
terminus and does
not include the final
cysteine defined in
Callebaut et al. This
is to stop the family
overlapping with
other domains.

GO:0034109|homot
ypic cell-cell
adhesion;GO:00108
42|retina layer
formation;

GO:0016323|basolat
eral plasma
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000157933 1 0 0 3 1.019978953 3 1 0 1 0.116407542 0.939849256 0.962924535 up no SKI protein_coding chr1:2228695-
2310119:+

gi|4506967|ref|NP_0
03027.1| 2752 0 ski oncogene

[Homo sapiens]
gi|224465161|ref|N
M_003036.3| 5613 0

Homo sapiens v-ski
avian sarcoma viral
oncogene homolog
(SKI), mRNA

P12755 1064 0 Ski oncogene . . . . pfam08782 c-SKI_SMAD_bind

c-SKI Smad4
binding domain. c-
SKI is an
oncoprotein that
inhibits TGF-beta
signaling through
interaction with
Smad proteins. This
domain binds to
Smad4

GO:0009948|anterio
r/posterior axis
specification;GO:00
30509|BMP
signaling
pathway;GO:006034
9|bone
morphogenesis;GO:
0043010|camera-
type eye
development;GO:00
48593|camera-type
eye
morphogenesis;GO:
0048870|cell
motility;GO:000828
3|cell
proliferation;GO:00
30326|embryonic
limb
morphogenesis;GO:
0060325|face
morphogenesis;GO:
0002089|lens
morphogenesis in
camera-type
eye;GO:0022011|my
elination in
peripheral nervous
system;GO:0014902|
myotube
differentiation;GO:0
032926|negative
regulation of activin
receptor signaling

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:001660
4|nuclear
body;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;GO:00
16605|PML
body;GO:0043234|p
rotein
complex;GO:000566
7|transcription
factor
complex;GO:001705
3|transcriptional
repressor complex;

GO:0003682|chrom
atin
binding;GO:004681
1|histone
deacetylase inhibitor
activity;GO:0019904
|protein domain
specific
binding;GO:001990
1|protein kinase
binding;GO:007049
1|repressing
transcription factor
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:004633
2|SMAD
binding;GO:000371
4|transcription
corepressor
activity;GO:0001078
|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:003162
5|ubiquitin protein
ligase
binding;GO:000827

. .

ENSG00000157954 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no WIPI2 protein_coding chr7:5190188-
5233826:+

gi|332864615|ref|XP
_003318335.1| 2275 0

PREDICTED: WD
repeat domain
phosphoinositide-
interacting protein 2
isoform X1 [Pan
troglodytes]

gi|75677333|ref|NM
_015610.3| 4460 0

Homo sapiens WD
repeat domain,
phosphoinositide
interacting 2
(WIPI2), transcript
variant 1, mRNA

Q5ZHN3 256 7.00E-82
WD repeat domain
phosphoinositide-
interacting protein 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000045|autoph
agosome
assembly;GO:00162
36|macroautophagy;
GO:0000422|mitoph
agy;GO:0044804|nu
cleophagy;GO:0006
497|protein
lipidation;GO:00344
97|protein
localization to pre-
autophagosomal
structure;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0019898|ex
trinsic component
of
membrane;GO:0005
654|nucleoplasm;G
O:0000407|pre-
autophagosomal
structure;GO:00340
45|pre-
autophagosomal
structure
membrane;GO:0043
234|protein
complex;

GO:0080025|phosph
atidylinositol-3,5-
bisphosphate
binding;GO:003226
6|phosphatidylinosit
ol-3-phosphate
binding;GO:001031
4|phosphatidylinosit
ol-5-phosphate
binding;

K17908
WIPI, ATG18;
autophagy-related
protein 18

ENSG00000157985 0 0 0 0 3.167029373 10 15 1 6 -4.864138824 0.000466952 0.003618874 down yes AGAP1 protein_coding chr2:235494089-
236131800:+

gi|767916512|ref|XP
_011508851.1| 4772 0

PREDICTED: arf-
GAP with GTPase,
ANK repeat and PH
domain-containing
protein 1 isoform
X5 [Homo sapiens]

gi|349585202|ref|N
M_001037131.2| 10832 0

Homo sapiens
ArfGAP with
GTPase domain,
ankyrin repeat and
PH domain 1
(AGAP1), transcript
variant 1, mRNA

Q9UPQ3 245 2.00E-74

Arf-GAP with
GTPase, ANK
repeat and PH
domain-containing
protein 1

. . . . pfam01412 ArfGap

Putative GTPase
activating protein
for Arf. Putative
zinc fingers with
GTPase activating
proteins (GAPs)
towards the small
GTPase, Arf. The
GAP of ARD1
stimulates GTPase
hydrolysis for
ARD1 but not
ARFs.

GO:0015031|protein
transport;GO:00072
64|small GTPase
mediated signal
transduction;

GO:0005737|cytopla
sm;

GO:0005525|GTP
binding;GO:000509
6|GTPase activator
activity;GO:0046872
|metal ion
binding;GO:000554
3|phospholipid
binding;

K12491

AGAP1_3; Arf-
GAP with GTPase,
ANK repeat and PH
domain-containing
protein 1/3

ENSG00000158019 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no BABAM2 protein_coding chr2:27889941-
28338901:+

gi|21361171|ref|NP_
004890.2| 2236 0

BRCA1-A complex
subunit BRE
isoform 1 [Homo
sapiens]

gi|387912565|ref|N
M_004899.4| 1852 0

Homo sapiens brain
and reproductive
organ-expressed
(TNFRSF1A
modulator) (BRE),
transcript variant 1,
mRNA

Q5REX9 89.7 7.00E-20 BRCA1-A complex
subunit BRE . . . . pfam06113 BRE

Brain and
reproductive organ-
expressed protein
(BRE). This family
consists of several
eukaryotic brain
and reproductive
organ-expressed
(BRE) proteins.
BRE is a putative
stress-modulating
gene, found able to
down-regulate
TNF-alpha-
induced-NF-kappaB
activation upon
over expression. A
total of six isoforms
are produced by
alternative splicing
predominantly at
either end of the
gene.Compared to
normal cells,
immortalised
human cell lines
uniformly express
higher levels of
BRE. Peripheral
blood monocytes
respond to LPS by
down-regulating the
expression of all the
BRE isoforms.It is
thought that the

GO:0006915|apopto
tic
process;GO:005130
1|cell
division;GO:001656
9|covalent
chromatin
modification;GO:00
06302|double-strand
break
repair;GO:0031572|
G2 DNA damage
checkpoint;GO:0007
067|mitotic nuclear
division;GO:004573
9|positive regulation
of DNA
repair;GO:0010212|r
esponse to ionizing
radiation;

GO:0070531|BRCA
1-A
complex;GO:007055
2|BRISC
complex;GO:000573
7|cytoplasm;GO:000
5634|nucleus;

GO:0031593|polyub
iquitin binding; K12173

BRE, BRCC45;
BRCA1-A complex
subunit BRE

ENSG00000158195 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no WASF2 protein_coding chr1:27404226-
27490158:-

gi|297282662|ref|XP
_001111312.2| 1348 2.00E-165

PREDICTED:
wiskott-Aldrich
syndrome protein
family member 2-
like [Macaca
mulatta]

gi|426328622|ref|X
M_004025302.1| 4952 0

PREDICTED:
Gorilla gorilla
gorilla WAS protein
family, member 2
(WASF2), mRNA

Q9Y6W5 522 9.00E-166
Wiskott-Aldrich
syndrome protein
family member 2

. . . . pfam15322 PMSI1

Protein missing in
infertile sperm 1,
putative. This
family of proteins is
found in
eukaryotes. Proteins
in this family are
typically between
249 and 341 amino
acids in length.

GO:0030036|actin
cytoskeleton
organization;GO:00
30048|actin
filament-based
movement;GO:0007
188|adenylate
cyclase-modulating
G-protein coupled
receptor signaling
pathway;GO:000166
7|ameboidal-type
cell
migration;GO:00015
25|angiogenesis;GO:
0038096|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
30032|lamellipodiu
m
assembly;GO:00726
73|lamellipodium
morphogenesis;GO:
0035855|megakaryo
cyte
development;GO:00
51497|negative
regulation of stress
fiber
assembly;GO:00105
92|positive
regulation of
lamellipodium
assembly;GO:00166

GO:0015629|actin
cytoskeleton;GO:00
05913|cell-cell
adherens
junction;GO:000582
9|cytosol;GO:00057
69|early
endosome;GO:0070
062|extracellular
exosome;GO:00056
22|intracellular;GO:
0030027|lamellipodi
um;GO:0001726|ruf
fle;GO:0031209|SC
AR complex;

GO:0003779|actin
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00324
03|protein complex
binding;

K05748
WASF2; WAS
protein family,
member 2

ENSG00000158246 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no FAM46B protein_coding chr1:27005020-
27012836:-

gi|635110327|ref|XP
_007978044.1| 1984 0

PREDICTED:
protein FAM46B
[Chlorocebus
sabaeus]

gi|209862820|ref|N
M_052943.3| 2368 0

Homo sapiens
family with
sequence similarity
46, member B
(FAM46B), mRNA

Q96A09 763 0 Protein FAM46B . . . . pfam07984 DUF1693

Domain of
unknown function
(DUF1693). This
family contains
many hypothetical
proteins. It also
includes four
nematode prion-like
proteins. This
domain has been
identified as part of
the
nucleotidyltransfera
se superfamily.

GO:0006915|apopto
tic
process;GO:004306
6|negative
regulation of
apoptotic process;

GO:0005737|cytopla
sm; . . .



ENSG00000158290 0 1 1 2 1.109923773 1 1 1 3 -0.107090386 0.933430176 0.959973214 down no CUL4B protein_coding chrX:120524609-
120575794:-

gi|578838754|ref|XP
_006724848.1| 4517 0

PREDICTED:
cullin-4B isoform
X6 [Homo sapiens]

gi|121114301|ref|N
M_001079872.1| 4902 0

Homo sapiens cullin
4B (CUL4B),
transcript variant 2,
mRNA

Q13620 420 1.00E-137 Cullin-4B SPAC3A11.08 412 2.00E-124 COG5647 pfam00888 Cullin Cullin family.

GO:0007049|cell
cycle;GO:0042769|D
NA damage
response, detection
of DNA
damage;GO:007091
1|global genome
nucleotide-excision
repair;GO:0035518|
histone H2A
monoubiquitination;
GO:0031175|neuron
projection
development;GO:00
00715|nucleotide-
excision repair,
DNA damage
recognition;GO:000
0717|nucleotide-
excision repair,
DNA duplex
unwinding;GO:0033
683|nucleotide-
excision repair,
DNA
incision;GO:000629
5|nucleotide-
excision repair,
DNA incision, 3'-to
lesion;GO:0006296|
nucleotide-excision
repair, DNA
incision, 5'-to
lesion;GO:0006294|
nucleotide excision

GO:0031465|Cul4B-
RING E3 ubiquitin
ligase
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
70062|extracellular
exosome;GO:00056
54|nucleoplasm;

GO:0031625|ubiquit
in protein ligase
binding;

K10609 CUL4; cullin 4

ENSG00000158321 0 0 0 0 0.293844671 1 0 0 2 -1.436688986 0.635233166 NA down no AUTS2 protein_coding chr7:69598919-
70793068:+

gi|17864090|ref|NP_
056385.1| 4529 0

autism susceptibility
gene 2 protein
isoform 1 [Homo
sapiens]

gi|635574609|ref|N
M_015570.3| 6173 0

Homo sapiens
autism susceptibility
candidate 2
(AUTS2), transcript
variant 1, mRNA

Q8WXX7 1468 0
Autism
susceptibility gene 2
protein

. . . . pfam15336 Auts2

Autism
susceptibility gene 2
protein. Auts2, or
FBRSL2, Fibrosin-
1-like protein 2, is a
family of eukaryotic
proteins associated
both with a
susceptibility to
autism and with
influencing the
number of corpora
lutea produced by
breeding sows.

GO:0098582|innate
vocalization
behavior;GO:00515
71|positive
regulation of
histone H3-K4
methylation;GO:200
0620|positive
regulation of
histone H4-K16
acetylation;GO:0045
944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00600
13|righting reflex;

GO:0005634|nucleu
s;

GO:0003682|chrom
atin binding; . .

ENSG00000158417 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no EIF5B protein_coding chr2:99337353-
99401326:+

gi|40788346|dbj|BA
A34461.2| 3888 0 KIAA0741 protein

[Homo sapiens]
gi|84043962|ref|NM
_015904.3| 4698 0

Homo sapiens
eukaryotic
translation initiation
factor 5B (EIF5B),
mRNA

O60841 243 4.00E-64
Eukaryotic
translation initiation
factor 5B

SPAC56F8.03 646 0 COG0532 pfam00009 GTP_EFTU

Elongation factor
Tu GTP binding
domain. This
domain contains a
P-loop motif, also
found in several
other families such
as pfam00071,
pfam00025 and
pfam00063.
Elongation factor
Tu consists of three
structural domains,
this plus two C-
terminal beta barrel
domains.

GO:0006446|regulati
on of translational
initiation;GO:00064
12|translation;

GO:0005737|cytopla
sm;GO:0005622|intr
acellular;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0046872
|metal ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000374
3|translation
initiation factor
activity;

K03243 EIF5B; translation
initiation factor 5B

ENSG00000158458 0 4 0 0 1.209649676 3 0 2 2 -0.383711681 0.813740137 0.875249615 down no NRG2 protein_coding chr5:139846779-
140043299:-

gi|7669530|ref|NP_0
53585.1| 3153 0

pro-neuregulin-2,
membrane-bound
isoform isoform 3
[Homo sapiens]

gi|296531451|ref|N
M_001184935.1| 3723 0

Homo sapiens
neuregulin 2
(NRG2), transcript
variant 7, mRNA

O14511 636 0
Pro-neuregulin-2,
membrane-bound
isoform

. . . . pfam02158 Neuregulin Neuregulin family.

GO:0048513|organ
development;GO:00
38128|ERBB2
signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
00165|MAPK
cascade;GO:004801
5|phosphatidylinosit
ol-mediated
signaling;GO:20001
45|regulation of cell
motility;GO:001406
6|regulation of
phosphatidylinositol
3-kinase
signaling;GO:00071
65|signal
transduction;

GO:0005576|extrace
llular
region;GO:0005615|
extracellular
space;GO:0016021|i
ntegral component
of
membrane;GO:0005
622|intracellular;GO
:0005886|plasma
membrane;

GO:0046934|phosph
atidylinositol-4,5-
bisphosphate 3-
kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0005102
|receptor binding;

K05456 NRG2; neuregulin 2

ENSG00000158467 0 0 0 0 0.889016064 1 2 2 4 -3.033219293 0.059780553 NA down no AHCYL2 protein_coding chr7:129225023-
129430211:+

gi|297289290|ref|XP
_001091796.2| 2741 0

PREDICTED:
putative
adenosylhomocystei
nase 3-like [Macaca
mulatta]

gi|298286487|ref|N
M_015328.3| 5056 0

Homo sapiens
adenosylhomocystei
nase-like 2
(AHCYL2),
transcript variant 1,
mRNA

Q5R889 234 2.00E-72
Putative
adenosylhomocystei
nase 3

mll5088 458 2.00E-144 COG0499 pfam05221 AdoHcyase
S-adenosyl-L-
homocysteine
hydrolase.

GO:0006730|one-
carbon metabolic
process;

GO:0005783|endopl
asmic reticulum;

GO:0004013|adenos
ylhomocysteinase
activity;

K01251
E3.3.1.1, ahcY;
adenosylhomocystei
nase [EC:3.3.1.1]

ENSG00000158560 13 23 18 19 27.88225106 36 49 46 41 -0.692210898 0.03171102 0.082410675 down no DYNC1I1 protein_coding chr7:95772506-
96110322:+

gi|4758178|ref|NP_0
04402.1| 3248 0

cytoplasmic dynein
1 intermediate chain
1 isoform a [Homo
sapiens]

gi|197209868|ref|N
M_004411.4| 2950 0

Homo sapiens
dynein, cytoplasmic
1, intermediate
chain 1 (DYNC1I1),
transcript variant 1,
mRNA

O14576 493 8.00E-171
Cytoplasmic dynein
1 intermediate chain
1

. . . . pfam11540 Dynein_IC2

Cytoplasmic dynein
1 intermediate chain
2. Intermediate
chain IC 2 forms
part of the complex
cytoplasmic dynein
1 along with a
heavy chain (HC),
two light
intermediate chains
(LICs) and three
light chains (LCs).
The complex is
responsible for
hydrolysing ATP to
generate force
toward the minus
end of
microtubules. IC
binds to the HC via
the N terminal
binding domain on
the HC and ICs
contain binding
sites for the LCs.
The ICs are
responsible for
binding to
kinetochores and
the Golgi apparatus
through an
interaction with the
p150Glued subunit
of dynactin which is
another complex

GO:0047496|vesicle
transport along
microtubule;

GO:0000777|conden
sed chromosome
kinetochore;GO:000
5737|cytoplasm;GO:
0005868|cytoplasmi
c dynein
complex;GO:003646
4|cytoplasmic
ribonucleoprotein
granule;GO:0000776
|kinetochore;GO:00
05874|microtubule;
GO:0005634|nucleu
s;GO:0048471|perin
uclear region of
cytoplasm;GO:0055
037|recycling
endosome;GO:0000
922|spindle
pole;GO:0031982|ve
sicle;

GO:0045503|dynein
light chain
binding;GO:000801
7|microtubule
binding;GO:000377
7|microtubule motor
activity;GO:0030507
|spectrin binding;

K10415
DYNC1I, DNCI;
dynein intermediate
chain, cytosolic

ENSG00000158623 0 1 1 1 0.70880651 1 2 0 0 0.500532769 0.767390899 NA up no COPG2 protein_coding chr7:130506238-
130668748:-

gi|48257296|gb|AAH
17443.2| 4355 0

COPG2 protein,
partial [Homo
sapiens]

gi|586597891|ref|N
M_012133.5| 3134 0

Homo sapiens
coatomer protein
complex, subunit
gamma 2 (COPG2),
transcript variant 1,
mRNA

Q9UBF2 253 5.00E-71 Coatomer subunit
gamma-2 SPAC57A7.10c 524 2.00E-168 COG5240 pfam01602 Adaptin_N

Adaptin N terminal
region. This family
consists of the N
terminal region of
various alpha, beta
and gamma
subunits of the AP-
1, AP-2 and AP-3
adaptor protein
complexes. The
adaptor protein
(AP) complexes are
involved in the
formation of
clathrin-coated pits
and vesicles. The N-
terminal region of
the various adaptor
proteins (APs) is
constant by
comparison to the
C-terminal which is
variable within
members of the AP-
2 family; and it has
been proposed that
this constant region
interacts with
another uniform
component of the
coated vesicles.

GO:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00068
91|intra-Golgi
vesicle-mediated
transport;GO:00068
86|intracellular
protein
transport;GO:00068
90|retrograde
vesicle-mediated
transport, Golgi to
ER;

GO:0030126|COPI
vesicle
coat;GO:0005829|cy
tosol;GO:0005789|e
ndoplasmic
reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0030
133|transport
vesicle;

GO:0005198|structu
ral molecule
activity;

K17267
COPG; coatomer
protein complex,
subunit gamma

ENSG00000158636 0 2 0 2 4.851916031 16 9 7 12 -2.985065857 0.001300745 0.008122639 down yes EMSY protein_coding chr11:76444923-
76553025:+

gi|665821234|ref|NP
_001287871.1| 5319 0

protein EMSY
isoform 1 [Homo
sapiens]

gi|426369843|ref|X
M_004051844.1| 6712 0

PREDICTED:
Gorilla gorilla
gorilla chromosome
11 open reading
frame, human
C11orf30, transcript
variant 2
(C11H11orf30),
mRNA

Q7Z589 198 3.00E-55
BRCA2-interacting
transcriptional
repressor EMSY

. . . . pfam03735 ENT

ENT domain. This
presumed domain is
named after Emsy N
Terminus (ENT).
Emsy is a protein
that is amplified in
breast cancer and
interacts with
BRCA2. The N
terminus of this
protein is found to
be similar to other
vertebrate and plant
proteins of
unknown function.
This domain has a
completely
conserved histidine
residue that may be
functionally
important.

GO:0016569|covale
nt chromatin
modification;GO:00
06281|DNA
repair;GO:0006355|r
egulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm; . . .



ENSG00000158710 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no TAGLN2 protein_coding chr1:159918107-
159925732:-

gi|545216426|ref|XP
_001504458.2| 1142 1.00E-150

PREDICTED:
transgelin-2 isoform
X1 [Equus caballus]

gi|469608409|ref|N
M_001277224.1| 1603 0

Homo sapiens
transgelin 2
(TAGLN2),
transcript variant 1,
mRNA

P37802 320 1.00E-107 Transgelin-2 YOR367w 89 3.00E-19 COG5199 pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

GO:0030855|epitheli
al cell
differentiation;

GO:0005913|cell-
cell adherens
junction;GO:007006
2|extracellular
exosome;GO:00319
82|vesicle;

GO:0098641|cadheri
n binding involved
in cell-cell adhesion;

. .

ENSG00000158796 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no DEDD protein_coding chr1:161120974-
161132688:-

gi|530365608|ref|XP
_005245654.1| 1856 0

PREDICTED: death
effector domain-
containing protein
isoform X1 [Homo
sapiens]

gi|89353279|ref|NM
_032998.2| 2342 0

Homo sapiens death
effector domain
containing (DEDD),
transcript variant 1,
mRNA

O75618 299 1.00E-98
Death effector
domain-containing
protein

. . . . pfam01335 DED Death effector
domain.

GO:0046697|decidu
alization;GO:000862
5|extrinsic apoptotic
signaling pathway
via death domain
receptors;GO:00421
77|negative
regulation of
protein catabolic
process;GO:190183
7|negative
regulation of
transcription of
nuclear large rRNA
transcript from
RNA polymerase I
promoter;GO:00429
81|regulation of
apoptotic
process;GO:000728
3|spermatogenesis;G
O:0006351|transcrip
tion, DNA-
templated;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;

GO:0003677|DNA
binding; . .

ENSG00000158813 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no EDA protein_coding chrX:69616067-
70039469:+

gi|564322825|ref|XP
_006227431.1| 946 2.00E-111

PREDICTED:
ectodysplasin-A
isoform X2 [Rattus
norvegicus]

gi|54112099|ref|NM
_001399.4| 5278 0

Homo sapiens
ectodysplasin A
(EDA), transcript
variant 1, mRNA

Q8N2A0 51.2 6.00E-21

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam00229 TNF
TNF(tumor
Necrosis Factor)
family.

GO:0016569|covale
nt chromatin
modification;GO:00
06338|chromatin
remodeling;GO:000
9790|embryo
development;GO:00
09994|oocyte
differentiation;GO:0
043085|positive
regulation of
catalytic
activity;GO:0045740
|positive regulation
of DNA
replication;GO:0045
836|positive
regulation of
meiotic nuclear
division;GO:005126
0|protein
homooligomerizatio
n;GO:0007096|regul
ation of exit from
mitosis;GO:0007338
|single fertilization;

GO:0000789|cytopla
smic
chromatin;GO:0000
790|nuclear
chromatin;GO:0005
634|nucleus;

GO:0003682|chrom
atin
binding;GO:004239
3|histone binding;

K05480 EDA; ectodysplasin-
A

ENSG00000158882 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TOMM40L protein_coding chr1:161225939-
161230744:+

gi|387763070|ref|NP
_001248455.1| 1463 0

mitochondrial
import receptor
subunit TOM40B
[Macaca mulatta]

gi|556503391|ref|N
M_001286373.1| 2807 0

Homo sapiens
translocase of outer
mitochondrial
membrane 40
homolog (yeast)-
like (TOMM40L),
transcript variant 2,
mRNA

Q969M1 385 5.00E-131
Mitochondrial
import receptor
subunit TOM40B

. . . . pfam01459 Porin_3 Eukaryotic porin.

GO:0006811|ion
transport;GO:00301
50|protein import
into mitochondrial
matrix;

GO:0005742|mitoch
ondrial outer
membrane
translocase
complex;GO:004693
0|pore
complex;GO:004323
4|protein complex;

GO:0015288|porin
activity;GO:0015266
|protein channel
activity;

K11518

TOM40;
mitochondrial
import receptor
subunit TOM40

ENSG00000159082 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SYNJ1 protein_coding chr21:32628759-
32728048:-

gi|237757310|ref|NP
_003886.3| 7610 0

synaptojanin-1
isoform a [Homo
sapiens]

gi|237757307|ref|N
M_203446.2| 7094 0

Homo sapiens
synaptojanin 1
(SYNJ1), transcript
variant 2, mRNA

O43426 2912 0 Synaptojanin-1 YNL106c_2 235 7.00E-64 COG5411 pfam02383 Syja_N

SacI homology
domain. This Pfam
family represents a
protein domain
which shows
homology to the
yeast protein SacI.
The SacI homology
domain is most
notably found at the
amino terminal of
the inositol 5'-
phosphatase
synaptojanin.

GO:0046855|inositol
phosphate
dephosphorylation;
GO:0043647|inositol
phosphate
metabolic
process;GO:000761
2|learning;GO:00068
36|neurotransmitter
transport;GO:00066
61|phosphatidylinos
itol biosynthetic
process;GO:004685
6|phosphatidylinosit
ol
dephosphorylation;
GO:0046488|phosph
atidylinositol
metabolic
process;GO:004848
8|synaptic vesicle
endocytosis;GO:001
6082|synaptic
vesicle
priming;GO:004848
9|synaptic vesicle
transport;GO:00161
91|synaptic vesicle
uncoating;

GO:0030132|clathri
n coat of coated
pit;GO:0005829|cyto
sol;GO:0030117|me
mbrane
coat;GO:0098793|pr
esynapse;GO:00970
60|synaptic
membrane;GO:0043
195|terminal
bouton;GO:0012506
|vesicle membrane;

GO:0052659|inositol
-1,3,4,5-
tetrakisphosphate 5-
phosphatase
activity;GO:0052658
|inositol-1,4,5-
trisphosphate 5-
phosphatase
activity;GO:0000166
|nucleotide
binding;GO:003459
6|phosphatidylinosit
ol phosphate 4-
phosphatase
activity;GO:0034595
|phosphatidylinosito
l phosphate 5-
phosphatase
activity;GO:0052629
|phosphatidylinosito
l-3,5-bisphosphate
3-phosphatase
activity;GO:0043813
|phosphatidylinosito
l-3,5-bisphosphate
5-phosphatase
activity;GO:0004438
|phosphatidylinosito
l-3-phosphatase
activity;GO:0004439
|phosphatidylinosito
l-4,5-bisphosphate
5-phosphatase
activity;GO:0043812
|phosphatidylinosito

. .

ENSG00000159086 0 3 1 4 6.153798208 9 17 12 14 -2.225352864 0.001912874 0.010887702 down yes PAXBP1 protein_coding chr21:32733899-
32771858:-

gi|675777380|ref|XP
_008976001.1| 3763 0

PREDICTED:
PAX3- and PAX7-
binding protein 1
[Pan paniscus]

gi|125661046|ref|N
M_016631.3| 3995 0

Homo sapiens
PAX3 and PAX7
binding protein 1
(PAXBP1),
transcript variant 1,
mRNA

P58501 102 1.00E-24 PAX3- and PAX7-
binding protein 1 . . . . pfam07842 GCFC

GC-rich sequence
DNA-binding
factor-like protein.
Sequences found in
this family are
similar to a region
of a human GC-rich
sequence DNA-
binding factor
homolog. This is
thought to be a
protein involved in
transcriptional
regulation due to
partial homologies
to a transcription
repressor and
histone-interacting
protein. This family
also contains
tuftelin interacting
protein 11 which
has been identified
as both a nuclear
and cytoplasmic
protein, and has
been implicated in
the secretory
pathway. Sip1, a
septin interacting
protein is also a
member of this
family.

GO:0007517|muscle
organ
development;GO:00
31062|positive
regulation of
histone
methylation;GO:200
0288|positive
regulation of
myoblast
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00148
42|regulation of
satellite cell
proliferation;GO:00
06351|transcription,
DNA-templated;

GO:0005829|cytosol
;GO:0005634|nucleu
s;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K13211
GCFC; GC-rich
sequence DNA-
binding factor

ENSG00000159140 49 87 30 116 80.55621694 108 114 90 110 -0.11337571 0.702364383 0.791756214 down no SON protein_coding chr21:33542618-
33577481:+

gi|29421186|dbj|BA
A82971.2| 7467 0 KIAA1019 protein

[Homo sapiens]
gi|520263002|ref|NR
_103797.1| 8388 0

Homo sapiens SON
DNA binding
protein (SON),
transcript variant c,
non-coding RNA

P18583 255 3.00E-74 Protein SON . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000226|microt
ubule cytoskeleton
organization;GO:00
00281|mitotic
cytokinesis;GO:000
6397|mRNA
processing;GO:0043
066|negative
regulation of
apoptotic
process;GO:005172
6|regulation of cell
cycle;GO:0048024|r
egulation of mRNA
splicing, via
spliceosome;GO:00
08380|RNA splicing;

GO:0016607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
71011|precatalytic
spliceosome;

GO:0003677|DNA
binding;GO:000367
6|nucleic acid
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

. .



ENSG00000159167 1 3 3 1 1.819667306 0 2 3 1 0.988791046 0.376574025 0.507950666 up no STC1 protein_coding chr8:23841915-
23854807:-

gi|803011834|ref|XP
_004004231.2| 1342 2.00E-170

PREDICTED:
stanniocalcin-1
[Ovis aries]

gi|61676083|ref|NM
_003155.2| 3877 0

Homo sapiens
stanniocalcin 1
(STC1), mRNA

P52823 437 3.00E-149 Stanniocalcin-1 . . . . pfam03298 Stanniocalcin Stanniocalcin
family.

GO:0060348|bone
development;GO:00
06874|cellular
calcium ion
homeostasis;GO:007
1320|cellular
response to
cAMP;GO:0071385|
cellular response to
glucocorticoid
stimulus;GO:007145
6|cellular response
to
hypoxia;GO:003598
8|chondrocyte
proliferation;GO:00
46697|decidualizatio
n;GO:0007566|embr
yo
implantation;GO:00
01886|endothelial
cell
morphogenesis;GO:
0003421|growth
plate cartilage axis
specification;GO:00
51926|negative
regulation of
calcium ion
transport;GO:00303
36|negative
regulation of cell
migration;GO:00105
96|negative
regulation of

GO:0016324|apical
plasma
membrane;GO:0005
737|cytoplasm;GO:0
005615|extracellular
space;GO:0005634|n
ucleus;

. . .

ENSG00000159199 17 6 22 11 13.019535 6 7 14 11 1.242982682 0.042351865 0.101131827 up no ATP5G1 protein_coding chr17:48892765-
48895871:+

gi|4885081|ref|NP_0
05166.1| 582 2.00E-73

ATP synthase F(0)
complex subunit
C1, mitochondrial
precursor [Homo
sapiens]

gi|21754978|dbj|AK
095669.1| 2195 0

Homo sapiens
cDNA FLJ38350 fis,
clone
FEBRA1000088

P05496 203 1.00E-64
ATP synthase F(0)
complex subunit
C1, mitochondrial

Q0130 63.5 1.00E-12 COG0636 pfam00137 ATP-synt_C ATP synthase
subunit C.

GO:0006754|ATP
biosynthetic
process;GO:001599
1|ATP hydrolysis
coupled proton
transport;GO:00159
86|ATP synthesis
coupled proton
transport;GO:00427
76|mitochondrial
ATP synthesis
coupled proton
transport;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
753|mitochondrial
proton-transporting
ATP synthase
complex;GO:000027
6|mitochondrial
proton-transporting
ATP synthase
complex, coupling
factor
F(o);GO:0005739|m
itochondrion;

GO:0008289|lipid
binding;GO:004693
3|proton-
transporting ATP
synthase activity,
rotational
mechanism;GO:000
5215|transporter
activity;

K02128

ATPeF0C, ATP5G,
ATP9; F-type H+-
transporting ATPase
subunit c

ENSG00000159200 0 2 0 2 1.558390021 1 3 3 4 -1.02581992 0.38618901 0.516070636 down no RCAN1 protein_coding chr21:34513142-
34615142:-

gi|557786111|ref|NP
_001272320.2| 1364 4.00E-180

calcipressin-1
isoform e [Homo
sapiens]

gi|16550675|dbj|AK
055845.1| 2660 0

Homo sapiens
cDNA FLJ31283 fis,
clone
KIDNE2006820,
highly similar to
DOWN
SYNDROME
CRITICAL
REGION PROTEIN
1

P53805 419 4.00E-139 Calcipressin-1 . . . . pfam04847 Calcipressin

Calcipressin.
Calcipressin is also
known as
calcineurin-binding
protein, since it
inhibits calcineurin-
mediated
transcriptional
modulation by
binding to
calcineurin's
catalytic domain.

GO:0033173|calcine
urin-NFAT
signaling cascade;

GO:0005622|intracel
lular;

GO:0000166|nucleot
ide binding; K17901 RCAN1, MCIP1;

calcipressin-1

ENSG00000159202 2 23 7 38 28.02003846 53 43 38 61 -1.1149197 0.034335572 0.087144083 down no UBE2Z protein_coding chr17:48908369-
48929056:+

gi|831220221|ref|XP
_003786519.2| 1467 0

PREDICTED:
ubiquitin-
conjugating enzyme
E2 Z [Otolemur
garnettii]

gi|21750062|dbj|AK
091644.1| 4229 0

Homo sapiens
cDNA FLJ34325 fis,
clone
FEBRA2008928,
weakly similar to
Homo sapiens
ubiquitin-
conjugating BIR-
domain enzyme
APOLLON mRNA

Q3B7D1 126 3.00E-34
Ubiquitin-
conjugating enzyme
E2 Z

SPAC18B11.07c 69.7 2.00E-12 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0006915|apopto
tic
process;GO:004278
7|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase binding;

K10585
UBE2Z; ubiquitin-
conjugating enzyme
E2 Z [EC:2.3.2.23]

ENSG00000159216 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no RUNX1 protein_coding chr21:34787801-
36004667:-

gi|19923198|ref|NP_
001745.2| 2254 0

runt-related
transcription factor
1 isoform AML1c
[Homo sapiens]

gi|169790826|ref|N
M_001001890.2| 7274 0

Homo sapiens runt-
related transcription
factor 1 (RUNX1),
transcript variant 2,
mRNA

Q01196 216 6.00E-66
Runt-related
transcription factor
1

. . . . pfam00853 Runt Runt domain.
GO:1902476|chlorid
e transmembrane
transport;

GO:0034707|chlorid
e channel
complex;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00058
86|plasma
membrane;

GO:0005254|chlorid
e channel
activity;GO:0005244
|voltage-gated ion
channel activity;

K08367

RUNX1, AML1;
runt-related
transcription factor
1

ENSG00000159248 0 1 1 0 2.283000071 6 5 2 7 -2.746533141 0.025215665 0.06941808 down no GJD2 protein_coding chr15:34751032-
34754965:-

gi|444731006|gb|EL
W71374.1| 1698 0

Gap junction delta-2
protein [Tupaia
chinensis]

gi|17155075|gb|AC0
87457.5| 2343 0

Homo sapiens
chromosome 15,
clone RP11-814P5,
complete sequence

Q9UKL4 630 0 Gap junction delta-2
protein . . . . pfam00029 Connexin Connexin.

GO:0001508|action
potential;GO:000726
8|synaptic
transmission;GO:00
07601|visual
perception;

GO:0005922|connex
on
complex;GO:001602
1|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005243|gap
junction channel
activity;

K07373 GJD2; gap junction
delta-2 protein

ENSG00000159322 0 5 3 5 3.886436042 6 1 5 10 -0.300039011 0.725105373 0.80433414 down no ADPGK protein_coding chr15:72751369-
72785846:-

gi|31542509|ref|NP_
112574.3| 2301 0

ADP-dependent
glucokinase
precursor [Homo
sapiens]

gi|21732801|emb|AL
832254.1| 4569 0

Homo sapiens
mRNA; cDNA
DKFZp667C1917
(from clone
DKFZp667C1917)

A2VE47 119 3.00E-30 ADP-dependent
glucokinase PAB0967 62.8 3.00E-09 COG4809 pfam04587 ADP_PFK_GK

ADP-specific
Phosphofructokinas
e/Glucokinase
conserved region.
In archaea a novel
type of glycolytic
pathway exists that
is deviant from the
classical Embden-
Meyerhof pathway.
This pathway
utilizes two novel
proteins: an ADP-
dependent
Glucokinase and an
ADP-dependent
Phosphofructokinas
e. This conserved
region is present at
the C-terminal of
both these proteins.
Interestingly this
family contains
sequences from
higher eukaryotes..

GO:0006006|glucos
e metabolic
process;GO:000609
6|glycolytic process;

GO:0005783|endopl
asmic
reticulum;GO:00055
76|extracellular
region;GO:0016020|
membrane;

GO:0043843|ADP-
specific glucokinase
activity;GO:0046872
|metal ion binding;

K08074

ADPGK; ADP-
dependent
glucokinase
[EC:2.7.1.147]

ENSG00000159335 8 13 8 16 14.02795946 24 19 12 22 -0.256967203 0.535065284 0.650823555 down no PTMS protein_coding chr12:6765516-
6770952:+

gi|591327430|ref|XP
_007089663.1| 324 8.00E-33

PREDICTED:
uncharacterized
protein
LOC102954394
isoform X2
[Panthera tigris
altaica]

gi|46276862|ref|NM
_002824.4| 1150 0

Homo sapiens
parathymosin
(PTMS), mRNA

P20962 52.4 8.00E-08 Parathymosin . . . . pfam03247 Prothymosin

Prothymosin/parath
ymosin family.
Prothymosin alpha
and parathymosin
are two ubiquitous
small acidic nuclear
proteins that are
thought to be
involved in cell
cycle progression,
proliferation, and
cell differentiation.

GO:0006260|DNA
replication;GO:0002
376|immune system
process;

GO:0005829|cytosol
;GO:0005634|nucleu
s;

GO:0008270|zinc
ion binding; . .

ENSG00000159346 53 99 58 108 78.56964349 95 81 77 84 0.425579154 0.051589923 0.116463076 up no ADIPOR1 protein_coding chr1:202940823-
202958572:-

gi|803129916|ref|XP
_004013985.2| 1644 0

PREDICTED:
adiponectin receptor
protein 1 isoform
X1 [Ovis aries]

gi|594952022|ref|N
M_015999.5| 2175 0

Homo sapiens
adiponectin receptor
1 (ADIPOR1),
transcript variant 1,
mRNA

Q96A54 239 2.00E-73 Adiponectin
receptor protein 1 SPBC12C2.09c 143 1.00E-36 COG1272 pfam03006 HlyIII

Haemolysin-III
related. Members of
this family are
integral membrane
proteins. This
family includes a
protein with
hemolytic activity
from Bacillus
cereus. It has been
proposed that
YOL002c encodes a
Saccharomyces
cerevisiae protein
that plays a key role
in metabolic
pathways that
regulate lipid and
phosphate
metabolizm. In
eukaryotes,
members are seven-
transmembrane pass
molecules found to
encode functional
receptors with a
broad range of
apparent ligand
specificities,
including progestin
and adipoQ
receptors, and
hence have been
named PAQR
proteins The

GO:0033211|adipon
ectin-activated
signaling
pathway;GO:001939
5|fatty acid
oxidation;GO:00425
93|glucose
homeostasis;GO:000
9755|hormone-
mediated signaling
pathway;GO:003321
0|leptin-mediated
signaling
pathway;GO:003030
8|negative
regulation of cell
growth;GO:0010633
|negative regulation
of epithelial cell
migration;GO:00107
19|negative
regulation of
epithelial to
mesenchymal
transition;GO:00464
26|negative
regulation of JAK-
STAT
cascade;GO:190122
3|negative
regulation of
NIK/NF-kappaB
signaling;GO:00466
28|positive
regulation of insulin

GO:0016021|integral
component of
membrane;GO:0031
226|intrinsic
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0097003|adipok
inetic hormone
receptor
activity;GO:0055100
|adiponectin
binding;GO:004687
2|metal ion
binding;GO:001990
1|protein kinase
binding;

K07297 ADIPOR;
adiponectin receptor



ENSG00000159377 0 0 1 0 0.280374164 0 0 1 0 0.569016274 0.852640934 NA up no PSMB4 protein_coding chr1:151399534-
151401944:+

gi|22538467|ref|NP_
002787.2| 1406 0

proteasome subunit
beta type-4 [Homo
sapiens]

gi|17154303|emb|AL
589764.19| 1926 0

Human DNA
sequence from
clone RP11-806J18
on chromosome 1,
complete sequence

P28070 233 4.00E-86 Proteasome subunit
beta type-4 . . . . pfam00227 Proteasome

Proteasome subunit.
The proteasome is a
multisubunit
structure that
degrades proteins.
Protein degradation
is an essential
component of
regulation because
proteins can
become misfolded,
damaged, or
unnecessary.
Proteasomes and
their homologues
vary greatly in
complexity: from
HslV (heat shock
locus v), which is
encoded by 1 gene
in bacteria, to the
eukaryotic 20S
proteasome, which
is encoded by more
than 14 genes.
Recently evidence
of two novel groups
of bacterial
proteasomes was
proposed. The first
is Anbu, which is
sparsely distributed
among
cyanobacteria and
proteobacteria The

GO:0031145|anapha
se-promoting
complex-dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000247
9|antigen processing
and presentation of
exogenous peptide
antigen via MHC
class I, TAP-
dependent;GO:0038
095|Fc-epsilon
receptor signaling
pathway;GO:000016
5|MAPK
cascade;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:000286
2|negative
regulation of
inflammatory
response to
antigenic
stimulus;GO:005143
6|negative
regulation of
ubiquitin-protein
ligase activity
involved in mitotic
cell

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0000502|proteaso
me
complex;GO:000583
9|proteasome core
complex;

GO:0001530|lipopol
ysaccharide
binding;GO:000429
8|threonine-type
endopeptidase
activity;

K02736
PSMB4; 20S
proteasome subunit
beta 7 [EC:3.4.25.1]

ENSG00000159409 0 2 0 2 2.473898465 7 5 5 3 -1.874748676 0.071011131 0.145887957 down no CELF3 protein_coding chr1:151702404-
151716814:-

gi|71164894|ref|NP_
009116.3| 2000 0

CUGBP Elav-like
family member 3
isoform 1 [Homo
sapiens]

gi|597955378|ref|N
M_007185.6| 3243 0

Homo sapiens
CUGBP, Elav-like
family member 3
(CELF3), transcript
variant 1, mRNA

Q08E07 347 3.00E-107 CUGBP Elav-like
family member 3 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0030317|sperm
motility;GO:000639
7|mRNA
processing;GO:0048
026|positive
regulation of mRNA
splicing, via
spliceosome;GO:00
00381|regulation of
alternative mRNA
splicing, via
spliceosome;GO:00
08380|RNA
splicing;GO:000728
3|spermatogenesis;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K13207

CUGBP, BRUNOL,
CELF; CUG-BP-
and ETR3-like
factor

ENSG00000159459 0 1 1 0 0.496028964 0 0 0 2 0.626572502 0.786694835 NA up no UBR1 protein_coding chr15:42942897-
43106113:-

gi|28372497|ref|NP_
777576.1| 9139 0

E3 ubiquitin-protein
ligase UBR1 [Homo
sapiens]

gi|83656781|ref|NM
_174916.2| 7748 0

Homo sapiens
ubiquitin protein
ligase E3
component n-
recognin 1 (UBR1),
mRNA

Q8IWV7 2111 0 E3 ubiquitin-protein
ligase UBR1 . . . . pfam02207 zf-UBR

Putative zinc finger
in N-recognin (UBR
box). This region is
found in E3
ubiquitin ligases
that recognize N-
recognins.

GO:0071233|cellular
response to
leucine;GO:0032007
|negative regulation
of TOR
signaling;GO:00715
96|ubiquitin-
dependent protein
catabolic process
via the N-end rule
pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0000502|pr
oteasome
complex;GO:000015
1|ubiquitin ligase
complex;

GO:0070728|leucine
binding;GO:001687
4|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0008270
|zinc ion binding;

K10625
UBR1; E3 ubiquitin-
protein ligase UBR1
[EC:2.3.2.27]

ENSG00000159579 0 0 0 3 1.321253361 3 0 3 4 -1.401110927 0.372950487 0.50384595 down no RSPRY1 protein_coding chr16:57186137-
57240475:+

gi|45387949|ref|NP_
588609.1| 2952 0

RING finger and
SPRY domain-
containing protein 1
isoform 1 precursor
[Homo sapiens]

gi|14042305|dbj|AK
027549.1| 3568 0

Homo sapiens
cDNA FLJ14643 fis,
clone
NT2RP2001597,
weakly similar to
RYANODINE
RECEPTOR,
CARDIAC
MUSCLE

Q5R881 405 2.00E-137
RING finger and
SPRY domain-
containing protein 1

. . . . pfam00622 SPRY

SPRY domain.
SPRY Domain is
named from SPla
and the RYanodine
Receptor. Domain
of unknown
function. Distant
homologues are
domains in
butyrophilin/maren
ostrin/pyrin
homologues.

. GO:0005576|extrace
llular region;

GO:0008270|zinc
ion binding; . .

ENSG00000159592 1 0 0 1 0.306403269 0 0 0 0 1.982071082 0.504383527 NA up no GPBP1L1 protein_coding chr1:45627304-
45688113:-

gi|10437401|dbj|BA
B15047.1| 1946 0

unnamed protein
product [Homo
sapiens]

gi|210031121|ref|N
M_021639.4| 3736 0

Homo sapiens GC-
rich promoter
binding protein 1-
like 1 (GPBP1L1),
mRNA

E7EU14 50.1 1.00E-06 Protein PPP5D1 . . . . pfam15337 Vasculin

Vascular protein
family Vasculin-like
1. GC-rich
promoter-binding
protein 1-like 1 or
Vasculin-like
protein family 1, is
likely to be a
transcription factor.
The domain family
is found in
eukaryotes, and is
approximately 90
amino acids in
length.

. GO:0005576|extrace
llular region;

GO:0008270|zinc
ion binding; . .

ENSG00000159593 8 8 9 11 7.177166311 6 3 4 5 1.556983463 0.006288867 0.025804708 up yes NAE1 protein_coding chr16:66802875-
66873256:-

gi|557357751|ref|NP
_001273429.1| 2892 0

NEDD8-activating
enzyme E1
regulatory subunit
isoform d [Homo
sapiens]

gi|66363685|ref|NM
_001018159.1| 1909 0

Homo sapiens
NEDD8 activating
enzyme E1 subunit
1 (NAE1), transcript
variant 2, mRNA

Q13564 221 1.00E-67
NEDD8-activating
enzyme E1
regulatory subunit

SPAC323.06c 300 6.00E-93 COG0476 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0033314|mitotic
DNA replication
checkpoint;GO:0051
402|neuron
apoptotic
process;GO:004511
6|protein
neddylation;GO:004
2981|regulation of
apoptotic
process;GO:004352
3|regulation of
neuron apoptotic
process;GO:000716
5|signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;GO:0005886|p
lasma membrane;

GO:0019781|NEDD
8 activating enzyme
activity;GO:0046982
|protein
heterodimerization
activity;GO:0031625
|ubiquitin protein
ligase binding;

K04532

APPBP1; amyloid
beta precursor
protein binding
protein 1

ENSG00000159713 1 0 1 0 0.37608294 0 0 0 0 2.229344469 0.434785794 NA up no TPPP3 protein_coding chr16:67389809-
67393535:-

gi|685613849|ref|XP
_009194938.1| 1407 0

PREDICTED:
tubulin
polymerization-
promoting protein
family member 3
isoform X1 [Papio
anubis]

gi|23349119|gb|BC0
37798.1| 1723 0

Homo sapiens
tubulin
polymerization-
promoting protein
family member 3,
mRNA (cDNA
clone
IMAGE:4795456),
with apparent
retained intron

Q9BW30 355 7.00E-120

Tubulin
polymerization-
promoting protein
family member 3

. . . . pfam05517 p25-alpha

p25-alpha. This
family encodes a 25
kDa protein that is
phosphorylated by a
Ser/Thr-Pro kinase.
It has been
described as a brain
specific protein, but
it is found in
Tetrahymena
thermophila.

GO:0001578|microt
ubule bundle
formation;GO:0046
785|microtubule
polymerization;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00058
74|microtubule;

GO:0015631|tubulin
binding; . .

ENSG00000159788 0 0 0 1 0.809506389 3 3 1 0 -1.965815469 0.265130743 NA down no RGS12 protein_coding chr4:3293028-
3439913:+

gi|38327601|ref|NP_
937872.1| 7077 0

regulator of G-
protein signaling 12
isoform 1 [Homo
sapiens]

gi|108773790|ref|N
M_198229.2| 5469 0

Homo sapiens
regulator of G-
protein signaling 12
(RGS12), transcript
variant 1, mRNA

O14924 272 2.00E-83 Regulator of G-
protein signaling 12 . . . . pfam00615 RGS

Regulator of G
protein signaling
domain. RGS
family members are
GTPase-activating
proteins for
heterotrimeric G-
protein alpha-
subunits.

GO:0009968|negativ
e regulation of
signal
transduction;GO:00
08277|regulation of
G-protein coupled
receptor protein
signaling
pathway;GO:000635
1|transcription,
DNA-templated;

GO:0030054|cell
junction;GO:000079
4|condensed nuclear
chromosome;GO:00
05737|cytoplasm;G
O:0030425|dendrite;
GO:0016363|nuclear
matrix;GO:0005634|
nucleus;GO:000588
6|plasma
membrane;GO:0045
202|synapse;

GO:0005096|GTPas
e activator
activity;GO:0030695
|GTPase regulator
activity;GO:0005057
|receptor signaling
protein activity;

K16449 RGS; regulator of
G-protein signaling

ENSG00000159792 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no PSKH1 protein_coding chr16:67893272-
67929678:+

gi|521032280|gb|EP
Q14066.1| 2105 0

Serine/threonine-
protein kinase H1
[Myotis brandtii]

gi|194097444|ref|N
M_006742.2| 3481 0

Homo sapiens
protein serine
kinase H1 (PSKH1),
mRNA

P11801 665 0 Serine/threonine-
protein kinase H1 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0007368|determ
ination of left/right
symmetry;GO:00075
07|heart
development;

GO:0005789|endopl
asmic reticulum
membrane;GO:0005
794|Golgi
apparatus;GO:00058
15|microtubule
organizing
center;GO:0016607|
nuclear
speck;GO:0005886|
plasma membrane;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08808
PSKH; protein
serine kinase H
[EC:2.7.11.1]

ENSG00000159842 0 0 0 0 1.809681289 7 3 5 3 -4.052225303 0.002840954 0.014255463 down yes ABR protein_coding chr17:1003518-
1229021:-

gi|38679957|ref|NP_
068781.2| 4615 0

active breakpoint
cluster region-
related protein
isoform a [Homo
sapiens]

gi|378824462|ref|N
M_001159746.2| 5595 0

Homo sapiens
active BCR-related
(ABR), transcript
variant 3, mRNA

A6QNS3 176 1.00E-47
Active breakpoint
cluster region-
related protein

. . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0030036|actin
cytoskeleton
organization;GO:00
07420|brain
development;GO:00
42472|inner ear
morphogenesis;GO:
0060313|negative
regulation of blood
vessel
remodeling;GO:000
2692|negative
regulation of
cellular
extravasation;GO:00
50728|negative
regulation of
inflammatory
response;GO:00433
14|negative
regulation of
neutrophil
degranulation;GO:0
050885|neuromuscu
lar process
controlling
balance;GO:004306
5|positive regulation
of apoptotic
process;GO:005076
6|positive regulation
of
phagocytosis;GO:00
35023|regulation of
Rho protein signal

GO:0005829|cytosol
;GO:0016020|memb
rane;GO:0005886|pl
asma membrane;

GO:0005096|GTPas
e activator
activity;GO:0005085
|guanyl-nucleotide
exchange factor
activity;GO:0005089
|Rho guanyl-
nucleotide exchange
factor activity;

. .



ENSG00000159899 0 0 0 0 0.684922611 0 6 0 1 -2.656512446 0.291297332 NA down no NPR2 protein_coding chr9:35792154-
35809732:+

gi|4580422|ref|NP_0
03986.2| 5363 0

atrial natriuretic
peptide receptor 2
precursor [Homo
sapiens]

gi|292071|gb|L13436
.1|HUMGUANCYC 3657 0

Homo sapiens
guanylate cyclase
mRNA, complete
mature peptide

P16067 181 3.00E-76 Atrial natriuretic
peptide receptor 2 all0661 186 4.00E-49 COG2114 pfam00211 Guanylate_cyc

Adenylate and
Guanylate cyclase
catalytic domain.

GO:0060348|bone
development;GO:00
97011|cellular
response to
granulocyte
macrophage colony-
stimulating factor
stimulus;GO:000618
2|cGMP
biosynthetic
process;GO:003555
6|intracellular signal
transduction;GO:00
51447|negative
regulation of
meiotic cell
cycle;GO:1900194|n
egative regulation of
oocyte
maturation;GO:0001
503|ossification;GO:
0007168|receptor
guanylyl cyclase
signaling
pathway;GO:004470
2|single organism
reproductive
process;

GO:0008074|guanyl
ate cyclase complex,
soluble;GO:0005887
|integral component
of plasma
membrane;GO:0005
886|plasma
membrane;

GO:0005524|ATP
binding;GO:000552
5|GTP
binding;GO:000438
3|guanylate cyclase
activity;GO:0016941
|natriuretic peptide
receptor
activity;GO:0017046
|peptide hormone
binding;GO:000467
2|protein kinase
activity;

K12324

ANPRB, NPR2;
atrial natriuretic
peptide receptor B
[EC:4.6.1.2]

ENSG00000160014 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no CALM3 protein_coding chr19:46601074-
46610793:+

gi|426389328|ref|XP
_004061075.1| 895 3.00E-112

PREDICTED:
uncharacterized
protein
LOC101150587
[Gorilla gorilla
gorilla]

gi|21754132|dbj|AK
094964.1| 2527 0

Homo sapiens
cDNA FLJ37645 fis,
clone
BRHIP2000245

P05419 52.8 1.00E-06 Neo-calmodulin
(Fragment) SPAC3A12.14 233 2.00E-76 COG5126 pfam13499 EF-hand_7 EF-hand domain

pair. . . GO:0005509|calciu
m ion binding; K02183 CALM; calmodulin

ENSG00000160075 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no SSU72 protein_coding chr1:1541673-
1574869:-

gi|602727068|ref|XP
_007448988.1| 1112 9.00E-149

PREDICTED: RNA
polymerase II
subunit A C-
terminal domain
phosphatase SSU72
[Lipotes vexillifer]

gi|31074746|emb|AL
645728.31| 4073 0

Human DNA
sequence from
clone RP5-832C2
on chromosome 1,
complete sequence

Q4KLK9 257 4.00E-85

RNA polymerase II
subunit A C-
terminal domain
phosphatase SSU72

SPAC3G9.04 191 5.00E-57 COG5211 pfam04722 Ssu72

Ssu72-like protein.
The highly
conserved and
essential protein
Ssu72 has intrinsic
phosphatase activity
and plays an
essential role in the
transcription cycle.
Ssu72 was
originally identified
in a yeast genetic
screen as enhancer
of a defect caused
by a mutation in the
transcription
initiation factor
TFIIB. It binds to
TFIIB and is also
involved in mRNA
elongation. Ssu72 is
further involved in
both poly(A)
dependent and
independent
termination. It is a
subunit of the yeast
cleavage and
polyadenylation
factor (CPF), which
is part of the
machinery for
mRNA 3'-end
formation. Ssu72 is
also essential for

GO:0070940|dephos
phorylation of RNA
polymerase II C-
terminal
domain;GO:000637
8|mRNA
polyadenylation;GO
:0006369|terminatio
n of RNA
polymerase II
transcription;

GO:0005737|cytopla
sm;GO:0005847|mR
NA cleavage and
polyadenylation
specificity factor
complex;

GO:0008420|CTD
phosphatase
activity;

K15544

SSU72; RNA
polymerase II
subunit A C-
terminal domain
phosphatase SSU72
[EC:3.1.3.16]

ENSG00000160094 2 1 0 1 2.919339321 7 5 4 7 -1.965213538 0.043474014 0.102821373 down no ZNF362 protein_coding chr1:33256545-
33300719:+

gi|532063934|ref|XP
_005317835.1| 1938 0

PREDICTED: zinc
finger protein 362
[Ictidomys
tridecemlineatus]

gi|38570114|ref|NM
_152493.2| 3106 0

Homo sapiens zinc
finger protein 362
(ZNF362), mRNA

Q5T0B9 205 1.00E-62 Zinc finger protein
362 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000160124 4 17 7 9 6.138112876 2 6 0 2 2.392938519 0.002075135 0.011502596 up yes CCDC58 protein_coding chr3:122359591-
122383231:-

gi|731191314|ref|XP
_010616229.1| 769 7.00E-101

PREDICTED:
coiled-coil domain-
containing protein
58 [Fukomys
damarensis]

gi|635121425|ref|X
M_007985607.1| 668 0

PREDICTED:
Chlorocebus
sabaeus coiled-coil
domain containing
58 (CCDC58),
transcript variant
X1, mRNA

Q4VC31 299 4.00E-102
Coiled-coil domain-
containing protein
58

. . . . pfam09774 Cid2

Caffeine-induced
death protein 2.
Members of this
family of proteins
mediate the
disruption of the
DNA replication
checkpoint (S-M
checkpoint)
mechanism caused
by caffeine.

. GO:0005739|mitoch
ondrion; . . .

ENSG00000160145 0 1 1 1 0.813502474 2 0 1 1 0.080544715 0.957606455 NA up no KALRN protein_coding chr3:124080023-
124726325:+

gi|148839466|ref|NP
_001019831.2| 15519 0 kalirin isoform 1

[Homo sapiens]
gi|254826752|ref|N
M_001024660.3| 10806 0

Homo sapiens
kalirin, RhoGEF
kinase (KALRN),
transcript variant 1,
mRNA

A2CG49 447 9.00E-142 Kalirin . . . . pfam00621 RhoGEF

RhoGEF domain.
Guanine nucleotide
exchange factor for
Rho/Rac/Cdc42-like
GTPases Also called
Dbl-homologous
(DH) domain. It
appears that
pfam00169 domains
invariably occur C-
terminal to
RhoGEF/DH
domains.

GO:0008344|adult
locomotory
behavior;GO:00016
62|behavioral fear
response;GO:00481
48|behavioral
response to
cocaine;GO:006136
8|behavioral
response to
formalin induced
pain;GO:0046959|ha
bituation;GO:00075
95|lactation;GO:004
2711|maternal
behavior;GO:00601
37|maternal process
involved in
parturition;GO:0007
613|memory;GO:00
60125|negative
regulation of
growth hormone
secretion;GO:00075
28|neuromuscular
junction
development;GO:00
60999|positive
regulation of
dendritic spine
development;GO:00
61003|positive
regulation of
dendritic spine
morphogenesis;GO:

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00700
62|extracellular
exosome;GO:00140
69|postsynaptic
density;

GO:0005524|ATP
binding;GO:000508
5|guanyl-nucleotide
exchange factor
activity;GO:0046872
|metal ion
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0030676
|Rac guanyl-
nucleotide exchange
factor activity;

K15048 KALRN; kalirin
[EC:2.7.11.1]

ENSG00000160201 0 2 1 0 0.729762767 0 2 1 0 0.535652502 0.772190334 NA up no U2AF1 protein_coding chr21:43092956-
43107587:-

gi|507622056|ref|XP
_004696963.1| 854 5.00E-112

PREDICTED:
splicing factor
U2AF 35 kDa
subunit isoform X2
[Echinops telfairi]

gi|34191746|gb|BC0
32521.2| 4640 0

Homo sapiens U2
small nuclear RNA
auxiliary factor 1,
mRNA (cDNA
clone
IMAGE:5498733),
with apparent
retained intron

A1A4K8 241 4.00E-70
Splicing factor
U2AF 35 kDa
subunit

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0031124|mRNA
3'-end
processing;GO:0006
406|mRNA export
from
nucleus;GO:000639
7|mRNA
processing;GO:0000
398|mRNA splicing,
via
spliceosome;GO:19
03955|positive
regulation of
protein targeting to
mitochondrion;GO:
1903146|regulation
of
mitophagy;GO:0006
405|RNA export
from
nucleus;GO:000838
0|RNA
splicing;GO:000636
9|termination of
RNA polymerase II
transcription;

GO:0015030|Cajal
body;GO:0071013|c
atalytic step 2
spliceosome;GO:00
16607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05681|spliceosomal
complex;GO:008970
1|U2AF;

GO:0046872|metal
ion
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:003062
8|pre-mRNA 3'-
splice site binding;

K12836
U2AF1; splicing
factor U2AF 35 kDa
subunit

ENSG00000160208 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no RRP1B protein_coding chr21:43659548-
43696079:+

gi|57863269|ref|NP_
055871.1| 3455 0

ribosomal RNA
processing protein 1
homolog B [Homo
sapiens]

gi|117553581|ref|N
M_015056.2| 5087 0

Homo sapiens
ribosomal RNA
processing 1B
(RRP1B), mRNA

Q14684 648 0
Ribosomal RNA
processing protein 1
homolog B

. . . . pfam05997 Nop52

Nucleolar
protein,Nop52.
Nop52 believed to
be involved in the
generation of 28S
rRNA.

GO:0010923|negativ
e regulation of
phosphatase
activity;GO:0006364
|rRNA processing;

GO:0005829|cytosol
;GO:0000791|euchro
matin;GO:0000792|h
eterochromatin;GO:
0005730|nucleolus;
GO:0005634|nucleu
s;GO:0030687|preri
bosome, large
subunit
precursor;GO:00306
88|preribosome,
small subunit
precursor;

GO:0044822|poly(A
) RNA binding; K14849

RRP1; ribosomal
RNA-processing
protein 1

ENSG00000160213 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no CSTB protein_coding chr21:43772511-
43776445:-

gi|4503117|ref|NP_0
00091.1| 525 4.00E-60 cystatin-B [Homo

sapiens]
gi|224809510|ref|NG
_011545.1| 2344 0

Homo sapiens
cystatin B (stefin B)
(CSTB),
RefSeqGene
(LRG_485) on
chromosome 21

P60576 206 1.00E-61 Cystatin-B . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0004869|cystein
e-type
endopeptidase
inhibitor activity;

K13907 CSTA_B; cystatin-
A/B

ENSG00000160285 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no LSS protein_coding chr21:46188141-
46228824:-

gi|47933395|ref|NP_
002331.3| 3887 0

lanosterol synthase
isoform 1 [Homo
sapiens]

gi|224177557|ref|N
M_001145437.1| 4390 0

Homo sapiens
lanosterol synthase
(2,3-oxidosqualene-
lanosterol cyclase)
(LSS), transcript
variant 4, mRNA

P48449 225 1.00E-67 Lanosterol synthase YHR072w 531 3.00E-174 COG1657 pfam13249 Prenyltrans_2 Prenyltransferase-
like.

GO:0006695|cholest
erol biosynthetic
process;GO:003164
7|regulation of
protein
stability;GO:000669
4|steroid
biosynthetic
process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0005
811|lipid
particle;GO:0016020
|membrane;

GO:0000250|lanoste
rol synthase activity; K01852

E5.4.99.7, LSS,
ERG7; lanosterol
synthase
[EC:5.4.99.7]



ENSG00000160469 1 3 4 3 4.467600251 4 10 4 11 -0.847361256 0.252112583 0.376326263 down no BRSK1 protein_coding chr19:55282072-
55312533:+

gi|19401871|gb|AAL
87697.1|AF479826_
1

3232 0

putative
serine/threonine
protein kinase
[Homo sapiens]

gi|24308325|ref|NM
_032430.1| 3079 0

Homo sapiens BR
serine/threonine
kinase 1 (BRSK1),
mRNA

Q8TDC3 172 1.00E-48
Serine/threonine-
protein kinase
BRSK1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0007409|axonog
enesis;GO:0006974|
cellular response to
DNA damage
stimulus;GO:005129
8|centrosome
duplication;GO:003
0010|establishment
of cell
polarity;GO:003157
2|G2 DNA damage
checkpoint;GO:0035
556|intracellular
signal
transduction;GO:00
30182|neuron
differentiation;GO:0
007269|neurotransm
itter
secretion;GO:00064
68|protein
phosphorylation;GO
:0009411|response
to UV;

GO:0030054|cell
junction;GO:000581
3|centrosome;GO:00
05737|cytoplasm;G
O:0005654|nucleopl
asm;GO:0005634|nu
cleus;GO:0008021|s
ynaptic vesicle;

GO:0005524|ATP
binding;GO:004301
5|gamma-tubulin
binding;GO:000028
7|magnesium ion
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0050321
|tau-protein kinase
activity;

K08796
BRSK; BR
serine/threonine
kinase [EC:2.7.11.1]

ENSG00000160551 3 6 10 5 7.646715195 20 4 3 13 -0.143875795 0.844363116 0.899272619 down no TAOK1 protein_coding chr17:29390464-
29551904:+

gi|7243103|dbj|BAA
92599.1| 4888 0 KIAA1361 protein

[Homo sapiens]
gi|315139024|ref|N
M_020791.2| 12081 0

Homo sapiens TAO
kinase 1 (TAOK1),
transcript variant 1,
mRNA

O88664 98.6 5.00E-23
Serine/threonine-
protein kinase
TAO1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:000628
1|DNA
repair;GO:0097194|e
xecution phase of
apoptosis;GO:00315
72|G2 DNA damage
checkpoint;GO:0046
330|positive
regulation of JNK
cascade;GO:003287
4|positive regulation
of stress-activated
MAPK
cascade;GO:000646
8|protein
phosphorylation;GO
:0051493|regulation
of cytoskeleton
organization;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:003029
5|protein kinase
activator
activity;GO:0019901
|protein kinase
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase activity;

K04429

TAO; thousand and
one amino acid
protein kinase
[EC:2.7.11.1]

ENSG00000160679 43 63 40 100 56.47591676 54 58 52 58 0.644953955 0.010406755 0.037072759 up no CHTOP protein_coding chr1:153633982-
153646306:+

gi|18027816|gb|AAL
55869.1|AF318362_
1

345 2.00E-44 unknown [Homo
sapiens]

gi|21754442|dbj|AK
095230.1| 2547 0

Homo sapiens
cDNA FLJ37911 fis,
clone
CTONG1000052

Q8WTZ3 109 9.00E-25 Zinc finger protein
ENSP00000375192 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000160695 0 1 0 0 0.327974509 0 1 1 0 -0.157197063 0.949721375 NA down no VPS11 protein_coding chr11:119067692-
119081978:+

gi|589058161|ref|NP
_001277114.1| 4961 0

vacuolar protein
sorting-associated
protein 11 homolog
isoform 2 [Homo
sapiens]

gi|589058160|ref|N
M_001290185.1| 3388 0

Homo sapiens
vacuolar protein
sorting 11 homolog
(S. cerevisiae)
(VPS11), transcript
variant 2, mRNA

Q91W86 136 3.00E-35
Vacuolar protein
sorting-associated
protein 11 homolog

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006914|autoph
agy;GO:0034058|en
dosomal vesicle
fusion;GO:0007032|
endosome
organization;GO:00
08333|endosome to
lysosome
transport;GO:00068
86|intracellular
protein
transport;GO:00070
40|lysosome
organization;GO:19
03364|positive
regulation of
cellular protein
catabolic
process;GO:200064
3|positive regulation
of early endosome
to late endosome
transport;GO:19039
55|positive
regulation of
protein targeting to
mitochondrion;GO:
1902115|regulation
of organelle
assembly;GO:00316
47|regulation of
protein
stability;GO:003554
2|regulation of
SNARE complex

GO:0005776|autoph
agosome;GO:00301
36|clathrin-coated
vesicle;GO:0005769|
early
endosome;GO:0030
139|endocytic
vesicle;GO:0005768|
endosome;GO:0030
897|HOPS
complex;GO:000577
0|late
endosome;GO:0031
902|late endosome
membrane;GO:0005
765|lysosomal
membrane;GO:0005
764|lysosome;

GO:0000166|nucleot
ide
binding;GO:003067
4|protein binding,
bridging;GO:001990
4|protein domain
specific
binding;GO:001990
5|syntaxin
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000160714 74 82 115 71 77.31920888 42 64 71 66 1.12269793 0.002029287 0.011327468 up yes UBE2Q1 protein_coding chr1:154548577-
154559028:-

gi|426331866|ref|XP
_004026914.1| 1833 0

PREDICTED:
ubiquitin-
conjugating enzyme
E2 Q1 [Gorilla
gorilla gorilla]

gi|156630983|ref|N
M_017582.6| 3210 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2Q family member
1 (UBE2Q1),
mRNA

Q7TSS2 89 1.00E-20
Ubiquitin-
conjugating enzyme
E2 Q1

. . . . pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0007566|embry
o
implantation;GO:00
09566|fertilization;G
O:0007617|mating
behavior;GO:00704
59|prolactin
secretion;GO:00614
58|reproductive
system
development;GO:00
01967|suckling
behavior;

GO:0005829|cytosol
;GO:0030175|filopo
dium;GO:0005634|n
ucleus;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;

K10582
UBE2Q; ubiquitin-
conjugating enzyme
E2 Q [EC:2.3.2.23]

ENSG00000160741 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CRTC2 protein_coding chr1:153947669-
153958625:-

gi|32171215|ref|NP_
859066.1| 2432 0

CREB-regulated
transcription
coactivator 2 [Homo
sapiens]

gi|315013532|ref|N
M_181715.2| 2644 0

Homo sapiens
CREB regulated
transcription
coactivator 2
(CRTC2), mRNA

Q53ET0 239 1.00E-73
CREB-regulated
transcription
coactivator 2

. . . . pfam12885 TORC_M

Transducer of
regulated CREB
activity middle
domain. This family
includes the region
between the N and
C terminus of
TORC proteins.
TORC (Transducer
of regulated CREB
activity) is a protein
family of
coactivators that
enhances the
activity of CRE-
depended
transcription via a
phosphorylation-
independent
interaction with the
bZIP DNA
binding/dimerizatio
n domain of CREB
(cAMP Response
Element-Binding).
Although the C- and
N- terminal
domains of these
proteins have been
well characterized,
no functional role
has been assigned to
the central region,
yet.

GO:0006094|glucon
eogenesis;GO:00425
93|glucose
homeostasis;GO:004
3970|histone H3-K9
acetylation;GO:0032
793|positive
regulation of CREB
transcription factor
activity;GO:0045944
|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00512
89|protein
homotetramerizatio
n;GO:1901998|toxin
transport;GO:00063
51|transcription,
DNA-
templated;GO:00160
32|viral process;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0008140|cAMP
response element
binding protein
binding;GO:000368
2|chromatin
binding;

K16333

CRTC2, TORC2;
CREB-regulated
transcription
coactivator 2

ENSG00000160803 0 9 1 21 16.82965783 48 32 21 32 -1.798036302 0.012064339 0.041146743 down yes UBQLN4 protein_coding chr1:156035301-
156053794:-

gi|40538799|ref|NP_
064516.2| 1505 0 ubiquilin-4 isoform

1 [Homo sapiens]
gi|39794686|gb|BC0
63841.1| 3504 0

Homo sapiens
ubiquilin 4, mRNA
(cDNA clone
MGC:74959
IMAGE:6183942),
complete cds

Q9NRR5 584 0 Ubiquilin-4 ECU10g1730 79 7.00E-15 COG5272 pfam00240 ubiquitin

Ubiquitin family.
This family contains
a number of
ubiquitin-like
proteins: SUMO
(smt3 homologue)
Nedd8, Elongin B,
Rub1, and Parkin.
A number of them
are thought to carry
a distinctive five-
residue motif
termed the
proteasome-
interacting motif
(PIM), which may
have a biologically
significant role in
protein delivery to
proteasomes and
recruitment of
proteasomes to
transcription sites.

GO:0006914|autoph
agy;GO:1901097|ne
gative regulation of
autophagosome
maturation;GO:0032
434|regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;

GO:0005776|autoph
agosome;GO:00057
37|cytoplasm;GO:00
31410|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0005789
|endoplasmic
reticulum
membrane;GO:0005
634|nucleus;GO:004
8471|perinuclear
region of cytoplasm;

GO:0031593|polyub
iquitin binding; K04523 UBQLN, DSK2;

ubiquilin

ENSG00000160888 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no IER2 protein_coding chr19:13150415-
13154908:+

gi|48675811|ref|NP_
004898.2| 756 4.00E-95

immediate early
response gene 2
protein [Homo
sapiens]

gi|13899407|gb|AC0
11446.6|AC011446 2934 0

Homo sapiens
chromosome 19
clone CTC-250I14,
complete sequence

Q9BTL4 296 1.00E-91
Immediate early
response gene 2
protein

. . . . pfam05760 IER

Immediate early
response protein
(IER). This family
consists of several
eukaryotic
immediate early
response (IER) 2
and 5 proteins. The
role of IER5 is
unclear although it
play an important
role in mediating
the cellular response
to mitogenic signals.
Again, little is
known about the
function of IER2
although it is
thought to play a
role in mediating
the cellular
responses to a
variety of
extracellular signals.

GO:0048870|cell
motility;GO:003018
2|neuron
differentiation;GO:0
071774|response to
fibroblast growth
factor;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003677|DNA
binding; . .



ENSG00000160917 0 3 0 0 0.778778869 1 1 1 1 0.037333317 0.982090394 NA up no CPSF4 protein_coding chr7:99438922-
99457371:+

gi|533168785|ref|XP
_005397995.1| 1384 0

PREDICTED:
cleavage and
polyadenylation
specificity factor
subunit 4 isoform
X2 [Chinchilla
lanigera]

gi|125987602|ref|N
M_001081559.1| 1720 0

Homo sapiens
cleavage and
polyadenylation
specific factor 4,
30kDa (CPSF4),
transcript variant 2,
mRNA

O95639 237 1.00E-76

Cleavage and
polyadenylation
specificity factor
subunit 4

ECU01g0430 170 2.00E-48 COG5084 pfam00642 zf-CCCH
Zinc finger C-x8-C-
x5-C-x3-H type
(and similar).

GO:0006378|mRNA
polyadenylation;GO
:0098789|pre-
mRNA cleavage
required for
polyadenylation;

GO:0005847|mRNA
cleavage and
polyadenylation
specificity factor
complex;

GO:0004521|endori
bonuclease
activity;GO:0044822
|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000827
0|zinc ion binding;

K14404

CPSF4, YTH1;
cleavage and
polyadenylation
specificity factor
subunit 4

ENSG00000160932 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no LY6E protein_coding chr8:143017982-
143023832:+

gi|4505049|ref|NP_0
02337.1| 574 6.00E-71

lymphocyte antigen
6E precursor [Homo
sapiens]

gi|187827163|ref|N
M_002346.2| 1173 0

Homo sapiens
lymphocyte antigen
6 complex, locus E
(LY6E), transcript
variant 1, mRNA

Q16553 225 6.00E-71 Lymphocyte antigen
6E . . . . pfam00021 UPAR_LY6

u-PAR/Ly-6
domain. This
extracellular
disulphide bond
rich domain is
related to
pfam00087.

GO:0007166|cell
surface receptor
signaling pathway;

GO:0031225|anchor
ed component of
membrane;GO:0005
887|integral
component of
plasma membrane;

. K06846 LY6; lymphocyte
antigen 6 complex

ENSG00000161057 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no PSMC2 protein_coding chr7:103344254-
103369395:+

gi|602713789|ref|XP
_007467114.1| 2240 0

PREDICTED: LOW
QUALITY
PROTEIN: 26S
protease regulatory
subunit 7 [Lipotes
vexillifer]

gi|325053650|ref|N
M_002803.3| 2828 0

Homo sapiens
proteasome
(prosome,
macropain) 26S
subunit, ATPase, 2
(PSMC2), transcript
variant 1, mRNA

P46471 749 0 26S protease
regulatory subunit 7 SPBC16C6.07c 109 7.00E-27 COG1222 pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0006511|ubiquit
in-dependent
protein catabolic
process;

GO:0000932|cytopla
smic mRNA
processing
body;GO:0005634|n
ucleus;GO:0022624|
proteasome
accessory
complex;GO:000050
2|proteasome
complex;

GO:0005524|ATP
binding;GO:001688
7|ATPase activity;

K03061

PSMC2, RPT1; 26S
proteasome
regulatory subunit
T1

ENSG00000161082 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no CELF5 protein_coding chr19:3224703-
3297076:+

gi|12746396|gb|AA
K07476.1|AF329266
_1

2281 0
CUG-BP and ETR-3
like factor 5 [Homo
sapiens]

gi|289547697|ref|N
M_001172673.1| 4268 0

Homo sapiens
CUGBP, Elav-like
family member 5
(CELF5), transcript
variant 2, mRNA

Q8N6W0 518 0 CUGBP Elav-like
family member 5 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K13207

CUGBP, BRUNOL,
CELF; CUG-BP-
and ETR3-like
factor

ENSG00000161202 2 0 1 1 0.778668274 0 0 0 1 2.408610649 0.188449947 NA up no DVL3 protein_coding chr3:184155388-
184173610:+

gi|795640848|ref|XP
_011736893.1| 2445 0

PREDICTED:
segment polarity
protein dishevelled
homolog DVL-3
isoform X4 [Macaca
nemestrina]

gi|1503999|dbj|D869
63.1| 5137 0

Homo sapiens
mRNA for
KIAA0208 gene,
partial cds

B1WAP7 740 0
Segment polarity
protein dishevelled
homolog DVL-3

. . . . pfam00778 DIX

DIX domain. The
DIX domain is
present in
Dishevelled and
axin. This domain is
involved in homo-
and hetero-
oligomerization. It
is involved in the
homo-
oligomerization of
mouse axin. The
axin DIX domain
also interacts with
the dishevelled DIX
domain. The DIX
domain has also
been called the
DAX domain.

GO:0060070|canoni
cal Wnt signaling
pathway;GO:009010
3|cochlea
morphogenesis;GO:
0003007|heart
morphogenesis;GO:
0035556|intracellula
r signal
transduction;GO:00
35567|non-
canonical Wnt
signaling
pathway;GO:003803
1|non-canonical
Wnt signaling
pathway via JNK
cascade;GO:000314
8|outflow tract
septum
morphogenesis;GO:
0090179|planar cell
polarity pathway
involved in neural
tube
closure;GO:0043547
|positive regulation
of GTPase
activity;GO:0043507
|positive regulation
of JUN kinase
activity;GO:0001934
|positive regulation
of protein
phosphorylation;GO

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0000790|nu
clear chromatin;

GO:0008013|beta-
catenin
binding;GO:000510
9|frizzled
binding;GO:000202
0|protease
binding;GO:003067
4|protein binding,
bridging;GO:004698
2|protein
heterodimerization
activity;GO:0048365
|Rac GTPase
binding;GO:000510
2|receptor binding;

K02353
DVL; segment
polarity protein
dishevelled

ENSG00000161509 0 0 0 0 0.299143147 2 0 0 1 -1.458394129 0.628767972 NA down no GRIN2C protein_coding chr17:74842023-
74861504:-

gi|578830781|ref|XP
_006721908.1| 5905 0

PREDICTED:
glutamate receptor
ionotropic, NMDA
2C isoform X4
[Homo sapiens]

gi|62087177|dbj|AB
208799.1| 6478 0

Homo sapiens
mRNA for N-
methyl-D-aspartate
receptor subunit 2C
precursor variant
protein

Q14957 2273 0
Glutamate receptor
ionotropic, NMDA
2C

. . . . pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

GO:0007268|synapti
c
transmission;GO:00
33058|directional
locomotion;GO:006
0079|excitatory
postsynaptic
potential;GO:000721
5|glutamate receptor
signaling
pathway;GO:000016
5|MAPK
cascade;GO:004217
7|negative
regulation of
protein catabolic
process;GO:005088
5|neuromuscular
process controlling
balance;GO:000810
4|protein
localization;GO:000
9611|response to
wounding;GO:0006
810|transport;

GO:0030054|cell
junction;GO:000588
7|integral
component of
plasma
membrane;GO:0017
146|NMDA selective
glutamate receptor
complex;GO:000588
6|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0005261|cation
channel
activity;GO:0005234
|extracellular-
glutamate-gated ion
channel
activity;GO:0004972
|NMDA glutamate
receptor
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor activity;

K05211
GRIN2C; glutamate
receptor ionotropic,
NMDA 2C

ENSG00000161544 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no CYGB protein_coding chr17:76527356-
76551175:-

gi|119609811|gb|EA
W89405.1| 931 2.00E-116

cytoglobin, isoform
CRA_a [Homo
sapiens]

gi|374253798|ref|N
M_134268.4| 2158 0

Homo sapiens
cytoglobin (CYGB),
mRNA

Q8WWM9 218 3.00E-69 Cytoglobin . . . . pfam00042 Globin Globin.

GO:0019395|fatty
acid
oxidation;GO:00329
66|negative
regulation of
collagen
biosynthetic
process;GO:001076
4|negative
regulation of
fibroblast
migration;GO:20004
90|negative
regulation of
hepatic stellate cell
activation;GO:00156
71|oxygen
transport;GO:00509
99|regulation of
nitric-oxide
synthase
activity;GO:0001666
|response to
hypoxia;GO:000697
9|response to
oxidative stress;

GO:0005829|cytosol
;GO:0043005|neuro
n
projection;GO:0043
025|neuronal cell
body;

GO:0004096|catalas
e
activity;GO:0047888
|fatty acid
peroxidase
activity;GO:0020037
|heme
binding;GO:000550
6|iron ion
binding;GO:000894
1|nitric oxide
dioxygenase
activity;GO:0019825
|oxygen
binding;GO:000534
4|oxygen transporter
activity;GO:0004601
|peroxidase activity;

. .

ENSG00000161547 1651 1150 1471 717 955.8936901 209 332 595 302 2.49140941 2.46E-07 1.15E-05 up yes SRSF2 protein_coding chr17:76734115-
76737374:-

gi|686754935|ref|XP
_009250346.1| 741 2.00E-89

PREDICTED:
serine/arginine-rich
splicing factor 2
[Pongo abelii]

gi|306482644|ref|N
M_003016.4| 2879 0

Homo sapiens
serine/arginine-rich
splicing factor 2
(SRSF2), transcript
variant 1, mRNA

P30352 179 3.00E-51 Serine/arginine-rich
splicing factor 2 alr0741 50.1 3.00E-06 COG0724 pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0016607|nuclear
speck;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K12891

SFRS2; splicing
factor,
arginine/serine-rich
2



ENSG00000161642 9 12 12 17 10.24078374 6 3 8 13 1.276052613 0.013759066 0.045115519 up yes ZNF385A protein_coding chr12:54369133-
54391298:-

gi|767973800|ref|XP
_011536470.1| 1684 0

PREDICTED: zinc
finger protein 385A
isoform X2 [Homo
sapiens]

gi|586597888|ref|N
M_001290002.1| 2494 0

Homo sapiens zinc
finger protein 385A
(ZNF385A),
transcript variant 5,
mRNA

Q96PM9 218 3.00E-139 Zinc finger protein
385A . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006915|apopto
tic
process;GO:000697
4|cellular response
to DNA damage
stimulus;GO:000697
7|DNA damage
response, signal
transduction by p53
class mediator
resulting in cell
cycle
arrest;GO:0007599|h
emostasis;GO:00076
11|learning or
memory;GO:000762
6|locomotory
behavior;GO:00358
55|megakaryocyte
development;GO:00
10609|mRNA
localization
resulting in
posttranscriptional
regulation of gene
expression;GO:1902
166|negative
regulation of
intrinsic apoptotic
signaling pathway
in response to DNA
damage by p53 class
mediator;GO:00708
89|platelet alpha
granule

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0043025|ne
uronal cell
body;GO:0005730|n
ucleolus;GO:000565
4|nucleoplasm;

GO:0003677|DNA
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:000203
9|p53
binding;GO:004482
2|poly(A) RNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000161654 13 37 17 49 42.3603488 74 61 61 73 -0.751066189 0.01648115 0.051363741 down no LSM12 protein_coding chr17:44034635-
44067619:-

gi|795155084|ref|XP
_011795461.1| 1178 1.00E-160

PREDICTED:
protein LSM12
homolog isoform
X1 [Colobus
angolensis palliatus]

gi|209977040|ref|N
M_152344.3| 2484 0

Homo sapiens
LSM12 homolog
(LSM12), mRNA

Q5RAT5 215 3.00E-69 Protein LSM12
homolog . . . . pfam09793 AD

Anticodon-binding
domain. This
domain of
approximately 100
residues is
conserved from
plants to humans. It
is frequently found
in association with
Lsm domain-
containing proteins.
It is an anticodon-
binding domain of a
prolyl-tRNA
synthetase, whose
PDB structure is
available under the
identifier 1h4q.

GO:0006526|arginin
e biosynthetic
process;GO:000653
6|glutamate
metabolic
process;GO:000005
0|urea cycle;

GO:0005759|mitoch
ondrial matrix;

GO:0004042|acetyl-
CoA:L-glutamate N-
acetyltransferase
activity;GO:0034618
|arginine binding;

. .

ENSG00000161681 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no SHANK1 protein_coding chr19:50661827-
50719450:-

gi|602706388|ref|XP
_007463477.1| 6276 0

PREDICTED: LOW
QUALITY
PROTEIN: SH3 and
multiple ankyrin
repeat domains
protein 1 [Lipotes
vexillifer]

gi|120587024|ref|N
M_016148.2| 6643 0

Homo sapiens SH3
and multiple
ankyrin repeat
domains 1
(SHANK1), mRNA

Q9Y566 1843 0
SH3 and multiple
ankyrin repeat
domains protein 1

all2748 78.6 8.00E-14 COG0666 pfam00536 SAM_1

SAM domain
(Sterile alpha
motif). It has been
suggested that SAM
is an evolutionarily
conserved protein
binding domain that
is involved in the
regulation of
numerous
developmental
processes in diverse
eukaryotes. The
SAM domain can
potentially function
as a protein
interaction module
through its ability to
homo- and
heterooligomerise
with other SAM
domains.

GO:0030534|adult
behavior;GO:00083
06|associative
learning;GO:000701
6|cytoskeletal
anchoring at plasma
membrane;GO:0060
997|dendritic spine
morphogenesis;GO:
0050894|determinati
on of
affect;GO:0046959|h
abituation;GO:0007
616|long-term
memory;GO:003223
2|negative
regulation of actin
filament bundle
assembly;GO:00508
85|neuromuscular
process controlling
balance;GO:004204
8|olfactory
behavior;GO:00609
99|positive
regulation of
dendritic spine
development;GO:20
00463|positive
regulation of
excitatory
postsynaptic
potential;GO:000646
1|protein complex
assembly;GO:00354

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:003
0425|dendrite;GO:0
043197|dendritic
spine;GO:0060076|e
xcitatory
synapse;GO:000562
2|intracellular;GO:0
016020|membrane;G
O:0043005|neuron
projection;GO:0017
146|NMDA selective
glutamate receptor
complex;GO:000588
6|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0071532|ankyri
n repeat
binding;GO:003016
0|GKAP/Homer
scaffold
activity;GO:0042802
|identical protein
binding;GO:003525
5|ionotropic
glutamate receptor
binding;GO:000802
2|protein C-
terminus
binding;GO:003240
3|protein complex
binding;GO:009711
0|scaffold protein
binding;GO:001712
4|SH3 domain
binding;GO:003187
7|somatostatin
receptor binding;

K15009

SHANK; SH3 and
multiple ankyrin
repeat domains
protein

ENSG00000161714 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PLCD3 protein_coding chr17:45108967-
45133354:-

gi|19115964|ref|NP_
588614.1| 3807 0

1-
phosphatidylinositol
4,5-bisphosphate
phosphodiesterase
delta-3 [Homo
sapiens]

gi|18916813|dbj|AB
075844.1| 5904 0

Homo sapiens
mRNA for
KIAA1964 protein

Q8N3E9 280 4.00E-88

1-
phosphatidylinositol
4,5-bisphosphate
phosphodiesterase
delta-3

. . . . pfam00388 PI-PLC-X

Phosphatidylinositol
-specific
phospholipase C, X
domain. This
associates with
pfam00387 to form
a single structural
unit.

GO:0001525|angiog
enesis;GO:0043647|i
nositol phosphate
metabolic
process;GO:003555
6|intracellular signal
transduction;GO:00
60716|labyrinthine
layer blood vessel
development;GO:00
16042|lipid catabolic
process;GO:004212
7|regulation of cell
proliferation;

GO:0032154|cleavag
e
furrow;GO:0005829
|cytosol;GO:000588
6|plasma membrane;

GO:0046872|metal
ion
binding;GO:000443
5|phosphatidylinosit
ol phospholipase C
activity;GO:0004871
|signal transducer
activity;

K05857

PLCD;
phosphatidylinositol
phospholipase C,
delta [EC:3.1.4.11]

ENSG00000161791 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no FMNL3 protein_coding chr12:49636499-
49708165:-

gi|530400977|ref|XP
_005269275.1| 4501 0

PREDICTED:
formin-like protein
3 isoform X4
[Homo sapiens]

gi|119120873|ref|N
M_175736.4| 11192 0

Homo sapiens
formin-like 3
(FMNL3), transcript
variant 1, mRNA

Q8IVF7 231 4.00E-69 Formin-like protein
3 . . . . pfam02181 FH2 Formin Homology 2

Domain.

GO:0030036|actin
cytoskeleton
organization;GO:00
01525|angiogenesis;
GO:0016477|cell
migration;GO:00070
10|cytoskeleton
organization;GO:00
08360|regulation of
cell shape;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005886|pl
asma membrane;

GO:0032794|GTPas
e activating protein
binding;

. .

ENSG00000161813 0 0 0 1 0.401258957 1 0 0 2 -0.718116028 0.761176068 NA down no LARP4 protein_coding chr12:50392383-
50480004:+

gi|767972995|ref|XP
_011536132.1| 3690 0

PREDICTED: la-
related protein 4
isoform X3 [Homo
sapiens]

gi|283046700|ref|N
M_052879.4| 6424 0

Homo sapiens La
ribonucleoprotein
domain family,
member 4 (LARP4),
transcript variant 1,
mRNA

Q71RC2 265 1.00E-81 La-related protein 4 SPAC1527.03 54.3 2.00E-06 COG5193 pfam05383 La

La domain. This
presumed domain is
found at the N-
terminus of La
RNA-binding
proteins as well as
other proteins. The
function of this
region is uncertain.

GO:0007010|cytosk
eleton
organization;GO:00
22604|regulation of
cell morphogenesis;

GO:0016020|membr
ane;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;

K18763 LARP4; la-related
protein 4

ENSG00000161904 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no LEMD2 protein_coding chr6:33771202-
33789136:-

gi|31044432|ref|NP_
851853.1| 1804 0

LEM domain-
containing protein 2
isoform 1 [Homo
sapiens]

gi|34533835|dbj|AK
127084.1| 4844 0

Homo sapiens
cDNA FLJ45141 fis,
clone
BRAWH3040695,
weakly  similar to
Inner nuclear
membrane protein
Man1

Q8NC56 215 5.00E-65 LEM domain-
containing protein 2 . . . . pfam09402 MSC

Man1-Src1p-C-
terminal domain.
MAN1 is an integral
protein of the inner
nuclear membrane
which binds to
chromatin
associated proteins
and plays a role in
nuclear
organisation. The C
terminal
nucleoplasmic
region forms a DNA
binding winged
helix and binds to
Smad. This C-
terminal tail is also
found in S.
cerevisiae and is
thought to consist
of three conserved
helices followed by
two downstream
strands.

GO:0060914|heart
formation;GO:0043
409|negative
regulation of MAPK
cascade;GO:005189
8|negative
regulation of
protein kinase B
signaling;GO:00220
08|neurogenesis;GO
:0006998|nuclear
envelope
organization;GO:00
35914|skeletal
muscle cell
differentiation;

GO:0005639|integral
component of
nuclear inner
membrane;GO:0016
020|membrane;GO:
0031965|nuclear
membrane;

. . .

ENSG00000161960 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no EIF4A1 protein_coding chr17:7572706-
7579005:+

gi|4503529|ref|NP_0
01407.1| 2092 0

eukaryotic initiation
factor 4A-I isoform
1 [Homo sapiens]

gi|325197186|ref|NR
_037926.1| 1756 0

Homo sapiens
SENP3-EIF4A1
readthrough (NMD
candidate) (SENP3-
EIF4A1), long non-
coding RNA

A5A6N4 99.8 1.00E-23 Eukaryotic initiation
factor 4A-I SPAC1006.07 246 2.00E-78 COG0513 pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

GO:0006446|regulati
on of translational
initiation;

.

GO:0005524|ATP
binding;GO:000400
4|ATP-dependent
RNA helicase
activity;GO:0003743
|translation initiation
factor activity;

K03257 EIF4A; translation
initiation factor 4A

ENSG00000161996 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no WDR90 protein_coding chr16:649311-
667833:+

gi|94400919|ref|NP_
660337.3| 8748 0

WD repeat-
containing protein
90 [Homo sapiens]

gi|530407715|ref|X
M_005255160.1| 5543 0

PREDICTED:
Homo sapiens WD
repeat domain 90
(WDR90), transcript
variant X4, mRNA

Q96KV7 215 2.00E-63
WD repeat-
containing protein
90

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
08380|RNA splicing;

GO:0005737|cytopla
sm;GO:0045171|inte
rcellular
bridge;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
005689|U12-type
spliceosomal
complex;

. . .



ENSG00000162188 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no GNG3 protein_coding chr11:62707658-
62709201:+

gi|795167886|ref|XP
_011798065.1| 643 1.00E-80

PREDICTED:
guanine nucleotide-
binding protein
G(I)/G(S)/G(O)
subunit gamma-3
[Colobus angolensis
palliatus]

gi|374081837|ref|N
M_012202.4| 882 0

Homo sapiens
guanine nucleotide
binding protein (G
protein), gamma 3
(GNG3), mRNA

P63216 144 2.00E-41

Guanine nucleotide-
binding protein
G(I)/G(S)/G(O)
subunit gamma-3

. . . . pfam00631 G-gamma

GGL domain. G-
protein gamma like
domains (GGL) are
found in the gamma
subunit of the
heterotrimeric G
protein complex
and in regulators of
G protein signaling
(RGS) proteins. It is
also found fused to
an inactive Galpha
in the Dictyostelium
protein gbqA. G-
gamma likely shares
a common origin
with the helical N-
terminal unit of G-
beta. All organisms
that posses a G-beta
possess a G-gamma.

GO:0007186|G-
protein coupled
receptor signaling
pathway;GO:000720
4|positive regulation
of cytosolic calcium
ion concentration;

GO:0044297|cell
body;GO:0030425|d
endrite;GO:0005834|
heterotrimeric G-
protein
complex;GO:001406
9|postsynaptic
density;

GO:0003924|GTPas
e
activity;GO:0004871
|signal transducer
activity;

K04540

GNG3; guanine
nucleotide-binding
protein
G(I)/G(S)/G(O)
subunit gamma-3

ENSG00000162191 3 2 1 1 1.336020578 0 1 1 0 2.434158961 0.095673657 0.178545651 up no UBXN1 protein_coding chr11:62676498-
62679117:-

gi|817279460|ref|XP
_012309856.1| 1193 7.00E-159

PREDICTED: UBX
domain-containing
protein 1 isoform
X1 [Aotus
nancymaae]

gi|21619184|gb|BC0
32689.1| 2068 0

Homo sapiens UBX
domain protein 1,
mRNA (cDNA
clone
IMAGE:5241425),
complete cds

Q04323 189 2.00E-54 UBX domain-
containing protein 1 SPBC6B1.06c 61.2 3.00E-09 COG5207 pfam00789 UBX

UBX domain. This
domain is present in
ubiquitin-regulatory
proteins and is a
general Cdc48-
interacting module.

GO:1904293|negativ
e regulation of
ERAD
pathway;GO:003243
5|negative
regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:190309
4|negative
regulation of
protein K48-linked
deubiquitination;GO
:0031397|negative
regulation of
protein
ubiquitination;GO:2
000157|negative
regulation of
ubiquitin-specific
protease activity;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0030425|de
ndrite;GO:0005783|e
ndoplasmic
reticulum;GO:00430
25|neuronal cell
body;GO:0005634|n
ucleus;GO:0000502|
proteasome
complex;GO:003409
8|VCP-NPL4-UFD1
AAA ATPase
complex;

GO:0051117|ATPas
e
binding;GO:003643
5|K48-linked
polyubiquitin
binding;GO:007179
6|K6-linked
polyubiquitin
binding;GO:003159
3|polyubiquitin
binding;GO:004313
0|ubiquitin
binding;GO:003162
5|ubiquitin protein
ligase binding;

. .

ENSG00000162236 0 1 1 1 1.011548988 1 2 2 1 -0.495511361 0.71143816 0.796810739 down no STX5 protein_coding chr11:62806897-
62832088:-

gi|31873354|emb|C
AD97668.1| 1704 0 hypothetical protein

[Homo sapiens]
gi|347658917|ref|N
M_003164.4| 1794 0

Homo sapiens
syntaxin 5 (STX5),
transcript variant 1,
mRNA

Q13190 211 2.00E-178 Syntaxin-5 . . . . pfam05739 SNARE

SNARE domain.
Most if not all
vesicular membrane
fusion events in
eukaryotic cells are
believed to be
mediated by a
conserved fusion
machinery, the
SNARE [soluble N-
ethylmaleimide-
sensitive factor
(NSF) attachment
protein (SNAP)
receptors]
machinery. The
SNARE domain is
thought to act as a
protein-protein
interaction module
in the assembly of a
SNARE protein
complex.

GO:0048208|COPII
vesicle
coating;GO:0034498
|early endosome to
Golgi
transport;GO:00068
88|ER to Golgi
vesicle-mediated
transport;GO:00901
66|Golgi
disassembly;GO:000
6886|intracellular
protein
transport;GO:00457
32|positive
regulation of
protein catabolic
process;GO:190335
8|regulation of
Golgi
organization;GO:00
42147|retrograde
transport, endosome
to
Golgi;GO:0048278|v
esicle
docking;GO:000690
6|vesicle
fusion;GO:0048280|
vesicle fusion with
Golgi apparatus;

GO:0005913|cell-
cell adherens
junction;GO:000582
9|cytosol;GO:00057
89|endoplasmic
reticulum
membrane;GO:0033
116|endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:0012
507|ER to Golgi
transport vesicle
membrane;GO:0005
794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0005
654|nucleoplasm;G
O:0031201|SNARE
complex;GO:003198
2|vesicle;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00474
85|protein N-
terminus
binding;GO:000548
4|SNAP receptor
activity;GO:0000149
|SNARE binding;

K08490 STX5; syntaxin 5

ENSG00000162244 0 0 1 2 0.692865341 1 0 1 1 0.452665837 0.789531941 NA up no RPL29 protein_coding chr3:51993600-
51995942:-

gi|62511064|sp|Q8H
XB8.3|RL29_MACF
A

528 1.00E-64

RecName: Full=60S
ribosomal protein
L29 [Macaca
fascicularis]

gi|29788912|gb|AC1
15284.4| 810 0

Homo sapiens
chromosome 3
clone RP11-
155D18, complete
sequence

P47914 72.8 3.00E-14 60S ribosomal
protein L29 . . . . pfam01779 Ribosomal_L29e Ribosomal L29e

protein family.
GO:0006412|translat
ion;

GO:0005840|riboso
me;

GO:0003735|structu
ral constituent of
ribosome;

K02905

RP-L29e, RPL29;
large subunit
ribosomal protein
L29e

ENSG00000162267 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ITIH3 protein_coding chr3:52794768-
52809009:+

gi|133925809|ref|NP
_002208.3| 4642 0

inter-alpha-trypsin
inhibitor heavy
chain H3
preproprotein
[Homo sapiens]

gi|133925808|ref|N
M_002217.3| 3025 0

Homo sapiens inter-
alpha-trypsin
inhibitor heavy
chain 3 (ITIH3),
mRNA

Q06033 259 1.00E-79
Inter-alpha-trypsin
inhibitor heavy
chain H3

alr4412 84.3 9.00E-16 COG2304 pfam06668 ITI_HC_C

Inter-alpha-trypsin
inhibitor heavy
chain C-terminus.
This family
represents the C-
terminal region of
inter-alpha-trypsin
inhibitor heavy
chains. Inter-alpha-
trypsin inhibitors
are glycoproteins
with a high
inhibitory activity
against trypsin, built
up from different
combinations of
four polypeptides:
bikunin and the
three heavy chains
that belong to this
family (HC1, HC2,
HC3). The heavy
chains do not have
any protease
inhibitory properties
but have the
capacity to interact
in vitro and in vivo
with hyaluronic
acid, which
promotes the
stability of the
extra-cellular
matrix. All family
members contain

GO:0030212|hyalur
onan metabolic
process;

GO:0005576|extrace
llular region;

GO:0004867|serine-
type endopeptidase
inhibitor activity;

. .

ENSG00000162298 0 0 1 1 0.777956879 2 1 0 2 -0.770948781 0.637039561 NA down no SYVN1 protein_coding chr11:65121780-
65134533:-

gi|820983811|ref|XP
_012352091.1| 2165 0

PREDICTED: E3
ubiquitin-protein
ligase synoviolin
isoform X1
[Nomascus
leucogenys]

gi|18676643|dbj|AK
074148.1| 4544 0

Homo sapiens
mRNA for
FLJ00221 protein

Q86TM6 263 4.00E-133 E3 ubiquitin-protein
ligase synoviolin SPBC17D11.02c 149 2.00E-36 COG5243 pfam13639 zf-RING_2 Ring finger domain.

GO:1904380|endopl
asmic reticulum
mannose
trimming;GO:00309
68|endoplasmic
reticulum unfolded
protein
response;GO:00304
33|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:003650
3|ERAD
pathway;GO:003649
8|IRE1-mediated
unfolded protein
response;GO:19022
36|negative
regulation of
endoplasmic
reticulum stress-
induced intrinsic
apoptotic signaling
pathway;GO:007093
6|protein K48-
linked
ubiquitination;GO:0
018279|protein N-
linked glycosylation
via
asparagine;GO:0050
821|protein
stabilization;GO:001
6567|protein
ubiquitination;GO:0

GO:0036513|Derlin-
1 retrotranslocation
complex;GO:000578
3|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0044
322|endoplasmic
reticulum quality
control
compartment;GO:00
00836|Hrd1p
ubiquitin ligase
complex;GO:000083
9|Hrd1p ubiquitin
ligase ERAD-L
complex;GO:003017
6|integral
component of
endoplasmic
reticulum
membrane;GO:0016
020|membrane;GO:
0005654|nucleoplas
m;GO:0005790|smo
oth endoplasmic
reticulum;

GO:0051117|ATPas
e
binding;GO:005108
7|chaperone
binding;GO:001687
4|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:1904264
|ubiquitin protein
ligase activity
involved in ERAD
pathway;GO:199038
1|ubiquitin-specific
protease
binding;GO:005108
2|unfolded protein
binding;GO:000827
0|zinc ion binding;

K10601

SYVN1, HRD1; E3
ubiquitin-protein
ligase synoviolin
[EC:2.3.2.27]

ENSG00000162368 2 10 9 6 7.094790179 5 9 10 8 0.290335109 0.621586964 0.731080602 up no CMPK1 protein_coding chr1:47333797-
47378839:+

gi|7706497|ref|NP_0
57392.1| 1126 8.00E-144

UMP-CMP kinase
isoform a [Homo
sapiens]

gi|209915595|ref|N
M_016308.2| 2930 0

Homo sapiens
cytidine
monophosphate
(UMP-CMP) kinase
1, cytosolic
(CMPK1), transcript
variant 1, mRNA

P30085 263 6.00E-91 UMP-CMP kinase YKL024c 191 2.00E-54 COG0563 pfam00406 ADK Adenylate kinase.

GO:0006207|'de
novo' pyrimidine
nucleobase
biosynthetic
process;GO:001594
9|nucleobase-
containing small
molecule
interconversion;GO:
0006165|nucleoside
diphosphate
phosphorylation;GO
:0009142|nucleoside
triphosphate
biosynthetic
process;GO:000922
0|pyrimidine
ribonucleotide
biosynthetic
process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00056
34|nucleus;

GO:0005524|ATP
binding;GO:000412
7|cytidylate kinase
activity;GO:0004550
|nucleoside
diphosphate kinase
activity;GO:0050145
|nucleoside
phosphate kinase
activity;GO:0004849
|uridine kinase
activity;GO:0009041
|uridylate kinase
activity;

K13800
CMPK1, UMPK;
UMP-CMP kinase
[EC:2.7.4.- 2.7.4.14]

ENSG00000162373 3 0 0 0 1.200793934 2 1 2 1 -0.223478664 0.883799923 0.925545338 down no BEND5 protein_coding chr1:48727523-
48776969:-

gi|148698742|gb|ED
L30689.1| 2157 0

RIKEN cDNA
2310026E23,
isoform CRA_c,
partial [Mus
musculus]

gi|426329557|ref|X
M_004025757.1| 1689 0

PREDICTED:
Gorilla gorilla
gorilla BEN domain
containing 5
(BEND5), mRNA

Q7L4P6 199 1.00E-60 BEN domain-
containing protein 5 . . . . pfam10523 BEN

BEN domain. The
BEN domain is
found in diverse
animal proteins
such as
BANP/SMAR1,
NAC1 and the
Drosophila
mod(mdg4) isoform
C, in the
chordopoxvirus
virosomal protein
E5R and in several
proteins of
polydnaviruses.
Computational
analysis suggests
that the BEN
domain mediates
protein-DNA and
protein-protein
interactions during
chromatin
organisation and
transcription

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005794|Golgi
apparatus;

GO:0003677|DNA
binding; . .



ENSG00000162374 88 70 150 78 124.7190848 145 148 166 177 -0.057306071 0.883959776 0.925545338 down no ELAVL4 protein_coding chr1:50048014-
50203786:+

gi|795440829|ref|XP
_011762448.1| 1973 0

PREDICTED:
ELAV-like protein 4
isoform X3 [Macaca
nemestrina]

gi|23271925|gb|BC0
36071.1| 3913 0

Homo sapiens
ELAV (embryonic
lethal, abnormal
vision, Drosophila)-
like 4 (Hu antigen
D), mRNA (cDNA
clone MGC:33705
IMAGE:5286347),
complete cds

A4QNI8 108 4.00E-27 ELAV-like protein 4 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0048813|dendrit
e
morphogenesis;GO:
0007612|learning;G
O:0007626|locomot
ory behavior;

.

GO:0017091|AU-
rich element
binding;GO:000372
9|mRNA
binding;GO:000016
6|nucleotide
binding;

K13208
ELAVL2_3_4;
ELAV like protein
2/3/4

ENSG00000162402 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no USP24 protein_coding chr1:55066359-
55215113:-

gi|260064009|ref|NP
_056121.2| 12853 0

ubiquitin carboxyl-
terminal hydrolase
24 [Homo sapiens]

gi|260064008|ref|N
M_015306.2| 10549 0

Homo sapiens
ubiquitin specific
peptidase 24
(USP24), mRNA

B1AY13 107 9.00E-25
Ubiquitin carboxyl-
terminal hydrolase
24

SPBC713.02c 134 3.00E-30 COG5077 pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0016477|cell
migration;GO:00165
79|protein
deubiquitination;GO
:0006511|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;

GO:0036459|ubiquit
inyl hydrolase
activity;

K11840

USP9_24; ubiquitin
carboxyl-terminal
hydrolase 9/24
[EC:3.4.19.12]

ENSG00000162409 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no PRKAA2 protein_coding chr1:56645322-
56715335:+

gi|46877068|ref|NP_
006243.2| 2883 0

5'-AMP-activated
protein kinase
catalytic subunit
alpha-2 [Homo
sapiens]

gi|157909838|ref|N
M_006252.3| 9347 0

Homo sapiens
protein kinase,
AMP-activated,
alpha 2 catalytic
subunit (PRKAA2),
mRNA

P54646 1115 0

5'-AMP-activated
protein kinase
catalytic subunit
alpha-2

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006853|carniti
ne
shuttle;GO:0007050|
cell cycle
arrest;GO:0035690|c
ellular response to
drug;GO:0042149|ce
llular response to
glucose
starvation;GO:00316
69|cellular response
to nutrient
levels;GO:0071380|c
ellular response to
prostaglandin E
stimulus;GO:000669
5|cholesterol
biosynthetic
process;GO:000663
3|fatty acid
biosynthetic
process;GO:005508
9|fatty acid
homeostasis;GO:004
2593|glucose
homeostasis;GO:003
5404|histone-serine
phosphorylation;GO
:0035556|intracellula
r signal
transduction;GO:00
08610|lipid
biosynthetic
process;GO:001623
6|macroautophagy;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005654|nu
cleoplasm;GO:0031
588|nucleotide-
activated protein
kinase
complex;GO:000563
4|nucleus;

GO:0050405|[acetyl-
CoA carboxylase]
kinase
activity;GO:0047322
|[hydroxymethylglut
aryl-CoA reductase
(NADPH)] kinase
activity;GO:0004679
|AMP-activated
protein kinase
activity;GO:0005524
|ATP
binding;GO:000368
2|chromatin
binding;GO:003517
4|histone serine
kinase
activity;GO:0046872
|metal ion
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0004712
|protein
serine/threonine/tyr
osine kinase
activity;

K07198

PRKAA, AMPK; 5'-
AMP-activated
protein kinase,
catalytic alpha
subunit
[EC:2.7.11.11]

ENSG00000162415 0 4 1 2 2.591320347 4 8 3 2 -0.814377752 0.397112273 0.52705421 down no ZSWIM5 protein_coding chr1:45016399-
45306209:-

gi|7959283|dbj|BAA
96035.1| 5823 0 KIAA1511 protein

[Homo sapiens]
gi|149944450|ref|N
M_020883.1| 5816 0

Homo sapiens zinc
finger, SWIM-type
containing 5
(ZSWIM5), mRNA

Q9P217 2163 0
Zinc finger SWIM
domain-containing
protein 5

all4744 57.4 4.00E-07 COG4715 pfam02118 Srg Srg family
chemoreceptor. . GO:0005615|extrace

llular space;
GO:0008270|zinc
ion binding; . .

ENSG00000162434 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no JAK1 protein_coding chr1:64833229-
64966504:-

gi|102469034|ref|NP
_002218.2| 6038 0

tyrosine-protein
kinase JAK1 [Homo
sapiens]

gi|102469033|ref|N
M_002227.2| 5047 0

Homo sapiens Janus
kinase 1 (JAK1),
mRNA

P23458 2326 0 Tyrosine-protein
kinase JAK1 . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0030154|cell
differentiation;GO:0
016477|cell
migration;GO:00450
87|innate immune
response;GO:00603
33|interferon-
gamma-mediated
signaling
pathway;GO:003811
0|interleukin-2-
mediated signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
00165|MAPK
cascade;GO:003808
3|peptidyl-tyrosine
autophosphorylatio
n;GO:1903672|positi
ve regulation of
sprouting
angiogenesis;GO:00
06468|protein
phosphorylation;GO
:0042127|regulation
of cell
proliferation;GO:00
60334|regulation of
interferon-gamma-
mediated signaling
pathway;GO:006033
8|regulation of type
I interferon-
mediated signaling

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00058
29|cytosol;GO:0012
505|endomembrane
system;GO:0031234|
extrinsic component
of cytoplasmic side
of plasma
membrane;GO:0005
925|focal
adhesion;GO:00056
34|nucleus;

GO:0005524|ATP
binding;GO:000513
1|growth hormone
receptor
binding;GO:004687
2|metal ion
binding;GO:000471
5|non-membrane
spanning protein
tyrosine kinase
activity;GO:0019903
|protein
phosphatase
binding;GO:000471
3|protein tyrosine
kinase
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0005102
|receptor
binding;GO:003162
5|ubiquitin protein
ligase binding;

K11217 JAK1; Janus kinase
1 [EC:2.7.10.2]

ENSG00000162521 2 7 3 2 3.435401126 5 2 4 3 0.533490574 0.499856712 0.619972008 up no RBBP4 protein_coding chr1:32651142-
32686211:+

gi|544482803|ref|XP
_005576572.1| 2332 0

PREDICTED:
histone-binding
protein RBBP4-like
[Macaca
fascicularis]

gi|207029375|ref|N
M_005610.2| 7943 0

Homo sapiens
retinoblastoma
binding protein 4
(RBBP4), transcript
variant 1, mRNA

O93377 51.2 1.00E-06 Histone-binding
protein RBBP4-A . . . . pfam12265 CAF1C_H4-bd

Histone-binding
protein RBBP4 or
subunit C of CAF1
complex. The CAF-
1 complex is a
conserved
heterotrimeric
protein complex
that promotes
histone H3 and H4
deposition onto
newly synthesized
DNA during
replication or DNA
repair; specifically it
facilitates
replication-
dependent
nucleosome
assembly with the
major histone H3
(H3.1). This domain
is an alpha helix
which sits just
upstream of the
WD40 seven-bladed
beta-propeller in the
human RbAp46
protein. RbAp46
folds into the beta-
propeller and binds
histone H4 in a
groove formed
between this N-
terminal helix and

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:000
7049|cell
cycle;GO:0031497|c
hromatin
assembly;GO:00165
69|covalent
chromatin
modification;GO:00
06338|chromatin
remodeling;GO:000
0183|chromatin
silencing at
rDNA;GO:0006260|
DNA
replication;GO:0006
335|DNA
replication-
dependent
nucleosome
assembly;GO:00063
36|DNA replication-
independent
nucleosome
assembly;GO:00604
16|response to
growth
hormone;GO:00063
51|transcription,
DNA-templated;

GO:0033186|CAF-1
complex;GO:003509
8|ESC/E(Z)
complex;GO:000079
0|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0016581|NuRD
complex;GO:001658
9|NURF
complex;GO:004323
4|protein complex;

GO:0008094|DNA-
dependent ATPase
activity;GO:0042826
|histone deacetylase
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA binding;

K10752

RBBP4, HAT2,
CAF1, MIS16;
histone-binding
protein RBBP4

ENSG00000162545 89 99 135 114 129.2935023 125 150 204 150 0.07076288 0.819525587 0.878750104 up no CAMK2N1 protein_coding chr1:20482391-
20486220:-

gi|119615331|gb|EA
W94925.1| 362 2.00E-37 hCG2042223, partial

[Homo sapiens]
gi|115387115|ref|N
M_018584.5| 2336 0

Homo sapiens
calcium/calmodulin-
dependent protein
kinase II inhibitor 1
(CAMK2N1),
mRNA

Q7Z7J9 133 5.00E-35
Calcium/calmodulin
-dependent protein
kinase II inhibitor 1

. . . . pfam15170 CaM-KIIN

Calcium/calmodulin
-dependent protein
kinase II inhibitor.
CaM-KIIN is the
inhibitor of
Calcium/calmodulin
-dependent protein
kinase II (CaMKII).
CaMKII plays a
central part in long-
term potentiation,
which underlies
some forms of
learning and
memory. CaM-KIIN
is a natural, specific
inhibitor of
CaMKII. This
family is found in
eukaryotes.

.

GO:0030054|cell
junction;GO:003042
5|dendrite;GO:0043
025|neuronal cell
body;GO:0014069|p
ostsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0008427|calciu
m-dependent
protein kinase
inhibitor activity;

. .

ENSG00000162599 5 11 5 9 11.38815633 21 14 12 25 -0.742630519 0.119027102 0.212583383 down no NFIA protein_coding chr1:60865259-
61462793:+

gi|194388996|dbj|B
AG61515.1| 2101 0

unnamed protein
product [Homo
sapiens]

gi|224465179|ref|N
M_001134673.3| 9482 0

Homo sapiens
nuclear factor I/A
(NFIA), transcript
variant 1, mRNA

P09414 392 4.00E-130 Nuclear factor 1 A-
type . . . . pfam00859 CTF_NFI

CTF/NF-I family
transcription
modulation region.

GO:0006260|DNA
replication;GO:0000
122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00140
70|response to
organic cyclic
compound;GO:0006
351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA binding;

K09168 NFIA; nuclear
factor I/A



ENSG00000162601 0 0 0 0 0.306241289 2 0 1 0 -1.486957605 0.620259419 NA down no MYSM1 protein_coding chr1:58654739-
58700092:-

gi|148227842|ref|NP
_001078956.1| 4150 0

histone H2A
deubiquitinase
MYSM1 [Homo
sapiens]

gi|328927063|ref|N
M_001085487.2| 7768 0

Homo sapiens Myb-
like, SWIRM and
MPN domains 1
(MYSM1), mRNA

Q5VVJ2 220 1.00E-66
Histone H2A
deubiquitinase
MYSM1

SPAC17G6.10 56.6 7.00E-07 COG5259 pfam04433 SWIRM

SWIRM domain.
This SWIRM
domain is a small
alpha-helical
domain of about 85
amino acid residues
found in
chromosomal
proteins. It contains
a helix-turn helix
motif and binds to
DNA.

GO:0006338|chrom
atin
remodeling;GO:003
5522|monoubiquitin
ated histone H2A
deubiquitination;GO
:0045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00303
34|regulation of cell
migration;GO:00517
97|regulation of hair
follicle
development;GO:00
06351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004239
3|histone
binding;GO:004687
2|metal ion
binding;GO:000823
7|metallopeptidase
activity;GO:0032403
|protein complex
binding;GO:000484
3|ubiquitin-specific
protease
activity;GO:0003713
|transcription
coactivator activity;

K11865 MYSM1; protein
MYSM1

ENSG00000162607 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no USP1 protein_coding chr1:62436297-
62451804:+

gi|31543910|ref|NP_
003359.3| 4067 0

ubiquitin carboxyl-
terminal hydrolase 1
[Homo sapiens]

gi|63053520|ref|NM
_003368.4| 3939 0

Homo sapiens
ubiquitin specific
peptidase 1 (USP1),
transcript variant 1,
mRNA

O94782 380 3.00E-124 Ubiquitin carboxyl-
terminal hydrolase 1 . . . . pfam00443 UCH Ubiquitin carboxyl-

terminal hydrolase.

GO:0042769|DNA
damage response,
detection of DNA
damage;GO:003629
7|interstrand cross-
link
repair;GO:0035520|
monoubiquitinated
protein
deubiquitination;GO
:0016579|protein
deubiquitination;GO
:0006282|regulation
of DNA
repair;GO:0009411|r
esponse to
UV;GO:0001501|ske
letal system
development;GO:00
06511|ubiquitin-
dependent protein
catabolic process;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0004197|cystein
e-type
endopeptidase
activity;GO:0004843
|ubiquitin-specific
protease activity;

K11832

USP1; ubiquitin
carboxyl-terminal
hydrolase 1
[EC:3.4.19.12]

ENSG00000162613 8 5 7 9 8.206841103 5 12 10 11 0.184950764 0.731489559 0.807813792 up no FUBP1 protein_coding chr1:77944055-
77979110:-

gi|675693974|ref|XP
_008958165.1| 1984 0

PREDICTED: far
upstream element-
binding protein 1
isoform X1 [Pan
paniscus]

gi|426330095|ref|X
M_004026011.1| 2342 0

PREDICTED:
Gorilla gorilla
gorilla far upstream
element (FUSE)
binding protein 1,
transcript variant 1
(FUBP1), mRNA

Q32PX7 87.4 4.00E-18
Far upstream
element-binding
protein 1

. . . . pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000372
3|RNA binding;

K13210
FUBP; far upstream
element-binding
protein

ENSG00000162630 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no B3GALT2 protein_coding chr1:193179045-
193186654:-

gi|4502339|ref|NP_0
03774.1| 2292 0

beta-1,3-
galactosyltransferas
e 2 [Homo sapiens]

gi|208431822|ref|N
M_003783.3| 3233 0

Homo sapiens UDP-
Gal:betaGlcNAc
beta 1,3-
galactosyltransferas
e, polypeptide 2
(B3GALT2), mRNA

O43825 887 0
Beta-1,3-
galactosyltransferas
e 2

. . . . pfam01762 Galactosyl_T

Galactosyltransferas
e. This family
includes the
galactosyltransferas
es UDP-galactose:2-
acetamido-2-deoxy-
D-glucose3beta-
galactosyltransferas
e and UDP-
Gal:beta-GlcNAc
beta 1,3-
galactosyltranferase.
Specific
galactosyltransferas
es transfer galactose
to GlcNAc terminal
chains in the
synthesis of the
lacto-series
oligosaccharides
types 1 and 2.

GO:0009312|oligosa
ccharide
biosynthetic
process;GO:000648
6|protein
glycosylation;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0008499|UDP-
galactose:beta-N-
acetylglucosamine
beta-1,3-
galactosyltransferas
e activity;

K07820
B3GALT2; beta-1,3-
galactosyltransferas
e 2 [EC:2.4.1.-]

ENSG00000162631 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no NTNG1 protein_coding chr1:107140007-
107483458:+

gi|332237440|ref|XP
_003267911.1| 2809 0

PREDICTED:
netrin-G1 isoform
X1 [Nomascus
leucogenys]

gi|4589595|dbj|AB0
23193.1| 4688 0

Homo sapiens
mRNA for
KIAA0976 protein,
partial cds

Q9Y2I2 744 0 Netrin-G1 . . . . pfam00055 Laminin_N Laminin N-terminal
(Domain VI).

GO:0007409|axonog
enesis;

GO:0046658|anchor
ed component of
plasma membrane;

. K07522 NTNG1; netrin-G1

ENSG00000162650 4 2 4 1 3.249435553 4 5 1 4 0.321411145 0.712962044 0.797488471 up no ATXN7L2 protein_coding chr1:109483479-
109492804:+

gi|530361755|ref|XP
_005270503.1| 3127 0

PREDICTED:
ataxin-7-like protein
2 isoform X2
[Homo sapiens]

gi|21748607|dbj|AK
090460.1| 4348 0

Homo sapiens
mRNA for
FLJ00381 protein

Q5T6C5 181 5.00E-51 Ataxin-7-like
protein 2 . . . . pfam08313 SCA7

SCA7, zinc-binding
domain. This
domain is found in
the protein
Sgf73/Sca7 which is
a component of the
multihistone
acetyltransferase
complexes SAGA
and SILK. This
domain is also
found in Ataxin-7, a
human protein
which in its
polyglutamine
expanded
pathological form,
is responsible for
the
neurodegenerative
disease
spinocerebellar
ataxia 7 (SCA7).
Ataxin-7 is an
integral component
of the mammalian
SAGA-like
complexes, the
TATA-binding
protein-free TAF-
containing complex
(TFTC) and the
SPT3/TAF9/GCN5
acetyltransferase
complex (STAGA)

GO:0006955|immun
e
response;GO:00603
33|interferon-
gamma-mediated
signaling
pathway;GO:006033
7|type I interferon
signaling pathway;

GO:0005829|cytosol
;GO:0000139|Golgi
membrane;GO:0048
471|perinuclear
region of cytoplasm;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

K11318 ATXN7, SCA7;
ataxin-7

ENSG00000162664 6 21 7 33 21.57806687 27 35 32 36 -0.52777011 0.207214597 0.325248228 down no ZNF326 protein_coding chr1:89995112-
90035531:+

gi|397473936|ref|XP
_003808451.1| 2244 0

PREDICTED:
DBIRD complex
subunit ZNF326
isoform X1 [Pan
paniscus]

gi|10432522|emb|AL
161797.10| 8180 0

Human DNA
sequence from
clone RP5-871E2 on
chromosome
1p22.2-31.1,
complete sequence

Q5BKZ1 506 3.00E-170 DBIRD complex
subunit ZNF326 . . . . pfam04988 AKAP95

A-kinase anchoring
protein 95
(AKAP95). A-
kinase (or PKA)-
anchoring protein
AKAP95 is
implicated in mitotic
chromosome
condensation by
acting as a targeting
molecule for the
condensin complex.
The protein
contains two zinc
fingers which are
thought to mediate
the binding of
AKAP95 to DNA.

GO:0006397|mRNA
processing;GO:0032
784|regulation of
DNA-templated
transcription,
elongation;GO:0043
484|regulation of
RNA
splicing;GO:000838
0|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0044609|DBIRD
complex;GO:001636
3|nuclear matrix;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000099
3|RNA polymerase
II core binding;

K13204 ZNF326; zinc finger
protein 326

ENSG00000162670 9 10 14 5 9.96076252 8 12 10 9 0.592352956 0.278739029 0.402906706 up no BRINP3 protein_coding chr1:190097662-
190478404:-

gi|39979638|ref|NP_
950252.1| 4142 0

BMP/retinoic acid-
inducible neural-
specific protein 3
precursor [Homo
sapiens]

gi|635131876|ref|X
M_007989133.1| 2957 0

PREDICTED:
Chlorocebus
sabaeus bone
morphogenetic
protein/retinoic acid
inducible neural-
specific 3
(BRINP3),
transcript variant
X5, mRNA

Q76B58 332 1.00E-106
BMP/retinoic acid-
inducible neural-
specific protein 3

. . . . pfam01823 MACPF

MAC/Perforin
domain. The
membrane-attack
complex (MAC) of
the complement
system forms
transmembrane
channels. These
channels disrupt the
phospholipid
bilayer of target
cells, leading to cell
lysis and death. A
number of proteins
participate in the
assembly of the
MAC. Freshly
activated C5b binds
to C6 to form a
C5b-6 complex,
then to C7 forming
the C5b-7 complex.
The C5b-7 complex
binds to C8, which
is composed of
three chains (alpha,
beta, and gamma),
thus forming the
C5b-8 complex.
C5b-8 subsequently
binds to C9 and acts
as a catalyst in the
polymerization of
C9. Active MAC
has a subunit

GO:0007050|cell
cycle
arrest;GO:0071300|c
ellular response to
retinoic
acid;GO:0045930|ne
gative regulation of
mitotic cell
cycle;GO:0045666|p
ositive regulation of
neuron
differentiation;

GO:0030425|dendrit
e;GO:0005783|endo
plasmic
reticulum;GO:00055
76|extracellular
region;GO:0005739|
mitochondrion;GO:
0043025|neuronal
cell body;

. . .

ENSG00000162702 6 12 9 13 11.26618169 15 10 11 20 0.039196538 0.930699616 0.958869159 up no ZNF281 protein_coding chr1:200404940-
200410056:-

gi|6912752|ref|NP_0
36614.1| 3959 0

zinc finger protein
281 isoform 1
[Homo sapiens]

gi|526253062|ref|N
M_012482.4| 4885 0

Homo sapiens zinc
finger protein 281
(ZNF281), transcript
variant 1, mRNA

Q9Y2X9 1444 0 Zinc finger protein
281 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0010172|embry
onic body
morphogenesis;GO:
0010629|negative
regulation of gene
expression;GO:0000
122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00488
63|stem cell
differentiation;GO:0
006351|transcription
, DNA-templated;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0001047|core
promoter
binding;GO:004687
2|metal ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .



ENSG00000162706 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no CADM3 protein_coding chr1:159171609-
159203313:+

gi|11056046|ref|NP_
067012.1| 2139 0

cell adhesion
molecule 3 isoform
1 precursor [Homo
sapiens]

gi|187608362|ref|N
M_001127173.1| 3559 0

Homo sapiens cell
adhesion molecule 3
(CADM3),
transcript variant 2,
mRNA

Q8N126 760 0 Cell adhesion
molecule 3 . . . . pfam08205 C2-set_2

CD80-like C2-set
immunoglobulin
domain. These
domains belong to
the immunoglobulin
superfamily.

GO:0034332|adhere
ns junction
organization;GO:00
08037|cell
recognition;GO:000
7157|heterophilic
cell-cell adhesion
via plasma
membrane cell
adhesion
molecules;GO:0007
156|homophilic cell
adhesion via plasma
membrane adhesion
molecules;GO:0008
104|protein
localization;

GO:0005913|cell-
cell adherens
junction;GO:000591
1|cell-cell
junction;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0050839|cell
adhesion molecule
binding;GO:004280
3|protein
homodimerization
activity;GO:0004872
|receptor
activity;GO:0005102
|receptor binding;

K06780
CADM3, IGSF4B,
NECL1, TSLL1; cell
adhesion molecule 3

ENSG00000162728 34 26 33 13 20.70573228 13 3 9 9 2.32516698 8.76E-05 0.00094105 up yes KCNJ9 protein_coding chr1:160081570-
160090563:+

gi|296489807|tpg|D
AA31920.1| 1819 0

TPA: potassium
inwardly-rectifying
channel, subfamily
J, member 9
isoform 2 [Bos
taurus]

gi|635103746|ref|X
M_007976532.1| 3080 0

PREDICTED:
Chlorocebus
sabaeus potassium
inwardly-rectifying
channel, subfamily
J, member 9
(KCNJ9), transcript
variant X6, mRNA

Q92806 704 0
G protein-activated
inward rectifier
potassium channel 3

. . . . pfam01007 IRK Inward rectifier
potassium channel.

GO:0010107|potassi
um ion import;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0015467|G-
protein activated
inward rectifier
potassium channel
activity;GO:0005242
|inward rectifier
potassium channel
activity;

K05002

KCNJ9; potassium
inwardly-rectifying
channel subfamily J
member 9

ENSG00000162734 266 986 313 2106 1559.439064 3339 3009 2258 2420 -1.258563886 0.006425351 0.026184058 down yes PEA15 protein_coding chr1:160205337-
160215376:+

gi|662033922|ref|NP
_001284505.1| 753 6.00E-91

astrocytic
phosphoprotein
PEA-15 isoform a
[Homo sapiens]

gi|18490930|gb|BC0
22554.1| 2453 0

Homo sapiens
phosphoprotein
enriched in
astrocytes 15,
mRNA (cDNA
clone MGC:26842
IMAGE:4820225),
complete cds

Q5U318 247 1.00E-75
Astrocytic
phosphoprotein
PEA-15

. . . . pfam01335 DED Death effector
domain.

GO:0006915|apopto
tic
process;GO:000864
3|carbohydrate
transport;GO:00000
77|DNA damage
checkpoint;GO:1902
042|negative
regulation of
extrinsic apoptotic
signaling pathway
via death domain
receptors;GO:00463
25|negative
regulation of
glucose
import;GO:1902043|
positive regulation
of extrinsic
apoptotic signaling
pathway via death
domain
receptors;GO:00432
78|response to
morphine;

GO:0005737|cytopla
sm; . . .

ENSG00000162775 0 0 0 0 0.399066237 1 1 1 1 -1.873889225 0.346507732 NA down no RBM15 protein_coding chr1:110338506-
110346681:+

gi|685516898|ref|XP
_009213225.1| 3822 0

PREDICTED:
putative RNA-
binding protein 15
isoform X2 [Papio
anubis]

gi|27769251|gb|BC0
42587.1| 4226 0

Homo sapiens
cDNA clone
IMAGE:4837213,
containing frame-
shift errors

Q96T37 1429 0 Putative RNA-
binding protein 15 . . . . pfam07744 SPOC

SPOC domain. The
SPOC (Spen
paralogue and
orthologue C-
terminal) domain is
involved in
developmental
signalling.

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
45638|negative
regulation of
myeloid cell
differentiation;GO:0
001569|patterning of
blood
vessels;GO:0060674
|placenta blood
vessel
development;GO:00
07221|positive
regulation of
transcription of
Notch receptor
target;GO:0048536|s
pleen
development;GO:00
60412|ventricular
septum
morphogenesis;GO:
0016032|viral

GO:0031965|nuclear
membrane;GO:0016
607|nuclear
speck;GO:0005654|
nucleoplasm;

GO:0003676|nucleic
acid
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;

K13190 RBM15; RNA-
binding protein 15

ENSG00000162783 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no IER5 protein_coding chr1:181088712-
181092899:+

gi|7981270|emb|CA
B91983.1| 957 1.00E-114 hypothetical protein

[Homo sapiens]
gi|20218553|emb|AL
356267.27| 4188 0

Human DNA
sequence from
clone RP11-309G3
on chromosome 1,
complete sequence

Q5VY09 372 1.00E-115
Immediate early
response gene 5
protein

. . . . pfam05760 IER

Immediate early
response protein
(IER). This family
consists of several
eukaryotic
immediate early
response (IER) 2
and 5 proteins. The
role of IER5 is
unclear although it
play an important
role in mediating
the cellular response
to mitogenic signals.
Again, little is
known about the
function of IER2
although it is
thought to play a
role in mediating
the cellular
responses to a
variety of
extracellular signals.

GO:0043046|DNA
methylation
involved in gamete
generation;GO:0030
719|P granule
organization;GO:00
07286|spermatid
development;

GO:0033391|chrom
atoid
body;GO:0071546|p
i-body;

. . .

ENSG00000162889 0 0 0 1 1.294299433 3 5 1 3 -2.728734169 0.057508817 0.125737163 down no MAPKAPK2 protein_coding chr1:206684944-
206734283:+

gi|402857404|ref|XP
_003893247.1| 1830 0

PREDICTED: MAP
kinase-activated
protein kinase 2
isoform X2 [Papio
anubis]

gi|341865588|ref|N
M_032960.3| 2961 0

Homo sapiens
mitogen-activated
protein kinase-
activated protein
kinase 2
(MAPKAPK2),
transcript variant 2,
mRNA

P49136 100 2.00E-25
MAP kinase-
activated protein
kinase 2 (Fragment)

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0070935|3'-
UTR-mediated
mRNA
stabilization;GO:000
6974|cellular
response to DNA
damage
stimulus;GO:003157
2|G2 DNA damage
checkpoint;GO:0006
954|inflammatory
response;GO:00443
51|macropinocytosis
;GO:0032675|regulat
ion of interleukin-6
production;GO:0032
680|regulation of
tumor necrosis
factor
production;GO:0034
097|response to
cytokine;GO:003249
6|response to
lipopolysaccharide;
GO:0002224|toll-
like receptor
signaling pathway;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K04443

MAPKAPK2;
mitogen-activated
protein kinase-
activated protein
kinase 2
[EC:2.7.11.1]

ENSG00000162923 16 24 16 49 36.95007592 70 63 43 51 -0.637643758 0.060904546 0.130531225 down no WDR26 protein_coding chr1:224385143-
224437033:-

gi|62089360|dbj|BA
D93124.1| 2881 0

WD repeat domain
26 variant [Homo
sapiens]

gi|264681557|ref|N
M_025160.6| 6872 0

Homo sapiens WD
repeat domain 26
(WDR26), transcript
variant 1, mRNA

Q8C6G8 237 2.00E-71
WD repeat-
containing protein
26

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

. . .

ENSG00000162951 0 0 0 1 1.307828421 3 1 4 4 -2.740201139 0.05532349 0.122815317 down no LRRTM1 protein_coding chr2:80288351-
80304749:-

gi|86990456|ref|NP_
849161.2| 2592 0

leucine-rich repeat
transmembrane
neuronal protein 1
precursor [Homo
sapiens]

gi|37181739|gb|AY3
58310.1| 4008 0

Homo sapiens clone
DNA59588
DFLL675
(UNQ675) mRNA,
complete cds

A1A4H9 184 1.00E-53
Leucine-rich repeat
transmembrane
neuronal protein 1

SPy1798 91.3 9.00E-18 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:004642
6|negative
regulation of JAK-
STAT
cascade;GO:000646
9|negative
regulation of
protein kinase
activity;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:001
6021|integral
component of
membrane;GO:0045
211|postsynaptic
membrane;

GO:0004860|protein
kinase inhibitor
activity;

K16665

LRRTM1_2;
leucine-rich repeat
transmembrane
neuronal protein 1/2

ENSG00000162981 0 0 0 1 1.227541783 6 1 4 0 -2.636277195 0.120006544 0.214112396 down no FAM84A protein_coding chr2:14632686-
14650814:+

gi|426334772|ref|XP
_004028911.1| 1594 0

PREDICTED: LOW
QUALITY
PROTEIN: protein
FAM84A [Gorilla
gorilla gorilla]

gi|281371407|ref|N
M_145175.2| 6355 0

Homo sapiens
family with
sequence similarity
84, member A
(FAM84A), mRNA

Q96KN4 530 8.00E-171 Protein FAM84A . . . . pfam04970 LRAT

Lecithin retinol
acyltransferase. The
full-length members
of this family are
representatives of a
novel class II
tumor-suppressor
family, designated
as H-REV107-like.
This domain is the
catalytic N-terminal
proline-rich region
of the protein. The
downstream region
is a putative C-
terminal
transmembrane
domain which is
found to be crucial
for cellular
localisation, but not
necessary for the
enzyme activity. H-
REV107-like
proteins are
homologous to
lecithin retinol
acyltransferase
(LRAT), an enzyme
that catalyses the
transfer of the sn-1
acyl group of
phosphatidylcholine
to all-trans-retinol
and forming a

GO:0007264|small
GTPase mediated
signal transduction;

GO:0005622|intracel
lular;

GO:0005525|GTP
binding; . .

ENSG00000162989 0 0 0 0 1.195399046 4 3 2 3 -3.457338125 0.017295487 0.053235753 down no KCNJ3 protein_coding chr2:154698299-
154858352:+

gi|74004380|ref|XP_
545477.2| 2554 0

PREDICTED: G
protein-activated
inward rectifier
potassium channel 1
isoform X2 [Canis
lupus familiaris]

gi|386781835|ref|N
M_002239.3| 4739 0

Homo sapiens
potassium channel,
inwardly rectifying
subfamily J,
member 3 (KCNJ3),
transcript variant 1,
mRNA

P48549 987 0
G protein-activated
inward rectifier
potassium channel 1

. . . . pfam01007 IRK Inward rectifier
potassium channel.

GO:0010107|potassi
um ion
import;GO:0006813|
potassium ion
transport;GO:00516
02|response to
electrical stimulus;

GO:0009897|externa
l side of plasma
membrane;GO:0005
886|plasma
membrane;GO:0030
315|T-
tubule;GO:0008076|
voltage-gated
potassium channel
complex;

GO:0015467|G-
protein activated
inward rectifier
potassium channel
activity;

K04997

KCNJ3; potassium
inwardly-rectifying
channel subfamily J
member 3



ENSG00000162992 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NEUROD1 protein_coding chr2:181673088-
181680876:-

gi|311033428|sp|Q1
3562.3|NDF1_HUM
AN

1620 0

RecName:
Full=Neurogenic
differentiation
factor 1;
Short=NeuroD;
Short=NeuroD1;
AltName:
Full=Class A basic
helix-loop-helix
protein 3;
Short=bHLHa3

gi|380254474|ref|N
M_002500.4| 2638 0

Homo sapiens
neuronal
differentiation 1
(NEUROD1),
mRNA

Q13562 628 0
Neurogenic
differentiation
factor 1

. . . . pfam12533 Neuro_bHLH

Neuronal helix-
loop-helix
transcription factor.
This domain family
is found in
eukaryotes, and is
approximately 80
amino acids in
length. The family
is found C-terminal
to pfam00010.
There is a single
completely
conserved residue
W that may be
functionally
important. Neuronal
basic helix-loop-
helix (bHLH)
transcription factors
such as neuroD and
neurogenin have
been shown to play
important roles in
neuronal
development.

GO:0035881|amacri
ne cell
differentiation;GO:0
009952|anterior/post
erior pattern
specification;GO:00
71333|cellular
response to glucose
stimulus;GO:002154
9|cerebellum
development;GO:00
21542|dentate gyrus
development;GO:00
48562|embryonic
organ
morphogenesis;GO:
0031018|endocrine
pancreas
development;GO:00
35883|enteroendocri
ne cell
differentiation;GO:0
042593|glucose
homeostasis;GO:004
8839|inner ear
development;GO:00
30073|insulin
secretion;GO:00464
26|negative
regulation of JAK-
STAT
cascade;GO:200067
5|negative
regulation of type B
pancreatic cell

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0090
575|RNA
polymerase II
transcription factor
complex;

GO:0003682|chrom
atin
binding;GO:007088
8|E-box
binding;GO:004698
2|protein
heterodimerization
activity;GO:0001102
|RNA polymerase II
activating
transcription factor
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0003713
|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000813
4|transcription
factor
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II

K08033

NEUROD1;
neurogenic
differentiation
factor 1

ENSG00000163029 0 0 0 2 0.606654974 0 0 1 3 -0.542805557 0.806307005 NA down no SMC6 protein_coding chr2:17663812-
17800242:-

gi|13375848|ref|NP_
078900.1| 5611 0

structural
maintenance of
chromosomes
protein 6 [Homo
sapiens]

gi|214010215|ref|N
M_001142286.1| 5233 0

Homo sapiens
structural
maintenance of
chromosomes 6
(SMC6), transcript
variant 1, mRNA

Q96SB8 2165 0

Structural
maintenance of
chromosomes
protein 6

YLR383w 272 6.00E-74 COG1196 pfam02463 SMC_N

RecF/RecN/SMC N
terminal domain.
This domain is
found at the N
terminus of SMC
proteins. The SMC
(structural
maintenance of
chromosomes)
superfamily
proteins have ATP-
binding domains at
the N- and C-
termini, and two
extended coiled-coil
domains separated
by a hinge in the
middle. The
eukaryotic SMC
proteins form two
kind of
heterodimers: the
SMC1/SMC3 and
the SMC2/SMC4
types. These
heterodimers
constitute an
essential part of
higher order
complexes, which
are involved in
chromatin and DNA
dynamics.   This
family also includes
the RecF and RecN

GO:0006974|cellular
response to DNA
damage
stimulus;GO:009039
8|cellular
senescence;GO:0000
724|double-strand
break repair via
homologous
recombination;GO:0
051984|positive
regulation of
chromosome
segregation;GO:001
6925|protein
sumoylation;GO:00
71139|resolution of
recombination
intermediates;GO:00
00722|telomere
maintenance via
recombination;

GO:0000781|chrom
osome, telomeric
region;GO:0035061|
interchromatin
granule;GO:0005622
|intracellular;GO:00
16607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
016605|PML
body;GO:0000803|s
ex
chromosome;GO:00
35861|site of
double-strand
break;GO:0030915|
Smc5-Smc6
complex;

GO:0005524|ATP
binding;GO:003162
5|ubiquitin protein
ligase binding;

. .

ENSG00000163032 1 4 1 12 20.64426681 44 34 40 68 -2.942322729 2.17E-07 1.08E-05 down yes VSNL1 protein_coding chr2:17539126-
17657018:+

gi|795360679|ref|XP
_011747608.1| 1038 7.00E-145

PREDICTED:
visinin-like protein
1 isoform X1
[Macaca
nemestrina]

gi|13874453|dbj|AB
060821.1| 1987 0

Macaca fascicularis
brain cDNA
clone:QflA-12232,
similar to human
visinin-lik1
1(VSNL1), mRNA,
NM_003385.2

P62762 222 8.00E-72 Visinin-like protein
1 SPAC18B11.04 231 1.00E-73 COG5126 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000163041 19 35 11 43 24.57412476 20 23 31 24 0.613793915 0.10250152 0.188299089 up no H3F3A protein_coding chr1:226061851-
226072001:+

gi|741930602|ref|XP
_005208273.2| 771 3.00E-99

PREDICTED: LOW
QUALITY
PROTEIN: histone
H3.3 isoform X2
[Bos taurus]

gi|20338445|emb|AL
512343.21| 1617 0

Human DNA
sequence from
clone RP11-396C23
on chromosome 1,
complete sequence

Q6P823 273 4.00E-90 Histone H3.3 . . . . pfam00125 Histone Core histone
H2A/H2B/H3/H4.

GO:0006334|nucleo
some assembly;

GO:0000786|nucleo
some;GO:0005634|n
ucleus;

GO:0031492|nucleo
somal DNA
binding;

K11253 H3; histone H3

ENSG00000163053 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no SLC16A14 protein_coding chr2:230034974-
230068999:-

gi|41327156|ref|NP_
689740.2| 2608 0

monocarboxylate
transporter 14
[Homo sapiens]

gi|296010991|ref|N
M_152527.4| 4398 0

Homo sapiens
solute carrier family
16, member 14
(SLC16A14),
mRNA

Q7RTX9 95.1 1.00E-21 Monocarboxylate
transporter 14 . . . . pfam07690 MFS_1 Major Facilitator

Superfamily. .

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0008028|monoc
arboxylic acid
transmembrane
transporter
activity;GO:0015293
|symporter activity;

K08190

SLC16A14; MFS
transporter, MCP
family, solute
carrier family 16
(monocarboxylic
acid transporters),
member 14

ENSG00000163064 0 0 0 0 0.778637715 1 2 0 5 -2.844454009 0.149682925 NA down no EN1 protein_coding chr2:118842171-
118847678:-

gi|7495588|gb|AAA
53502.2| 1095 2.00E-138 engrailed protein

[Homo sapiens]
gi|126090908|ref|N
M_001426.3| 2457 0

Homo sapiens
engrailed homeobox
1 (EN1), mRNA

Q05925 426 9.00E-140 Homeobox protein
engrailed-1 . . . . pfam00046 Homeobox Homeobox domain.

GO:0008344|adult
locomotory
behavior;GO:00096
53|anatomical
structure
morphogenesis;GO:
0021549|cerebellum
development;GO:00
71542|dopaminergic
neuron
differentiation;GO:0
009953|dorsal/ventr
al pattern
formation;GO:0042
756|drinking
behavior;GO:19904
03|embryonic brain
development;GO:00
35115|embryonic
forelimb
morphogenesis;GO:
0030901|midbrain
development;GO:00
30917|midbrain-
hindbrain boundary
development;GO:00
35264|multicellular
organism
growth;GO:0043524
|negative regulation
of neuron apoptotic
process;GO:000012
2|negative
regulation of
transcription from

GO:0005634|nucleu
s;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09319 EN; homeobox
protein engrailed

ENSG00000163125 0 0 0 0 1.085404606 2 5 1 3 -3.321409954 0.032643515 0.083582807 down no RPRD2 protein_coding chr1:150363091-
150476566:+

gi|20521059|dbj|BA
A32305.2| 5833 0 KIAA0460 protein

[Homo sapiens]
gi|544402806|ref|X
M_005541996.1| 7027 0

PREDICTED:
Macaca fascicularis
regulation of
nuclear pre-mRNA
domain containing 2
(RPRD2), transcript
variant X2, mRNA

Q5VT52 262 7.00E-77

Regulation of
nuclear pre-mRNA
domain-containing
protein 2

. . . . pfam04818 CTD_bind

RNA polymerase II-
binding domain.
This domain binds
to the
phosphorylated C-
terminal domain
(CTD) of RNA
polymerase II.

GO:0042795|snRNA
transcription from
RNA polymerase II
promoter;

GO:0016591|DNA-
directed RNA
polymerase II,
holoenzyme;GO:000
5654|nucleoplasm;

. . .

ENSG00000163191 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no S100A11 protein_coding chr1:152032506-
152047907:-

gi|725576672|ref|XP
_010340417.1| 580 4.00E-71

PREDICTED:
uncharacterized
protein
LOC101045489
[Saimiri boliviensis
boliviensis]

gi|5032056|ref|NM_
005620.1| 594 0

Homo sapiens S100
calcium binding
protein A11
(S100A11), mRNA

P31949 217 5.00E-71 Protein S100-A11 . . . . pfam01023 S_100

S-100/ICaBP type
calcium binding
domain. The S-100
domain is a
subfamily of the
EF-hand calcium
binding proteins.

GO:0008285|negativ
e regulation of cell
proliferation;GO:00
08156|negative
regulation of DNA
replication;GO:0007
165|signal
transduction;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00056
15|extracellular
space;GO:0005634|n
ucleus;GO:0001726|
ruffle;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00055
09|calcium ion
binding;GO:004830
6|calcium-
dependent protein
binding;GO:004280
3|protein
homodimerization
activity;GO:0044548
|S100 protein
binding;

. .

ENSG00000163220 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no S100A9 protein_coding chr1:153357854-
153361027:+

gi|4506773|ref|NP_0
02956.1| 606 1.00E-77 protein S100-A9

[Homo sapiens]
gi|114520589|ref|N
M_002965.3| 577 0

Homo sapiens S100
calcium binding
protein A9
(S100A9), mRNA

P06702 238 5.00E-79 Protein S100-A9 . . . . pfam01023 S_100

S-100/ICaBP type
calcium binding
domain. The S-100
domain is a
subfamily of the
EF-hand calcium
binding proteins.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
006919|activation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:000691
5|apoptotic
process;GO:001400
2|astrocyte
development;GO:00
06914|autophagy;G
O:0007267|cell-cell
signaling;GO:00326
02|chemokine
production;GO:0001
816|cytokine
production;GO:0042
742|defense
response to
bacterium;GO:0050
832|defense
response to
fungus;GO:0006954|
inflammatory
response;GO:00450
87|innate immune
response;GO:00025
23|leukocyte
migration involved
in inflammatory
response;GO:00704
88|neutrophil

GO:0005856|cytosk
eleton;GO:0005829|
cytosol;GO:0070062
|extracellular
exosome;GO:00310
12|extracellular
matrix;GO:0005576|
extracellular
region;GO:0005615|
extracellular
space;GO:0005634|n
ucleus;GO:0005886|
plasma membrane;

GO:0016209|antioxi
dant
activity;GO:0050544
|arachidonic acid
binding;GO:000550
9|calcium ion
binding;GO:000801
7|microtubule
binding;GO:005078
6|RAGE receptor
binding;GO:000487
1|signal transducer
activity;GO:0035662
|Toll-like receptor 4
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000163249 0 1 0 0 0.627259349 3 2 0 0 -1.478916892 0.488163249 NA down no CCNYL1 protein_coding chr2:207711540-
207761839:+

gi|530369914|ref|XP
_005246400.1| 1844 0

PREDICTED:
cyclin-Y-like
protein 1 isoform
X1 [Homo sapiens]

gi|530369913|ref|X
M_005246343.1| 3679 0

PREDICTED:
Homo sapiens
cyclin Y-like 1
(CCNYL1),
transcript variant
X1, mRNA

Q8N7R7 712 0 Cyclin-Y-like
protein 1 . . . . pfam00134 Cyclin_N

Cyclin, N-terminal
domain. Cyclins
regulate cyclin
dependent kinases
(CDKs). Human
cyclin-O is a Uracil-
DNA glycosylase
that is related to
other cyclins.
Cyclins contain two
domains of similar
all-alpha fold, of
which this family
corresponds with
the N-terminal
domain.

GO:0030317|sperm
motility;GO:000007
9|regulation of
cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0007283
|spermatogenesis;

GO:0005886|plasma
membrane; . . .



ENSG00000163273 0 0 2 0 0.655130726 1 0 1 1 0.099245628 0.959162231 NA up no NPPC protein_coding chr2:231921820-
231926403:-

gi|13249346|ref|NP_
077720.1| 306 9.00E-31

C-type natriuretic
peptide precursor
[Homo sapiens]

gi|635061478|ref|X
M_007966631.1| 849 0

PREDICTED:
Chlorocebus
sabaeus natriuretic
peptide C (NPPC),
mRNA

P23582 122 4.00E-34 C-type natriuretic
peptide . . . . pfam00212 ANP Atrial natriuretic

peptide.

GO:0006182|cGMP
biosynthetic
process;GO:000341
8|growth plate
cartilage
chondrocyte
differentiation;GO:0
003419|growth plate
cartilage
chondrocyte
proliferation;GO:00
08285|negative
regulation of cell
proliferation;GO:00
51053|negative
regulation of DNA
metabolic
process;GO:005144
7|negative
regulation of
meiotic cell
cycle;GO:1900194|n
egative regulation of
oocyte
maturation;GO:0001
503|ossification;GO:
0030828|positive
regulation of cGMP
biosynthetic
process;GO:004566
9|positive regulation
of osteoblast
differentiation;GO:0
045909|positive
regulation of

GO:0005576|extrace
llular
region;GO:0005615|
extracellular
space;GO:0030141|s
ecretory granule;

GO:0005102|recepto
r binding; K12336 NPPC; natriuretic

peptide C

ENSG00000163295 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ALPI protein_coding chr2:232456123-
232460032:+

gi|157266292|ref|NP
_001622.2| 2664 0

intestinal-type
alkaline
phosphatase
precursor [Homo
sapiens]

gi|397484042|ref|X
M_003813146.1| 2466 0

PREDICTED: Pan
paniscus alkaline
phosphatase,
intestinal (ALPI),
mRNA

P09923 1018 0
Intestinal-type
alkaline
phosphatase

XF0657 335 5.00E-103 COG1785 pfam00245 Alk_phosphatase Alkaline
phosphatase.

GO:0016311|dephos
phorylation;

GO:0031225|anchor
ed component of
membrane;GO:0016
021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004035|alkalin
e phosphatase
activity;GO:0000287
|magnesium ion
binding;GO:000202
0|protease
binding;GO:000827
0|zinc ion binding;

K01077

E3.1.3.1, phoA,
phoB; alkaline
phosphatase
[EC:3.1.3.1]

ENSG00000163297 0 5 0 0 0.632854387 0 0 0 0 3.134513354 0.310867301 NA up no ANTXR2 protein_coding chr4:79901149-
80125454:-

gi|62089412|dbj|BA
D93150.1| 2240 0

anthrax toxin
receptor 2 variant
[Homo sapiens]

gi|224809464|ref|N
M_058172.5| 7805 0

Homo sapiens
anthrax toxin
receptor 2
(ANTXR2),
transcript variant 1,
mRNA

P58335 219 7.00E-64 Anthrax toxin
receptor 2 . . . . pfam05587 Anth_Ig

Anthrax receptor
extracellular
domain. This region
is found in the
putatively
extracellular N-
terminal half of the
anthrax receptor. It
is probably part of
the Ig superfamily
and most closely
related to
pfam01833
(personal obs: C
Yeats).

GO:0022414|reprod
uctive
process;GO:190199
8|toxin transport;

GO:0005789|endopl
asmic reticulum
membrane;GO:0010
008|endosome
membrane;GO:0009
897|external side of
plasma
membrane;GO:0005
576|extracellular
region;GO:0016021|
integral component
of
membrane;GO:0005
886|plasma
membrane;

GO:0046872|metal
ion
binding;GO:000487
2|receptor activity;

. .

ENSG00000163320 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no CGGBP1 protein_coding chr3:88051944-
88149885:-

gi|823431689|ref|XP
_012422537.1| 922 9.00E-111

PREDICTED: LOW
QUALITY
PROTEIN: CGG
triplet repeat-
binding protein 1
[Odobenus
rosmarus divergens]

gi|21535910|gb|AC1
19733.2| 5298 0

Homo sapiens 3
RP11-159G9
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q9UFW8 220 2.00E-71 CGG triplet repeat-
binding protein 1 . . . . pfam12874 zf-met

Zinc-finger of C2H2
type. This is a zinc-
finger domain with
the
CxxCx(12)Hx(6)H
motif, found in
multiple copies in a
wide range of
proteins from plants
to metazoans. Some
member proteins,
particularly those
from plants, are
annotated as being
RNA-binding.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0003690|double
-stranded DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

. .

ENSG00000163349 13 9 0 3 7.132978384 13 3 4 11 0.35801613 0.693383195 0.783667465 up no HIPK1 protein_coding chr1:113929192-
113977869:+

gi|530362096|ref|XP
_005270666.1| 5869 0

PREDICTED:
homeodomain-
interacting protein
kinase 1 isoform X2
[Homo sapiens]

gi|319996635|ref|N
M_198268.2| 7927 0

Homo sapiens
homeodomain
interacting protein
kinase 1 (HIPK1),
transcript variant 1,
mRNA

Q86Z02 1905 0
Homeodomain-
interacting protein
kinase 1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0034333|adhere
ns junction
assembly;GO:00099
52|anterior/posterior
pattern
specification;GO:00
60216|definitive
hemopoiesis;GO:00
48596|embryonic
camera-type eye
morphogenesis;GO:
0060059|embryonic
retina
morphogenesis in
camera-type
eye;GO:0072577|en
dothelial cell
apoptotic
process;GO:009719
1|extrinsic apoptotic
signaling
pathway;GO:000165
4|eye
development;GO:00
42771|intrinsic
apoptotic signaling
pathway in response
to DNA damage by
p53 class
mediator;GO:00610
72|iris
morphogenesis;GO:
0060235|lens
induction in
camera type

GO:0005737|cytopla
sm;GO:0016607|nuc
lear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
016605|PML body;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08826

HIPK;
homeodomain
interacting protein
kinase [EC:2.7.11.1]

ENSG00000163376 0 0 0 0 0.603826985 2 1 2 1 -2.467908369 0.164331499 NA down no KBTBD8 protein_coding chr3:66998307-
67011210:+

gi|227497736|ref|NP
_115894.2| 3217 0

kelch repeat and
BTB domain-
containing protein 8
[Homo sapiens]

gi|227497735|ref|N
M_032505.2| 4680 0

Homo sapiens kelch
repeat and BTB
(POZ) domain
containing 8
(KBTBD8), mRNA

Q8NFY9 332 4.00E-107
Kelch repeat and
BTB domain-
containing protein 8

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0016567|protein
ubiquitination;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000579
4|Golgi
apparatus;GO:00058
19|spindle;

. K10475

KBTBD8; kelch
repeat and BTB
domain-containing
protein 8

ENSG00000163399 0 1 1 0 0.303664834 0 0 0 0 2.066729667 0.489550156 NA up no ATP1A1 protein_coding chr1:116372668-
116410261:+

gi|21361181|ref|NP_
000692.2| 5188 0

sodium/potassium-
transporting ATPase
subunit alpha-1
isoform a [Homo
sapiens]

gi|237681108|ref|N
M_001160233.1| 3763 0

Homo sapiens
ATPase, Na+/K+
transporting, alpha
1 polypeptide
(ATP1A1),
transcript variant 3,
mRNA

P05023 214 6.00E-63
Sodium/potassium-
transporting ATPase
subunit alpha-1

MA4378 53.1 2.00E-07 COG0474 pfam00122 E1-E2_ATPase E1-E2 ATPase. .
GO:0005634|nucleu
s;GO:0030018|Z
disc;

. K01539

ATP1A;
sodium/potassium-
transporting ATPase
subunit alpha
[EC:3.6.3.9]

ENSG00000163412 0 0 2 0 0.354187914 0 0 0 0 2.268839472 0.517791977 NA up no EIF4E3 protein_coding chr3:71675416-
71754773:-

gi|119585908|gb|EA
W65504.1| 948 2.00E-112

eukaryotic
translation initiation
factor 4E member 3,
isoform CRA_b,
partial [Homo
sapiens]

gi|18308295|gb|AC0
97634.2| 9252 0

Homo sapiens
chromosome 3
clone RP11-154H23,
complete sequence

Q8N5X7 256 5.00E-84
Eukaryotic
translation initiation
factor 4E type 3

YOL139c 81.3 3.00E-15 COG5053 pfam01652 IF4E Eukaryotic initiation
factor 4E.

GO:0006417|regulati
on of translation;

GO:0005737|cytopla
sm;GO:0005845|mR
NA cap binding
complex;

GO:0003743|translat
ion initiation factor
activity;

. .

ENSG00000163430 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no FSTL1 protein_coding chr3:120392293-
120451253:-

gi|149060525|gb|ED
M11239.1| 1476 0 follistatin-like 1

[Rattus norvegicus]
gi|347360963|ref|N
M_001244588.1| 5457 0

Pan troglodytes
follistatin-like 1
(FSTL1), mRNA

Q12841 504 2.00E-176 Follistatin-related
protein 1 . . . . pfam07648 Kazal_2

Kazal-type serine
protease inhibitor
domain. Usually
indicative of serine
protease inhibitors.
However, kazal-like
domains are also
seen in the
extracellular part of
agrins, which are
not known to be
protease inhibitors.
Kazal domains often
occur in tandem
arrays. Small
alpha+beta fold
containing three
disulphides.

. GO:0005576|extrace
llular region;

GO:0005509|calciu
m ion
binding;GO:000820
1|heparin binding;

. .

ENSG00000163444 3 4 3 2 3.736639006 3 8 4 4 -0.086184785 0.908412985 0.943184774 down no TMEM183A protein_coding chr1:203007386-
203024848:+

gi|73619668|sp|Q5R
8D5.2|TM183_PON
AB

1892 0
RecName:
Full=Transmembra
ne protein 183

gi|530365637|ref|X
M_005245612.1| 3002 0

PREDICTED:
Homo sapiens
transmembrane
protein 183A
(TMEM183A),
transcript variant
X1, mRNA

Q5R8D5 733 0 Transmembrane
protein 183 . . . . pfam12937 F-box-like

F-box-like. This is
an F-box-like
family.

.
GO:0016021|integral
component of
membrane;

. . .



ENSG00000163453 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no IGFBP7 protein_coding chr4:57030773-
57110385:-

gi|296196475|ref|XP
_002745852.1| 848 2.00E-107

PREDICTED:
insulin-like growth
factor-binding
protein 7 [Callithrix
jacchus]

gi|297292845|ref|X
M_001083041.2| 1288 0

PREDICTED:
Macaca mulatta
insulin-like growth
factor binding
protein 7, transcript
variant 4 (IGFBP7),
mRNA

Q16270 320 2.00E-105
Insulin-like growth
factor-binding
protein 7

. . . . pfam04560 RNA_pol_Rpb2_7

RNA polymerase
Rpb2, domain 7.
RNA polymerases
catalyse the DNA
dependent
polymerization of
RNA. Prokaryotes
contain a single
RNA polymerase
compared to three
in eukaryotes (not
including
mitochondrial. and
chloroplast
polymerases). Rpb2
is the second largest
subunit of the RNA
polymerase. This
domain comprised
of the structural
domains anchor and
clamp. The clamp
region (C-terminal)
contains a zinc-
binding motif. The
clamp region is
named due to its
interaction with the
clamp domain
found in Rpb1. The
domain also
contains a region
termed "switch 4".
The switches within
the polymerase are

GO:0007155|cell
adhesion;GO:00328
70|cellular response
to hormone
stimulus;GO:000756
6|embryo
implantation;GO:00
08285|negative
regulation of cell
proliferation;GO:00
01558|regulation of
cell
growth;GO:0050810
|regulation of
steroid biosynthetic
process;GO:005141
4|response to
cortisol;GO:0009408
|response to
heat;GO:0032526|re
sponse to retinoic
acid;

GO:0070062|extrace
llular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular space;

. . .

ENSG00000163466 2 3 4 12 8.009069455 6 10 12 25 -0.869597507 0.187356295 0.302761127 down no ARPC2 protein_coding chr2:218217094-
218254356:+

gi|74195800|dbj|BA
E30463.1| 1608 0

unnamed protein
product [Mus
musculus]

gi|21751135|dbj|AK
092520.1| 2205 0

Homo sapiens
cDNA FLJ35201 fis,
clone
PLACE6018235,
highly similar to
ARP2/3 COMPLEX
34 KDA SUBUNIT

P85970 222 5.00E-83
Actin-related
protein 2/3 complex
subunit 2

. . . . pfam04045 P34-Arc

Arp2/3 complex, 34
kD subunit p34-
Arc. Arp2/3 protein
complex has been
implicated in the
control of actin
polymerization in
cells. The human
complex consists of
seven subunits
which include the
actin related Arp2
and Arp3, and five
others referred to as
p41-Arc, p34-Arc,
p21-Arc, p20-Arc,
and p16-Arc. This
family represents
the p34-Arc
subunit.

GO:0007166|cell
surface receptor
signaling
pathway;GO:000693
5|chemotaxis;GO:00
02407|dendritic cell
chemotaxis;GO:000
7186|G-protein
coupled receptor
signaling
pathway;GO:000695
4|inflammatory
response;GO:00316
23|receptor
internalization;

GO:0016021|integral
component of
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0004950|chemo
kine receptor
activity;GO:0004930
|G-protein coupled
receptor
activity;GO:0019959
|interleukin-8
binding;GO:000491
8|interleukin-8
receptor activity;

K05758
ARPC2; actin
related protein 2/3
complex, subunit 2

ENSG00000163520 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no FBLN2 protein_coding chr3:13549131-
13638422:+

gi|51873053|ref|NP_
001004019.1| 5729 0

fibulin-2 isoform a
precursor [Homo
sapiens]

gi|51873052|ref|NM
_001004019.1| 4318 0

Homo sapiens
fibulin 2 (FBLN2),
transcript variant 1,
mRNA

P37889 1835 0 Fibulin-2 . . . . pfam07645 EGF_CA Calcium-binding
EGF domain.

GO:0010811|positiv
e regulation of cell-
substrate adhesion;

GO:0070062|extrace
llular
exosome;GO:00310
12|extracellular
matrix;GO:0005576|
extracellular
region;GO:1903561|
extracellular
vesicle;GO:0005578|
proteinaceous
extracellular matrix;

GO:0005509|calciu
m ion
binding;GO:005084
0|extracellular
matrix
binding;GO:000520
1|extracellular
matrix structural
constituent;

K17307 FBLN1_2; fibulin
1/2

ENSG00000163527 0 0 0 0 0.597112752 0 3 2 1 -2.45608589 0.232952175 NA down no STT3B protein_coding chr3:31532638-
31637622:+

gi|30578410|ref|NP_
849193.1| 4087 0

dolichyl-
diphosphooligosacc
haride--protein
glycosyltransferase
subunit STT3B
[Homo sapiens]

gi|544410780|ref|X
M_005545559.1| 3990 0

PREDICTED:
Macaca fascicularis
uncharacterized
LOC101864904
(LOC101864904),
transcript variant
X1, mRNA

Q3TDQ1 387 1.00E-125

Dolichyl-
diphosphooligosacc
haride--protein
glycosyltransferase
subunit STT3B

SPBC1271.02 392 4.00E-125 COG1287 pfam02516 STT3

Oligosaccharyl
transferase STT3
subunit. This family
consists of the
oligosaccharyl
transferase STT3
subunit and related
proteins. The STT3
subunit is part of
the oligosaccharyl
transferase (OTase)
complex of proteins
and is required for
its activity. In
eukaryotes, OTase
transfers a lipid-
linked core-
oligosaccharide to
selected asparagine
residues in the ER.
In the archaea STT3
occurs alone, rather
than in an OTase
complex, and is
required for N-
glycosylation of
asparagines.

GO:0043686|co-
translational protein
modification;GO:00
30433|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:000651
6|glycoprotein
catabolic
process;GO:004368
7|post-translational
protein
modification;GO:00
18279|protein N-
linked glycosylation
via
asparagine;GO:0006
986|response to
unfolded protein;

GO:0005783|endopl
asmic
reticulum;GO:00160
21|integral
component of
membrane;GO:0016
020|membrane;GO:
0008250|oligosaccha
ryltransferase
complex;

GO:0004579|dolichy
l-
diphosphooligosacc
haride-protein
glycotransferase
activity;

K07151

STT3; dolichyl-
diphosphooligosacc
haride--protein
glycosyltransferase
[EC:2.4.99.18]

ENSG00000163584 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no RPL22L1 protein_coding chr3:170864875-
170870483:-

gi|297286423|ref|XP
_001084467.2| 702 1.00E-83

PREDICTED: 60S
ribosomal protein
L22-like [Macaca
mulatta]

gi|426342857|ref|X
M_004038000.1| 2094 0

PREDICTED:
Gorilla gorilla
gorilla ribosomal
protein L22-like 1
(RPL22L1), mRNA

Q6P5R6 179 3.00E-56 60S ribosomal
protein L22-like 1 . . . . pfam01776 Ribosomal_L22e Ribosomal L22e

protein family.
GO:0002181|cytopla
smic translation;

GO:0022625|cytosol
ic large ribosomal
subunit;

GO:0003735|structu
ral constituent of
ribosome;

K02891

RP-L22e, RPL22;
large subunit
ribosomal protein
L22e

ENSG00000163602 13 9 10 8 9.26358935 9 7 8 5 1.079041423 0.04828045 0.110866218 up no RYBP protein_coding chr3:72371825-
72446621:-

gi|837796100|ref|XP
_012781324.1| 605 1.00E-66

PREDICTED:
RING1 and YY1-
binding protein
[Ochotona
princeps]

gi|21465413|gb|AC1
04330.2| 6815 0

Homo sapiens
chromosome 3
clone RP11-522N9,
complete sequence

Q8N488 236 7.00E-68 RING1 and YY1-
binding protein . . . . pfam00641 zf-RanBP

Zn-finger in Ran
binding protein and
others.

GO:0006915|apopto
tic
process;GO:003551
8|histone H2A
monoubiquitination;
GO:0007275|multice
llular organismal
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0003677|DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0008270
|zinc ion binding;

K11469
RYBP; RING1 and
YY1-binding
protein

ENSG00000163605 1 2 2 3 1.627308621 3 1 0 1 1.190544403 0.292739396 0.419303293 up no PPP4R2 protein_coding chr3:72996785-
73069199:+

gi|110781220|emb|C
AB93534.2| 2129 0

protein phosphatase
4 regulatory subunit
2 [Homo sapiens]

gi|635120238|ref|X
M_007985002.1| 4479 0

PREDICTED:
Chlorocebus
sabaeus protein
phosphatase 4,
regulatory subunit 2
(PPP4R2),
transcript variant
X1, mRNA

Q9NY27 206 1.00E-62

Serine/threonine-
protein phosphatase
4 regulatory subunit
2

. . . . pfam09184 PPP4R2

PPP4R2. PPP4R2
(protein
phosphatase 4 core
regulatory subunit
R2) is the regulatory
subunit of the
histone H2A
phosphatase
complex. It has
been shown to
confer resistance to
the anticancer drug
cisplatin in yeast,
and may confer
resistance in higher
eukaryotes.

GO:0006464|cellular
protein modification
process;GO:000639
7|mRNA
processing;GO:0010
569|regulation of
double-strand break
repair via
homologous
recombination;GO:0
008380|RNA
splicing;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0030289|protein
phosphatase 4
complex;

GO:0030674|protein
binding,
bridging;GO:003036
2|protein
phosphatase type 4
regulator activity;

K15425

PPP4R2;
serine/threonine-
protein phosphatase
4 regulatory subunit
2

ENSG00000163617 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no CCDC191 protein_coding chr3:113964137-
114056613:-

gi|24308223|ref|NP_
065868.1| 4030 0

coiled-coil domain-
containing protein
KIAA1407 [Homo
sapiens]

gi|24308222|ref|NM
_020817.1| 3973 0

Homo sapiens
KIAA1407
(KIAA1407),
mRNA

Q8NCU4 216 4.00E-57
Coiled-coil domain-
containing protein
191

. . . . pfam08457 Sfi1

Sfi1 spindle body
protein. This is a
family of fungal
spindle pole body
proteins that play a
role in spindle body
duplication. They
contain binding
sites for
calmodulin-like
proteins called
centrins which are
present in
microtubule-
organizing centres.

GO:0018023|peptidy
l-lysine
trimethylation;

GO:0005737|cytopla
sm;

GO:0016279|protein
-lysine N-
methyltransferase
activity;

. .

ENSG00000163618 4 10 4 10 18.91130727 53 33 28 37 -1.931426618 1.33E-05 0.000238349 down yes CADPS protein_coding chr3:62398346-
62875389:-

gi|426341084|ref|XP
_004034455.1| 6434 0

PREDICTED:
calcium-dependent
secretion activator 1
isoform 3 [Gorilla
gorilla gorilla]

gi|197382270|ref|N
M_003716.3| 5471 0

Homo sapiens
Ca++-dependent
secretion activator
(CADPS), transcript
variant 1, mRNA

Q62717 255 1.00E-76 Calcium-dependent
secretion activator 1 . . . . pfam06292 DUF1041

Domain of
Unknown Function
(DUF1041). This
family consists of
several eukaryotic
domains of
unknown function.
Members of this
family are often
found in tandem
repeats and co-
occur with
pfam00168,
pfam00130 and
pfam00169
domains.

GO:0050432|catech
olamine
secretion;GO:19905
04|dense core
granule
exocytosis;GO:0006
887|exocytosis;GO:0
015031|protein
transport;GO:00160
82|synaptic vesicle
priming;GO:001605
0|vesicle
organization;

GO:0030054|cell
junction;GO:003065
9|cytoplasmic
vesicle
membrane;GO:0005
829|cytosol;GO:009
8793|presynapse;

GO:0008289|lipid
binding;GO:004687
2|metal ion
binding;GO:001990
1|protein kinase
binding;

. .

ENSG00000163630 0 0 0 1 0.203596351 0 0 0 1 0.569016626 0.866491527 NA up no SYNPR protein_coding chr3:63228315-
63616921:+

gi|194018518|ref|NP
_001123475.1| 1200 9.00E-155

synaptoporin
isoform 1 [Homo
sapiens]

gi|426341092|ref|X
M_004035840.1| 2622 0

PREDICTED:
Gorilla gorilla
gorilla
synaptoporin,
transcript variant 2
(SYNPR), mRNA

Q8TBG9 174 2.00E-52 Synaptoporin . . . . pfam01284 MARVEL

Membrane-
associating domain.
MARVEL domain-
containing proteins
are often found in
lipid-associating
proteins - such as
Occludin and MAL
family proteins. It
may be part of the
machinery of
membrane
apposition events,
such as transport
vesicle biogenesis.

.

GO:0030054|cell
junction;GO:003028
5|integral
component of
synaptic vesicle
membrane;GO:0043
005|neuron
projection;

GO:0005215|transpo
rter activity; . .



ENSG00000163635 2 0 1 1 1.372040001 1 2 1 3 -0.169241763 0.890800802 0.9309609 down no ATXN7 protein_coding chr3:63864557-
64003462:+

gi|293651613|ref|NP
_001170858.1| 3589 0 ataxin-7 isoform b

[Homo sapiens]
gi|189491740|ref|N
M_000333.3| 7224 0

Homo sapiens
ataxin 7 (ATXN7),
transcript variant
SCA7a, mRNA

O15265 207 8.00E-60 Ataxin-7 . . . . pfam08313 SCA7

SCA7, zinc-binding
domain. This
domain is found in
the protein
Sgf73/Sca7 which is
a component of the
multihistone
acetyltransferase
complexes SAGA
and SILK. This
domain is also
found in Ataxin-7, a
human protein
which in its
polyglutamine
expanded
pathological form,
is responsible for
the
neurodegenerative
disease
spinocerebellar
ataxia 7 (SCA7).
Ataxin-7 is an
integral component
of the mammalian
SAGA-like
complexes, the
TATA-binding
protein-free TAF-
containing complex
(TFTC) and the
SPT3/TAF9/GCN5
acetyltransferase
complex (STAGA)

GO:0016578|histone
deubiquitination;GO
:0000226|microtubul
e cytoskeleton
organization;GO:00
43569|negative
regulation of
insulin-like growth
factor receptor
signaling
pathway;GO:004232
6|negative
regulation of
phosphorylation;GO
:0006997|nucleus
organization;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-
templated;GO:00076
01|visual
perception;

GO:0005737|cytopla
sm;GO:0015630|mic
rotubule
cytoskeleton;GO:00
16363|nuclear
matrix;GO:0005730|
nucleolus;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0030914|STAGA
complex;

GO:0003682|chrom
atin binding; K11318 ATXN7, SCA7;

ataxin-7

ENSG00000163644 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PPM1K protein_coding chr4:88257620-
88284769:-

gi|167466276|ref|NP
_689755.3| 1831 0

protein phosphatase
1K, mitochondrial
[Homo sapiens]

gi|404351624|ref|N
M_152542.4| 6484 0

Homo sapiens
protein
phosphatase,
Mg2+/Mn2+
dependent, 1K
(PPM1K), mRNA

Q5R522 70.1 4.00E-12 Protein phosphatase
1K, mitochondrial YDL006w 124 3.00E-29 COG0631 pfam00481 PP2C

Protein phosphatase
2C. Protein
phosphatase 2C is a
Mn++ or Mg++
dependent protein
serine/threonine
phosphatase.

GO:0009083|branch
ed-chain amino acid
catabolic process;

GO:0005759|mitoch
ondrial
matrix;GO:0005739|
mitochondrion;

GO:0046872|metal
ion
binding;GO:000472
2|protein
serine/threonine
phosphatase
activity;

K17505
PPM1K, PP2CM;
protein phosphatase
1K [EC:3.1.3.16]

ENSG00000163655 0 2 1 0 0.924068257 0 3 1 1 -0.191107105 0.904290549 NA down no GMPS protein_coding chr3:155870536-
155944026:+

gi|4504035|ref|NP_0
03866.1| 3669 0

GMP synthase
[glutamine-
hydrolyzing] [Homo
sapiens]

gi|21206016|gb|AC0
67721.22| 6438 0

Homo sapiens 3
BAC RP11-111F10
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

P49915 1417 0
GMP synthase
[glutamine-
hydrolyzing]

BH0607_1 174 3.00E-47 COG0518 pfam00117 GATase
Glutamine
amidotransferase
class-I.

GO:0006541|glutami
ne metabolic
process;GO:000617
7|GMP biosynthetic
process;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000392
2|GMP synthase
(glutamine-
hydrolyzing)
activity;GO:0016462
|pyrophosphatase
activity;

K01951

guaA, GMPS; GMP
synthase
(glutamine-
hydrolysing)
[EC:6.3.5.2]

ENSG00000163660 139 75 79 47 76.69656781 55 71 37 43 1.444926631 0.003465273 0.016572213 up yes CCNL1 protein_coding chr3:157146508-
157160760:-

gi|297672354|ref|XP
_002814266.1| 1730 0

PREDICTED:
cyclin-L1 [Pongo
abelii]

gi|34365477|emb|BX
641146.1| 4781 0

Homo sapiens
mRNA; cDNA
DKFZp686K21243
(from clone
DKFZp686K21243)

Q52KE7 256 5.00E-101 Cyclin-L1 SPAC1296.05c 115 1.00E-27 COG5333 pfam00134 Cyclin_N

Cyclin, N-terminal
domain. Cyclins
regulate cyclin
dependent kinases
(CDKs). Human
cyclin-O is a Uracil-
DNA glycosylase
that is related to
other cyclins.
Cyclins contain two
domains of similar
all-alpha fold, of
which this family
corresponds with
the N-terminal
domain.

GO:0045737|positiv
e regulation of
cyclin-dependent
protein
serine/threonine
kinase
activity;GO:1901409
|positive regulation
of phosphorylation
of RNA polymerase
II C-terminal
domain;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00063
96|RNA
processing;GO:0006
351|transcription,
DNA-templated;

GO:0000307|cyclin-
dependent protein
kinase holoenzyme
complex;GO:000573
7|cytoplasm;GO:001
6607|nuclear
speck;GO:0005634|
nucleus;GO:000802
3|transcription
elongation factor
complex;

GO:0016538|cyclin-
dependent protein
serine/threonine
kinase regulator
activity;

. .

ENSG00000163681 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SLMAP protein_coding chr3:57755450-
57929168:+

gi|749502283|ref|NP
_001291349.1| 4062 0

sarcolemmal
membrane-
associated protein
isoform a [Homo
sapiens]

gi|20330868|gb|AC0
99777.2| 5275 0

Homo sapiens
chromosome 3
clone RP11-332H21,
complete sequence

Q14BN4 256 1.00E-78
Sarcolemmal
membrane-
associated protein

SPBC3H7.13 92.8 5.00E-19 COG1716 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006936|muscle
contraction;

GO:0005615|extrace
llular
space;GO:0016021|i
ntegral component
of
membrane;GO:0031
430|M
band;GO:0005815|m
icrotubule
organizing
center;GO:0042383|
sarcolemma;GO:003
0018|Z disc;

. . .

ENSG00000163682 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no RPL9 protein_coding chr4:39454124-
39458948:-

gi|795152927|ref|XP
_011838939.1| 1080 6.00E-147

PREDICTED: 60S
ribosomal protein
L9 isoform X1
[Mandrillus
leucophaeus]

gi|378786671|ref|NG
_032111.1| 1279 0

Homo sapiens lipoic
acid synthetase
(LIAS),
RefSeqGene on
chromosome 4

P32969 314 2.00E-107 60S ribosomal
protein L9 SPAC4G9.16c 200 9.00E-63 COG0097 pfam00347 Ribosomal_L6 Ribosomal protein

L6.

GO:0002181|cytopla
smic
translation;GO:0000
184|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0006364|r
RNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0022625|cy
tosolic large
ribosomal
subunit;GO:0031012
|extracellular
matrix;GO:0005925|
focal
adhesion;GO:00160
20|membrane;GO:0
005730|nucleolus;G
O:0005634|nucleus;
GO:0005840|riboso
me;

GO:0003723|RNA
binding;GO:001984
3|rRNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02940
RP-L9e, RPL9; large
subunit ribosomal
protein L9e

ENSG00000163697 0 0 0 0 1.673235642 5 6 0 6 -3.944887344 0.014739564 0.047036551 down yes APBB2 protein_coding chr4:40810027-
41216714:-

gi|260593729|ref|NP
_004298.1| 4003 0

amyloid beta A4
precursor protein-
binding family B
member 2 isoform a
[Homo sapiens]

gi|260593730|ref|N
M_001166050.1| 8972 0

Homo sapiens
amyloid beta (A4)
precursor protein-
binding, family B,
member 2 (APBB2),
transcript variant 2,
mRNA

Q5H9K5 57.8 1.00E-08 Zinc finger matrin-
type protein 1 . . . . pfam00640 PID

Phosphotyrosine
interaction domain
(PTB/PID).

GO:0072332|intrinsi
c apoptotic
signaling pathway
by p53 class
mediator;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000203
9|p53
binding;GO:000372
3|RNA
binding;GO:000827
0|zinc ion binding;

K04530

APBB2, FE65L;
amyloid beta (A4)
precursor protein-
binding, family B,
member 2 (Fe65-
like)

ENSG00000163703 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no CRELD1 protein_coding chr3:9933822-
9945413:+

gi|635120621|ref|XP
_007983382.1| 2071 0

PREDICTED:
cysteine-rich with
EGF-like domain
protein 1 isoform
X1 [Chlorocebus
sabaeus]

gi|293335858|ref|N
M_015513.4| 2693 0

Homo sapiens
cysteine-rich with
EGF-like domains 1
(CRELD1),
transcript variant 2,
mRNA

Q96HD1 235 1.00E-89
Cysteine-rich with
EGF-like domain
protein 1

. . . . pfam11938 DUF3456

TLR4 regulator and
MIR-interacting
MSAP. This family
of proteins, found
from plants to
humans, is PRAT4
(A and B), a Protein
Associated with
Toll-like receptor 4.
The Toll family of
receptors - TLRs -
plays an essential
role in innate
recognition of
microbial products,
the first line of
defence against
bacterial infection.
PRAT4A influences
the subcellular
distribution and the
strength of TLR
responses and alters
the relative activity
of each TLR.
PRAT4B regulates
TLR4 trafficking to
the cell surface and
the extent of its
expression there.
TLR4 recognizes
lipopolysaccharide
(LPS), one of the
most immuno-
stimulatory

GO:0003279|cardiac
septum
development;GO:00
03197|endocardial
cushion
development;

GO:0016021|integral
component of
membrane;

GO:0005509|calciu
m ion binding; . .

ENSG00000163714 2 9 2 11 12.78020553 24 21 16 37 -1.572102418 0.003202129 0.01565886 down yes U2SURP protein_coding chr3:142964497-
143060546:+

gi|2224605|dbj|BAA
20790.1| 4098 0 KIAA0332 [Homo

sapiens]
gi|122937226|ref|N
M_001080415.1| 7276 0

Homo sapiens U2
snRNP-associated
SURP domain
containing
(U2SURP), mRNA

O15042 249 2.00E-75

U2 snRNP-
associated SURP
motif-containing
protein

YBR212w 58.9 8.00E-08 COG0724 pfam01805 Surp

Surp module. This
domain is also
known as the
SWAP domain.
SWAP stands for
Suppressor-of-
White-APricot. It
has been suggested
that these domains
may be RNA
binding.

GO:0006396|RNA
processing;

GO:0005634|nucleu
s;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K12842
SR140; U2-
associated protein
SR140

ENSG00000163728 3 1 1 3 2.507499304 5 4 0 4 -0.125184893 0.899634611 0.936872037 down no TTC14 protein_coding chr3:180602130-
180617828:+

gi|30268374|emb|C
AD89930.1| 2335 0 hypothetical protein

[Homo sapiens]
gi|34367833|emb|BX
648669.1| 7037 0

Homo sapiens
mRNA; cDNA
DKFZp686H1042
(from clone
DKFZp686H1042)

Q96N46 253 8.00E-77 Tetratricopeptide
repeat protein 14 FN1787 55.1 9.00E-07 COG0457 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . GO:0003676|nucleic
acid binding; . .



ENSG00000163785 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no RYK protein_coding chr3:134065303-
134250744:-

gi|54607020|ref|NP_
001005861.1| 2884 0

tyrosine-protein
kinase RYK
isoform 1 precursor
[Homo sapiens]

gi|62088389|dbj|AB
209405.1| 5257 0

Homo sapiens
mRNA for RYK
receptor-like
tyrosine kinase
isoform 1 variant
protein

P34925 224 3.00E-68 Tyrosine-protein
kinase RYK . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0007411|axon
guidance;GO:00074
09|axonogenesis;GO
:0060070|canonical
Wnt signaling
pathway;GO:003327
8|cell proliferation
in
midbrain;GO:00716
79|commissural
neuron axon
guidance;GO:00220
38|corpus callosum
development;GO:00
22008|neurogenesis;
GO:0030182|neuron
differentiation;GO:0
031175|neuron
projection
development;GO:00
35567|non-
canonical Wnt
signaling
pathway;GO:004341
0|positive regulation
of MAPK
cascade;GO:000716
5|signal
transduction;GO:00
07416|synapse
assembly;GO:00160
55|Wnt signaling
pathway;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005634|nucleus;G
O:0005886|plasma
membrane;

GO:0005524|ATP
binding;GO:000510
9|frizzled
binding;GO:000471
4|transmembrane
receptor protein
tyrosine kinase
activity;GO:0004888
|transmembrane
signaling receptor
activity;GO:0042813
|Wnt-activated
receptor
activity;GO:0017147
|Wnt-protein
binding;

K05128

RYK; RYK
receptor-like
tyrosine kinase
[EC:2.7.10.1]

ENSG00000163795 5 16 5 36 17.18567543 16 31 32 15 -0.228272988 0.679986435 0.77305596 down no ZNF513 protein_coding chr2:27377231-
27380790:-

gi|42476272|ref|NP_
653232.3| 2178 0

zinc finger protein
513 isoform 1
[Homo sapiens]

gi|325651973|ref|N
M_144631.5| 2139 0

Homo sapiens zinc
finger protein 513
(ZNF513), transcript
variant 1, mRNA

Q6PD29 81.6 1.00E-16 Zinc finger protein
513 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00508
96|response to
stimulus;GO:006004
1|retina
development in
camera-type
eye;GO:0006351|tra
nscription, DNA-
templated;GO:00076
01|visual
perception;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:004421
2|transcription
regulatory region
DNA binding;

. .

ENSG00000163806 2 0 3 5 2.45682787 2 2 2 4 0.542204386 0.569961072 0.68379573 up no SPDYA protein_coding chr2:28782517-
28850611:+

gi|60498969|ref|NP_
877433.2| 1615 0

speedy protein A
isoform 1 [Homo
sapiens]

gi|217416325|ref|N
M_182756.3| 1800 0

Homo sapiens
speedy/RINGO cell
cycle regulator
family member A
(SPDYA), transcript
variant 1, mRNA

Q5MJ70 273 6.00E-89 Speedy protein A . . . . pfam11357 Spy1

Cell cycle regulatory
protein. Speedy
(Spy1) is a cell
cycle regulatory
protein which
activates CDK2, the
major kinase that
allows progression
through G1/S phase
and further
replication events.
Spy1 expression
overcomes a p27-
induced cell cycle
arrest to allow for
DNA synthesis, so
cell cycle
progression occurs
due to an interaction
between Spy1 and
p27. Spy1 is also
known as Ringo
protein A.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:000008
2|G1/S transition of
mitotic cell
cycle;GO:0007140|
male
meiosis;GO:000727
5|multicellular
organismal
development;GO:00
08284|positive
regulation of cell
proliferation;GO:00
45737|positive
regulation of cyclin-
dependent protein
serine/threonine
kinase activity;

GO:0005634|nucleu
s;

GO:0019901|protein
kinase binding; K08694 SPDY, RINGO;

speedy

ENSG00000163812 9 23 16 38 37.86711404 65 67 54 78 -1.13932452 0.000393031 0.003115533 down yes ZDHHC3 protein_coding chr3:44915257-
44976185:-

gi|578806199|ref|XP
_006713255.1| 1660 0

PREDICTED:
palmitoyltransferase
ZDHHC3 isoform
X3 [Homo sapiens]

gi|578806192|ref|X
M_006713189.1| 3222 0

PREDICTED:
Homo sapiens zinc
finger, DHHC-type
containing 3
(ZDHHC3),
transcript variant
X4, mRNA

Q8R173 201 2.00E-62 Palmitoyltransferase
ZDHHC3 SPBC13G1.07 74.7 3.00E-13 COG5273 pfam01529 zf-DHHC

DHHC
palmitoyltransferase
. This family
includes the well
known DHHC zinc
binding domain as
well as three of the
four conserved
transmembrane
regions found in
this family of
palmitoyltransferase
enzymes.

GO:0018345|protein
palmitoylation;GO:0
006605|protein
targeting;

GO:0005794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;

GO:0016409|palmit
oyltransferase
activity;GO:0019706
|protein-cysteine S-
palmitoyltransferase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000163848 12 5 6 8 6.247993697 6 1 3 3 1.879112772 0.009815985 0.035427338 up yes ZNF148 protein_coding chr3:125225561-
125375354:-

gi|466053499|ref|XP
_004278858.1| 4087 0

PREDICTED: zinc
finger protein 148
isoform X1
[Orcinus orca]

gi|145386565|ref|N
M_021964.2| 9543 0

Homo sapiens zinc
finger protein 148
(ZNF148), mRNA

Q5R782 55.8 4.00E-08 Zinc finger protein
148 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000163867 0 1 0 0 0.324233484 1 0 0 1 -0.14763318 0.952869723 NA down no ZMYM6 protein_coding chr1:34986165-
35031968:-

gi|115511046|ref|NP
_009098.3| 6696 0

zinc finger MYM-
type protein 6
[Homo sapiens]

gi|21733896|emb|AL
833263.1| 6227 0

Homo sapiens
mRNA; cDNA
DKFZp451E2210
(from clone
DKFZp451E2210)

O95789 2583 0 Zinc finger MYM-
type protein 6 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000163873 1 4 5 2 2.402157998 1 0 2 3 1.5750759 0.129286622 0.226251589 up no GRIK3 protein_coding chr1:36795527-
37034129:-

gi|28605145|ref|NP_
000822.2| 4813 0

glutamate receptor
ionotropic, kainate
3 precursor [Homo
sapiens]

gi|163659847|ref|N
M_000831.3| 9101 0

Homo sapiens
glutamate receptor,
ionotropic, kainate
3 (GRIK3), mRNA

Q13003 1858 0
Glutamate receptor
ionotropic, kainate
3

SMa0495 51.6 5.00E-06 COG0834 pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

GO:0007216|G-
protein coupled
glutamate receptor
signaling pathway;

GO:0030054|cell
junction;GO:004319
7|dendritic
spine;GO:0016021|i
ntegral component
of
membrane;GO:0045
211|postsynaptic
membrane;

GO:0001640|adenyl
ate cyclase
inhibiting G-protein
coupled glutamate
receptor
activity;GO:0005234
|extracellular-
glutamate-gated ion
channel
activity;GO:0004970
|ionotropic
glutamate receptor
activity;

K05203
GRIK3; glutamate
receptor, ionotropic
kainate 3

ENSG00000163888 9 11 9 18 18.24380785 27 36 23 30 -0.780251408 0.036633193 0.091227362 down no CAMK2N2 protein_coding chr3:184259213-
184261463:-

gi|15147234|ref|NP_
150284.1| 336 6.00E-35

calcium/calmodulin-
dependent protein
kinase II inhibitor 2
[Homo sapiens]

gi|68161536|ref|NM
_033259.2| 1360 0

Homo sapiens
calcium/calmodulin-
dependent protein
kinase II inhibitor 2
(CAMK2N2),
mRNA

Q96S95 134 2.00E-36
Calcium/calmodulin
-dependent protein
kinase II inhibitor 2

. . . . pfam15170 CaM-KIIN

Calcium/calmodulin
-dependent protein
kinase II inhibitor.
CaM-KIIN is the
inhibitor of
Calcium/calmodulin
-dependent protein
kinase II (CaMKII).
CaMKII plays a
central part in long-
term potentiation,
which underlies
some forms of
learning and
memory. CaM-KIIN
is a natural, specific
inhibitor of
CaMKII. This
family is found in
eukaryotes.

.

GO:0005813|centros
ome;GO:0005829|cy
tosol;GO:0005634|n
ucleus;

GO:0008427|calciu
m-dependent
protein kinase
inhibitor activity;

. .

ENSG00000163904 0 0 0 1 0.299778416 0 0 0 2 -0.133762471 0.965280049 NA down no SENP2 protein_coding chr3:185582496-
185633551:+

gi|194385722|dbj|B
AG65236.1| 3140 0

unnamed protein
product [Homo
sapiens]

gi|27413166|gb|AC0
16961.28| 3773 0

Homo sapiens 3
BAC RP11-394J21
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q5R7K7 157 7.00E-44 Sentrin-specific
protease 2 SPBC19G7.09 163 2.00E-40 COG5160 pfam02902 Peptidase_C48

Ulp1 protease
family, C-terminal
catalytic domain.
This domain
contains the
catalytic triad Cys-
His-Asn.

GO:0045444|fat cell
differentiation;GO:0
051028|mRNA
transport;GO:00169
26|protein
desumoylation;GO:
0015031|protein
transport;GO:00160
55|Wnt signaling
pathway;

GO:0005737|cytopla
sm;GO:0031965|nuc
lear
membrane;GO:0005
643|nuclear pore;

GO:0016929|SUMO
-specific protease
activity;

K03345

SENP2, AXAM2;
sentrin-specific
protease 2 (axin
associating
molecule)
[EC:3.4.22.68]

ENSG00000163939 1 0 0 0 1.502582803 7 1 2 3 -2.858534436 0.049757071 0.113357316 down no PBRM1 protein_coding chr3:52545352-
52685917:-

gi|767923761|ref|XP
_011532214.1| 7667 0

PREDICTED:
protein polybromo-
1 isoform X10
[Homo sapiens]

gi|297285619|ref|X
M_001088172.2| 7022 0

PREDICTED:
Macaca mulatta
polybromo 1,
transcript variant 6
(PBRM1), mRNA

Q86U86 249 1.00E-74 Protein polybromo-
1 SPBC1734.15 119 1.00E-26 COG5076 pfam01426 BAH

BAH domain. This
domain has been
called BAH (Bromo
adjacent homology)
domain and has also
been called ELM1
and BAM (Bromo
adjacent motif)
domain. The
function of this
domain is unknown
but may be
involved in protein-
protein interaction.

GO:0016569|covale
nt chromatin
modification;GO:00
06338|chromatin
remodeling;GO:000
7067|mitotic nuclear
division;GO:000828
5|negative
regulation of cell
proliferation;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0090544|BAF-
type
complex;GO:000022
8|nuclear
chromosome;GO:00
05654|nucleoplasm;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA binding;

K11757
PBRM1, PB1;
protein polybromo-
1

ENSG00000163946 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no FAM208A protein_coding chr3:56620133-
56683237:-

gi|767922818|ref|XP
_011531854.1| 8162 0

PREDICTED:
protein FAM208A
isoform X3 [Homo
sapiens]

gi|6031225|gb|AF18
0425.2|AF180425 7082 0

Homo sapiens
retinoblastoma-
associated protein
RAP140 mRNA,
complete cds

Q69ZR9 1638 0 Protein TASOR . . . . pfam12509 DUF3715

Protein of unknown
function
(DUF3715). This
domain family is
found in
eukaryotes, and is
approximately 170
amino acids in
length.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005694|chrom
osome;GO:0005634|
nucleus;

GO:0044822|poly(A
) RNA binding; . .

ENSG00000164032 1277 722 1035 345 664.6971985 153 226 363 246 2.516285902 2.04E-06 5.50E-05 up yes H2AFZ protein_coding chr4:99948086-
99950388:-

gi|724866292|ref|XP
_010369945.1| 769 1.00E-94

PREDICTED:
histone H2A.Z
isoform X1
[Rhinopithecus
roxellana]

gi|22749749|gb|BC0
32524.1| 1880 0

Homo sapiens H2A
histone family,
member Z, mRNA
(cDNA clone
IMAGE:5500650),
with apparent
retained intron

Q5ZMD6 222 9.00E-72 Histone H2A.Z SPBC11B10.10c 89.7 1.00E-19 COG5262 pfam00125 Histone Core histone
H2A/H2B/H3/H4. .

GO:0000786|nucleo
some;GO:0005634|n
ucleus;

GO:0003677|DNA
binding; K11251 H2A; histone H2A



ENSG00000164054 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SHISA5 protein_coding chr3:48467798-
48504826:-

gi|194385126|dbj|B
AG60969.1| 925 2.00E-118

unnamed protein
product [Homo
sapiens]

gi|441418790|ref|N
M_001272068.1| 2385 0

Homo sapiens shisa
family member 5
(SHISA5),
transcript variant 5,
mRNA

Q5RDV6 51.6 2.00E-06 Protein shisa-5 . . . . pfam13908 Shisa

Wnt and FGF
inhibitory regulator.
Shisa is a
transcription factor-
type molecule that
physically interacts
with immature
forms of the Wnt
receptor Frizzled
and the FGF
receptor within the
endoplasmic
reticulum to inhibit
their post-
translational
maturation and
trafficking to the
cell surface.

GO:0006915|apopto
tic process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0031
965|nuclear
membrane;

. K10135 SCOTIN; scotin

ENSG00000164056 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SPRY1 protein_coding chr4:123396795-
123403760:+

gi|426345421|ref|XP
_004040413.1| 1519 0

PREDICTED:
protein sprouty
homolog 1 isoform
3 [Gorilla gorilla
gorilla]

gi|384475543|ref|N
M_001258038.1| 2608 0

Homo sapiens
sprouty RTK
signaling antagonist
1 (SPRY1),
transcript variant 1,
mRNA

O43609 349 2.00E-117 Protein sprouty
homolog 1 . . . . pfam05210 Sprouty

Sprouty protein
(Spry). This family
consists of
eukaryotic Sprouty
protein
homologues.
Sprouty proteins
have been revealed
as inhibitors of the
Ras/mitogen-
activated protein
kinase (MAPK)
cascade, a pathway
crucial for
developmental
processes initiated
by activation of
various receptor
tyrosine kinases.
The sprouty gene
has found to be
expressed in the the
brain, cochlea, nasal
organs, teeth,
salivary gland,
lungs, digestive
tract, kidneys and
limb buds in mice.

GO:0060449|bud
elongation involved
in lung
branching;GO:0000
132|establishment of
mitotic spindle
orientation;GO:0001
656|metanephros
development;GO:00
08285|negative
regulation of cell
proliferation;GO:00
42059|negative
regulation of
epidermal growth
factor receptor
signaling
pathway;GO:007037
3|negative
regulation of ERK1
and ERK2
cascade;GO:004003
7|negative
regulation of
fibroblast growth
factor receptor
signaling
pathway;GO:003426
0|negative
regulation of
GTPase
activity;GO:0043407
|negative regulation
of MAP kinase
activity;GO:0051387

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005794|G
olgi
apparatus;GO:00056
54|nucleoplasm;GO:
0005886|plasma
membrane;

. K04704 SPRY1; protein
sprouty homolog 1

ENSG00000164061 2 0 1 0 1.086316174 0 1 4 0 0.04313673 0.980876435 0.987131299 up no BSN protein_coding chr3:49554489-
49671545:+

gi|119585396|gb|EA
W64992.1| 9194 0

bassoon
(presynaptic
cytomatrix protein),
isoform CRA_a
[Homo sapiens]

gi|150456461|ref|N
M_003458.3| 15955 0

Homo sapiens
bassoon presynaptic
cytomatrix protein
(BSN), mRNA

Q9UPA5 130 5.00E-28 Protein bassoon . . . . pfam05715 zf-piccolo

Piccolo Zn-finger.
This (predicted)
Zinc finger is found
in the bassoon and
piccolo proteins.
There are eight
conserved cysteines,
suggesting that it
coordinates two
zinc ligands.

GO:0007268|synapti
c
transmission;GO:00
35418|protein
localization to
synapse;GO:000741
6|synapse assembly;

GO:0030424|axon;G
O:0030054|cell
junction;GO:000998
6|cell
surface;GO:0048788
|cytoskeleton of
presynaptic active
zone;GO:0030425|d
endrite;GO:0060076|
excitatory
synapse;GO:004430
6|neuron projection
terminus;GO:00056
34|nucleus;GO:0014
069|postsynaptic
density;GO:0048786
|presynaptic active
zone;

GO:0046872|metal
ion binding; . .

ENSG00000164080 0 1 1 3 3.987849323 10 9 3 12 -2.285015124 0.012868236 0.043293134 down yes RAD54L2 protein_coding chr3:51541144-
51668667:+

gi|168823443|ref|NP
_055921.2| 6887 0 helicase ARIP4

[Homo sapiens]
gi|544414609|ref|X
M_005547263.1| 6647 0

PREDICTED:
Macaca fascicularis
RAD54-like 2 (S.
cerevisiae)
(RAD54L2),
transcript variant
X1, mRNA

Q9Y4B4 1998 0 Helicase ARIP4 SPAC15A10.03c 230 2.00E-61 COG0553 pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar ETL1)

. GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:000367
7|DNA
binding;GO:000438
6|helicase activity;

K10876
RAD54L2; RAD54-
like protein 2
[EC:3.6.4.12]

ENSG00000164091 0 2 0 5 6.283831127 21 11 10 13 -2.54961722 0.00149792 0.009188655 down yes WDR82 protein_coding chr3:52254421-
52288020:-

gi|147904340|ref|NP
_079498.2| 1637 0

WD repeat-
containing protein
82 [Homo sapiens]

gi|34529503|dbj|AK
123860.1| 4315 0

Homo sapiens
cDNA FLJ41866 fis,
clone
OCBBF2004883

Q6GL39 283 3.00E-94
WD repeat-
containing protein
82

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051568|histone
H3-K4 methylation;

GO:0000785|chrom
atin;GO:0035097|his
tone
methyltransferase
complex;GO:000078
4|nuclear
chromosome,
telomeric
region;GO:0005634|
nucleus;GO:007235
7|PTW/PP1
phosphatase
complex;GO:004818
8|Set1C/COMPASS
complex;

GO:0003682|chrom
atin
binding;GO:004280
0|histone
methyltransferase
activity (H3-K4
specific);

K14962
WDR82, SWD2,
CPS35; COMPASS
component SWD2

ENSG00000164100 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no NDST3 protein_coding chr4:118033618-
118258648:+

gi|4758766|ref|NP_0
04775.1| 4645 0

bifunctional
heparan sulfate N-
deacetylase/N-
sulfotransferase 3
[Homo sapiens]

gi|211904082|ref|N
M_004784.2| 5947 0

Homo sapiens N-
deacetylase/N-
sulfotransferase
(heparan
glucosaminyl) 3
(NDST3), mRNA

O95803 1793 0

Bifunctional
heparan sulfate N-
deacetylase/N-
sulfotransferase 3

. . . . pfam12062 HSNSD

heparan sulfate-N-
deacetylase. This
family of proteins is
are heparan sulfate
N-deacetylase
enzymes. This
protein is found in
eukaryotes. This
proteinenzyme is
often found
associated with
pfam00685.

GO:0015012|hepara
n sulfate
proteoglycan
biosynthetic
process;GO:003021
0|heparin
biosynthetic
process;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0015016|[hepar
an sulfate]-
glucosamine N-
sulfotransferase
activity;GO:0016787
|hydrolase activity;

K02578

NDST3; heparan
sulfate N-
deacetylase/N-
sulfotransferase
NDST3 [EC:3.1.1.-
2.8.2.-]

ENSG00000164111 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ANXA5 protein_coding chr4:121667955-
121697113:-

gi|4502107|ref|NP_0
01145.1| 1671 0 annexin A5 [Homo

sapiens]
gi|426345372|ref|X
M_004040341.1| 1642 0

PREDICTED:
Gorilla gorilla
gorilla annexin A5
(ANXA5), mRNA

Q5R1W0 207 3.00E-64 Annexin A5 . . . . pfam00191 Annexin

Annexin. This
family of annexins
also includes
giardin that has
been shown to
function as an
annexin.

GO:0007596|blood
coagulation;GO:009
8779|mitophagy in
response to
mitochondrial
depolarization;GO:0
050819|negative
regulation of
coagulation;GO:000
2230|positive
regulation of
defense response to
virus by
host;GO:0010033|re
sponse to organic
substance;GO:00987
92|xenophagy;

GO:0072563|endoth
elial
microparticle;GO:00
09897|external side
of plasma
membrane;GO:0070
062|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00056
22|intracellular;

GO:0005509|calciu
m ion
binding;GO:000554
4|calcium-
dependent
phospholipid
binding;

K16646 ANXA5; annexin
A5

ENSG00000164117 0 1 0 4 1.151541107 1 3 1 1 0.085430148 0.949830425 0.96937426 up no FBXO8 protein_coding chr4:174236658-
174284264:-

gi|6164735|gb|AAF0
4517.1|AF174596_1 1755 0 F-box protein Fbx8

[Homo sapiens]
gi|48928043|ref|NM
_012180.2| 2564 0

Homo sapiens F-
box protein 8
(FBXO8), mRNA

Q9NRD0 317 1.00E-175 F-box only protein
8 YDR170c 81.3 1.00E-14 COG5307 pfam01369 Sec7

Sec7 domain. The
Sec7 domain is a
guanine-nucleotide-
exchange-factor
(GEF) for the
pfam00025 family.

GO:0032012|regulati
on of ARF protein
signal
transduction;GO:00
06511|ubiquitin-
dependent protein
catabolic process;

GO:0000151|ubiquit
in ligase complex;

GO:0005086|ARF
guanyl-nucleotide
exchange factor
activity;

K10294 FBXO8; F-box
protein 8

ENSG00000164134 9 9 3 16 10.08171168 17 7 12 13 0.092072793 0.860704812 0.908393666 up no NAA15 protein_coding chr4:139301455-
139420033:+

gi|17149828|ref|NP_
476516.1| 4394 0

N-alpha-
acetyltransferase 15,
NatA auxiliary
subunit [Homo
sapiens]

gi|426345497|ref|X
M_004040397.1| 6144 0

PREDICTED:
Gorilla gorilla
gorilla N(alpha)-
acetyltransferase 15,
NatA auxiliary
subunit, transcript
variant 1 (NAA15),
mRNA

Q8N7I0 53.9 8.00E-07 Protein GVQW1 . . . . pfam12569 NARP1

NMDA receptor-
regulated protein 1.
This domain family
is found in
eukaryotes, and is
approximately 40
amino acids in
length. The family
is found in
association with
pfam07719,
pfam00515. There is
a single completely
conserved residue L
that may be
functionally
important. NARP1
is the mammalian
homologue of a
yeast N-terminal
acetyltransferase
that regulates entry
into the G(0) phase
of the cell cycle.

GO:0007568|aging
GO:0003214|cardiac
left ventricle
morphogenesis;GO:
0007166|cell surface
receptor signaling
pathway;GO:000726
8|synaptic
transmission;GO:00
42755|eating
behavior;GO:00076
31|feeding
behavior;GO:00071
86|G-protein
coupled receptor
signaling
pathway;GO:006011
2|generation of
ovulation cycle
rhythm;GO:0002865
|negative regulation
of acute
inflammatory
response to
antigenic
stimulus;GO:004306
6|negative
regulation of
apoptotic
process;GO:001405
0|negative
regulation of
glutamate
secretion;GO:00322
29|negative

GO:0005737|cytopla
sm;GO:0005887|inte
gral component of
plasma
membrane;GO:0043
005|neuron
projection;GO:0005
886|plasma
membrane;

GO:0004983|neurop
eptide Y receptor
activity;GO:0001602
|pancreatic
polypeptide
receptor
activity;GO:0001601
|peptide YY
receptor activity;

K00670

E2.3.1.88; peptide
alpha-N-
acetyltransferase
[EC:2.3.1.88]



ENSG00000164161 7 9 18 13 9.036156181 2 2 11 4 1.88245565 0.005807174 0.024385401 up yes HHIP protein_coding chr4:144646021-
144745271:+

gi|20143973|ref|NP_
071920.1| 3657 0

hedgehog-
interacting protein
precursor [Homo
sapiens]

gi|18250131|gb|AC0
98588.3| 7509 0

Homo sapiens BAC
clone RP11-291L15
from 4, complete
sequence

Q96QV1 341 5.00E-112 Hedgehog-
interacting protein SMb20301 63.9 3.00E-09 COG2133 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0005975|carboh
ydrate metabolic
process;GO:000995
3|dorsal/ventral
pattern
formation;GO:0060
441|epithelial tube
branching involved
in lung
morphogenesis;GO:
0009968|negative
regulation of signal
transduction;GO:00
45879|negative
regulation of
smoothened
signaling
pathway;GO:000740
5|neuroblast
proliferation;GO:00
40036|regulation of
fibroblast growth
factor receptor
signaling
pathway;GO:004870
5|skeletal system
morphogenesis;GO:
0007224|smoothene
d signaling pathway;

GO:0009986|cell
surface;GO:0060170
|ciliary
membrane;GO:0005
737|cytoplasm;GO:0
005576|extracellular
region;GO:0005887|
integral component
of plasma
membrane;

GO:0097108|hedgeh
og family protein
binding;GO:001690
1|oxidoreductase
activity, acting on
the CH-OH group
of donors, quinone
or similar
compound as
acceptor;GO:004803
8|quinone
binding;GO:000827
0|zinc ion binding;

K06231 HHIP; hedgehog
interacting protein

ENSG00000164163 0 1 0 0 0.614721038 1 1 0 3 -1.452296638 0.440785396 NA down no ABCE1 protein_coding chr4:145097932-
145129179:+

gi|532083747|ref|XP
_005327611.1| 3053 0

PREDICTED: ATP-
binding cassette
sub-family E
member 1 isoform
X2 [Ictidomys
tridecemlineatus]

gi|108773781|ref|N
M_002940.2| 3849 0

Homo sapiens ATP-
binding cassette,
sub-family E
(OABP), member 1
(ABCE1), transcript
variant 1, mRNA

P61222 217 2.00E-66
ATP-binding
cassette sub-family
E member 1

YDR091c 831 0 COG1245 pfam00005 ABC_tran

ABC transporter.
ABC transporters
for a large family of
proteins responsible
for translocation of
a variety of
compounds across
biological
membranes. ABC
transporters are the
largest family of
proteins in many
completely
sequenced bacteria.
ABC transporters
are composed of
two copies of this
domain and two
copies of a
transmembrane
domain pfam00664.
These four domains
may belong to a
single polypeptide
or belong in
different
polypeptide chains.

GO:0060702|negativ
e regulation of
endoribonuclease
activity;GO:0000054
|ribosomal subunit
export from
nucleus;GO:000641
3|translational
initiation;GO:00064
15|translational
termination;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;GO:000573
9|mitochondrion;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0060698
|endoribonuclease
inhibitor
activity;GO:0005506
|iron ion
binding;GO:004302
4|ribosomal small
subunit binding;

K06174

ABCE1; ATP-
binding cassette,
sub-family E,
member 1

ENSG00000164164 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no OTUD4 protein_coding chr4:145110838-
145180161:-

gi|530377862|ref|XP
_005263136.1| 5313 0

PREDICTED: OTU
domain-containing
protein 4 isoform
X4 [Homo sapiens]

gi|156630991|ref|N
M_001102653.1| 7068 0

Homo sapiens OTU
deubiquitinase 4
(OTUD4), transcript
variant 3, mRNA

Q01804 2044 0 OTU domain-
containing protein 4 . . . . pfam02338 OTU

OTU-like cysteine
protease. This
family is comprised
of a group of
predicted cysteine
proteases,
homologous to the
Ovarian tumor
(OTU) gene in
Drosophila.
Members include
proteins from
eukaryotes, viruses
and pathogenic
bacterium. The
conserved cysteine
and histidine, and
possibly the
aspartate, represent
the catalytic
residues in this
putative group of
proteases.

GO:0060702|negativ
e regulation of
endoribonuclease
activity;GO:0000054
|ribosomal subunit
export from
nucleus;GO:000641
3|translational
initiation;GO:00064
15|translational
termination;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;GO:000573
9|mitochondrion;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0060698
|endoribonuclease
inhibitor
activity;GO:0005506
|iron ion
binding;GO:004302
4|ribosomal small
subunit binding;

K13718

OTUD4; OTU
domain-containing
protein 4
[EC:3.4.19.12]

ENSG00000164180 1 6 0 14 8.78969759 20 14 19 10 -1.244254114 0.083975757 0.163619206 down no TMEM161B protein_coding chr5:88189633-
88269476:-

gi|573014782|ref|NP
_001275936.1| 2456 0

transmembrane
protein 161B
isoform 1 [Homo
sapiens]

gi|34367921|emb|BX
648757.1| 7518 0

Homo sapiens
mRNA; cDNA
DKFZp686D18109
(from clone
DKFZp686D18109)

Q8NDZ6 219 3.00E-59 Transmembrane
protein 161B YGR109w-b_2 72.8 2.00E-12 COG2801 pfam10268 Tmemb_161AB

Predicted
transmembrane
protein 161AB.
Transmemb_161AB
is a family of
conserved proteins
found from worms
to humans.
Members are
putative
transmembrane
proteins but
otherwise the
function is not
known

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000164182 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no NDUFAF2 protein_coding chr5:60945129-
61153037:+

gi|29789409|ref|NP_
777549.1| 789 9.00E-104

mimitin,
mitochondrial
[Homo sapiens]

gi|188035920|ref|N
M_174889.4| 719 0

Homo sapiens
NADH
dehydrogenase
(ubiquinone)
complex I, assembly
factor 2
(NDUFAF2),
mRNA

Q8N183 308 4.00E-105 Mimitin,
mitochondrial . . . . pfam05071 NDUFA12

NADH ubiquinone
oxidoreductase
subunit NDUFA12.
This family contains
the 17.2 kD subunit
of complex I
(NDUFA12) and its
homologues. The
family also contains
a second related
eukaryotic protein
of unknown
function.

GO:0045333|cellular
respiration;GO:0032
981|mitochondrial
respiratory chain
complex I
assembly;GO:00611
79|negative
regulation of insulin
secretion involved
in cellular response
to glucose
stimulus;GO:007259
3|reactive oxygen
species metabolic
process;GO:002290
4|respiratory
electron transport
chain;

GO:0005743|mitoch
ondrial inner
membrane;GO:0005
739|mitochondrion;

GO:0009055|electro
n carrier
activity;GO:0008137
|NADH
dehydrogenase
(ubiquinone)
activity;

K18160

NDUFAF2; NADH
dehydrogenase
[ubiquinone] 1
alpha subcomplex
assembly factor 2

ENSG00000164190 114 108 84 123 101.6966715 82 102 78 113 0.780448817 0.003810957 0.01774638 up no NIPBL protein_coding chr5:36876759-
37066413:+

gi|47578105|ref|NP_
597677.2| 13464 0

nipped-B-like
protein isoform A
[Homo sapiens]

gi|297294144|ref|X
M_001096575.2| 10061 0

PREDICTED:
Macaca mulatta
Nipped-B homolog
(Drosophila),
transcript variant 4
(NIPBL), mRNA

Q6KC79 253 0 Nipped-B-like
protein . . . . pfam12830 Nipped-B_C

Sister chromatid
cohesion C-
terminus. This
domain lies towards
the C-terminus of
nipped-B or sister
chromatid cohesion
proteins.

GO:0007420|brain
development;GO:00
34613|cellular
protein
localization;GO:000
6974|cellular
response to DNA
damage
stimulus;GO:007148
1|cellular response
to X-
ray;GO:0050890|cog
nition;GO:0048589|
developmental
growth;GO:0042471
|ear
morphogenesis;GO:
0048557|embryonic
digestive tract
morphogenesis;GO:
0035115|embryonic
forelimb
morphogenesis;GO:
0048703|embryonic
viscerocranium
morphogenesis;GO:
0035261|external
genitalia
morphogenesis;GO:
0048592|eye
morphogenesis;GO:
0060325|face
morphogenesis;GO:
0045444|fat cell
differentiation;GO:0

GO:0000785|chrom
atin;GO:0070062|ext
racellular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0032116|SMC
loading complex;

GO:0003682|chrom
atin
binding;GO:007008
7|chromo shadow
domain
binding;GO:004282
6|histone
deacetylase
binding;GO:000802
2|protein C-
terminus
binding;GO:004748
5|protein N-
terminus binding;

K06672
SCC2, NIPBL;
cohesin loading
factor subunit SCC2

ENSG00000164197 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no RNF180 protein_coding chr5:64165844-
64372869:+

gi|30268278|emb|C
AD89939.1| 3087 0 hypothetical protein

[Homo sapiens]
gi|165932345|ref|N
M_001113561.1| 4906 0

Homo sapiens ring
finger protein 180
(RNF180),
transcript variant 1,
mRNA

Q86T96 231 1.00E-71 E3 ubiquitin-protein
ligase RNF180 YIR026c 57.8 4.00E-08 COG2453 pfam13923 zf-C3HC4_2 Zinc finger, C3HC4

type (RING finger).

GO:0030534|adult
behavior;GO:00424
15|norepinephrine
metabolic
process;GO:003243
6|positive regulation
of proteasomal
ubiquitin-dependent
protein catabolic
process;GO:003139
8|positive regulation
of protein
ubiquitination;GO:0
000209|protein
polyubiquitination;
GO:0050790|regulati
on of catalytic
activity;GO:0042428
|serotonin metabolic
process;

GO:0016021|integral
component of
membrane;GO:0031
227|intrinsic
component of
endoplasmic
reticulum
membrane;GO:0005
635|nuclear
envelope;

GO:0016874|ligase
activity;GO:0031624
|ubiquitin
conjugating enzyme
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0008270
|zinc ion binding;

K15708

RNF180; E3
ubiquitin-protein
ligase RNF180
[EC:2.3.2.27]

ENSG00000164258 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no NDUFS4 protein_coding chr5:53560633-
53683340:+

gi|4505369|ref|NP_0
02486.1| 833 1.00E-110

NADH
dehydrogenase
[ubiquinone] iron-
sulfur protein 4,
mitochondrial
precursor [Homo
sapiens]

gi|170172514|ref|N
M_002495.2| 675 0

Homo sapiens
NADH
dehydrogenase
(ubiquinone) Fe-S
protein 4, 18kDa
(NADH-coenzyme
Q reductase)
(NDUFS4), mRNA

O43181 296 2.00E-100

NADH
dehydrogenase
[ubiquinone] iron-
sulfur protein 4,
mitochondrial

. . . . pfam04800 ETC_C1_NDUFA4

ETC complex I
subunit conserved
region. Family of
pankaryotic NADH-
ubiquinone
oxidoreductase
subunits
(EC:1.6.5.3)
(EC:1.6.99.3) from
complex I of the
electron transport
chain initially
identified in
Neurospora crassa
as a 21 kDa protein.

GO:0007420|brain
development;GO:00
19933|cAMP-
mediated
signaling;GO:00453
33|cellular
respiration;GO:0006
120|mitochondrial
electron transport,
NADH to
ubiquinone;GO:003
2981|mitochondrial
respiratory chain
complex I
assembly;GO:00481
46|positive
regulation of
fibroblast
proliferation;GO:00
72593|reactive
oxygen species
metabolic
process;GO:000193
2|regulation of
protein
phosphorylation;GO
:0051591|response
to cAMP;

GO:0005743|mitoch
ondrial inner
membrane;GO:0005
747|mitochondrial
respiratory chain
complex
I;GO:0005739|mitoc
hondrion;

GO:0008137|NADH
dehydrogenase
(ubiquinone)
activity;

K03937

NDUFS4; NADH
dehydrogenase
(ubiquinone) Fe-S
protein 4



ENSG00000164327 10 12 21 6 8.668390282 2 1 2 3 3.27366677 2.63E-05 0.000379901 up yes RICTOR protein_coding chr5:38937919-
39074408:-

gi|550544217|ref|NP
_001272368.1| 8594 0

rapamycin-
insensitive
companion of
mTOR isoform 2
[Homo sapiens]

gi|550544213|ref|N
M_152756.4| 9539 0

Homo sapiens
RPTOR
independent
companion of
MTOR, complex 2
(RICTOR),
transcript variant 1,
mRNA

Q6R327 233 3.00E-68

Rapamycin-
insensitive
companion of
mTOR

. . . . pfam14664 RICTOR_N

Rapamycin-
insensitive
companion of
mTOR, N-term.
Rictor appears to
serve as a
scaffolding protein
that is important for
maintaining
mTORC2 integrity.
The mammalian
target of rapamycin
(mTOR) is a
conserved Ser/Thr
kinase that forms
two functionally
distinct complexes,
mTROC1 and
mTORC2,
important for
nutrient and
growth-factor
signalling. This
region is the N-
terminal conserved
section that may
include several
individual domains.
Rictor can be
inhibited in the
short-term by
rapamycin.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
009790|embryo
development;GO:00
30010|establishment
of cell
polarity;GO:003095
0|establishment or
maintenance of
actin cytoskeleton
polarity;GO:001810
5|peptidyl-serine
phosphorylation;GO
:0048015|phosphati
dylinositol-mediated
signaling;GO:00308
38|positive
regulation of actin
filament
polymerization;GO:
0001938|positive
regulation of
endothelial cell
proliferation;GO:00
50731|positive
regulation of
peptidyl-tyrosine
phosphorylation;GO
:0051897|positive
regulation of
protein kinase B
signaling;GO:00320
08|positive
regulation of TOR

GO:0005829|cytosol
;GO:0031932|TORC
2 complex;

GO:0008047|enzym
e activator
activity;GO:0019901
|protein kinase
binding;GO:004302
2|ribosome binding;

K08267

RICTOR;
rapamycin-
insensitive
companion of
mTOR

ENSG00000164330 0 0 0 1 1.600782936 2 6 4 3 -3.057327148 0.024389341 0.067527744 down no EBF1 protein_coding chr5:158695916-
159099761:-

gi|148701892|gb|ED
L33839.1| 3029 0

early B-cell factor 1,
isoform CRA_c,
partial [Mus
musculus]

gi|168480118|ref|N
M_024007.3| 5250 0

Homo sapiens early
B-cell factor 1
(EBF1), transcript
variant 2, mRNA

Q07802 748 0 Transcription factor
COE1 . . . . pfam01833 TIG

IPT/TIG domain.
This family consists
of a domain that has
an immunoglobulin
like fold. These
domains are found
in cell surface
receptors such as
Met and Ron as well
as in intracellular
transcription factors
where it is involved
in DNA binding.
CAUTION: This
family does not
currently recognize
a significant number
of members.

GO:0007275|multice
llular organismal
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0070742|C2H2
zinc finger domain
binding;GO:000367
7|DNA
binding;GO:004687
2|metal ion
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09103 EBF, COE; early B-
cell factor

ENSG00000164332 0 3 1 1 1.255792936 2 2 0 2 0.226211905 0.860020147 0.908393666 up no UBLCP1 protein_coding chr5:159263081-
159286040:+

gi|803282393|ref|XP
_012000885.1| 1580 0

PREDICTED:
ubiquitin-like
domain-containing
CTD phosphatase 1
isoform X2 [Ovis
aries musimon]

gi|193083196|ref|N
M_145049.3| 2392 0

Homo sapiens
ubiquitin-like
domain containing
CTD phosphatase 1
(UBLCP1), mRNA

Q5ZJJ8 101 7.00E-25
Ubiquitin-like
domain-containing
CTD phosphatase 1

. . . . pfam03031 NIF

NLI interacting
factor-like
phosphatase. This
family contains a
number of NLI
interacting factor
isoforms and also
an N-terminal
regions of RNA
polymerase II CTC
phosphatase and
FCP1 serine
phosphatase. This
region has been
identified as the
minimal
phosphatase
domain.

.
GO:0005730|nucleol
us;GO:0005634|nucl
eus;

GO:0004722|protein
serine/threonine
phosphatase
activity;

K17618

UBLCP1; ubiquitin-
like domain-
containing CTD
phosphatase 1
[EC:3.1.3.16]

ENSG00000164402 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no 8-Sep protein_coding chr5:132750817-
132807241:-

gi|27448552|gb|AA
O13879.1|AF440762
_1

2406 0 septin SEPT8_v2
[Homo sapiens]

gi|149363660|ref|N
M_015146.1| 4344 0

Homo sapiens
septin 8 (SEPT8),
transcript variant 2,
mRNA

B0KWP7 389 5.00E-133 Septin-8 SPAC821.06 226 3.00E-65 COG5019 pfam00735 Septin

Septin. Members of
this family include
CDC3, CDC10,
CDC11 and
CDC12/Septin.
Members of this
family bind GTP.
As regards the
septins, these are
polypeptides of 30-
65kDa with three
characteristic
GTPase motifs (G-
1, G-3 and G-4) that
are similar to those
of the Ras family.
The G-4 motif is
strictly conserved
with a unique septin
consensus of
AKAD. Most
septins are thought
to have at least one
coiled-coil region,
which in some cases
is necessary for
intermolecular
interactions that
allow septins to
polymerize to form
rod-shaped
complexes. In turn,
these are arranged
into tandem arrays
to form filaments

.
GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;

GO:0005525|GTP
binding; K16939 SEPT6_8_11; septin

6/8/11

ENSG00000164418 3 2 3 13 8.818796489 21 16 18 5 -1.074940666 0.111566229 0.201959305 down no GRIK2 protein_coding chr6:101398788-
102070083:+

gi|11386137|ref|NP_
068775.1| 4801 0

glutamate receptor
ionotropic, kainate
2 isoform 1
precursor [Homo
sapiens]

gi|261278361|ref|N
M_001166247.1| 4724 0

Homo sapiens
glutamate receptor,
ionotropic, kainate
2 (GRIK2),
transcript variant 3,
mRNA

P42260 318 1.00E-101
Glutamate receptor
ionotropic, kainate
2

. . . . pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

.

GO:0030054|cell
junction;GO:001602
1|integral
component of
membrane;GO:0045
211|postsynaptic
membrane;

GO:0004970|ionotro
pic glutamate
receptor activity;

K05202
GRIK2; glutamate
receptor, ionotropic
kainate 2

ENSG00000164438 5 4 8 14 10.44862217 7 14 27 12 -0.443499547 0.449020861 0.576553413 down no TLX3 protein_coding chr5:171309284-
171312134:+

gi|471361393|ref|XP
_004371262.1| 1307 3.00E-176

PREDICTED: T-cell
leukemia homeobox
protein 3
[Trichechus
manatus latirostris]

gi|50355977|ref|NM
_021025.2| 1487 0

Homo sapiens T-
cell leukemia
homeobox 3
(TLX3), mRNA

O43711 486 5.00E-169 T-cell leukemia
homeobox protein 3 . . . . pfam00046 Homeobox Homeobox domain.

GO:0007417|central
nervous system
development;GO:00
45665|negative
regulation of
neuron
differentiation;GO:0
048665|neuron fate
specification;GO:00
01764|neuron
migration;GO:00020
87|regulation of
respiratory gaseous
exchange by
neurological system
process;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00075
85|respiratory
gaseous exchange;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;

K15607
TLX3, HOX11L2;
T-cell leukemia
homeobox protein 3

ENSG00000164442 9 3 12 21 16.42934735 30 21 22 26 -0.603226333 0.219394631 0.339153232 down no CITED2 protein_coding chr6:139371807-
139374620:-

gi|675654626|ref|XP
_008993415.1| 1174 2.00E-151

PREDICTED:
cbp/p300-interacting
transactivator 2
[Callithrix jacchus]

gi|302313170|gb|HM
015589.1| 2148 0

Homo sapiens
Cbp/p300-
interacting
transactivator, with
Glu/Asp-rich
carboxy-terminal
domain, 2
(CITED2) gene,
complete cds

O35740 324 4.00E-109
Cbp/p300-
interacting
transactivator 2

. . . . pfam04487 CITED

CITED. CITED,
CBP/p300-
interacting
transactivator with
ED-rich tail, are
characterized by a
conserved 32-amino
acid sequence at the
C-terminus. CITED
proteins do not bind
DNA directly and
are thought to
function as
transcriptional co-
activators.

GO:0035802|adrenal
cortex
formation;GO:0030
325|adrenal gland
development;GO:00
01568|blood vessel
development;GO:00
60349|bone
morphogenesis;GO:
0061308|cardiac
neural crest cell
development
involved in heart
development;GO:00
60411|cardiac
septum
morphogenesis;GO:
0007569|cell
aging;GO:0008283|c
ell
proliferation;GO:00
07417|central
nervous system
development;GO:00
21602|cranial nerve
morphogenesis;GO:
0046697|decidualiza
tion;GO:0061371|det
ermination of heart
left/right
asymmetry;GO:0007
368|determination
of left/right
symmetry;GO:00485
96|embryonic

GO:0005737|cytopla
sm;GO:0000790|nuc
lear
chromatin;GO:0005
634|nucleus;

GO:0003682|chrom
atin
binding;GO:003503
5|histone
acetyltransferase
binding;GO:005069
3|LBD domain
binding;GO:000110
2|RNA polymerase
II activating
transcription factor
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0001106
|RNA polymerase II
transcription
corepressor
activity;GO:0046332
|SMAD
binding;GO:000371
3|transcription
coactivator
activity;GO:0003712
|transcription
cofactor
activity;GO:0003714
|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

. .

ENSG00000164463 0 0 0 0 0.80343095 3 2 2 1 -2.880913548 0.078654209 NA down no CREBRF protein_coding chr5:173056352-
173139284:+

gi|270309176|ref|NP
_705835.2| 2998 0

CREB3 regulatory
factor isoform 1
[Homo sapiens]

gi|270309175|ref|N
M_153607.2| 7778 0

Homo sapiens
CREB3 regulatory
factor (CREBRF),
transcript variant 1,
mRNA

Q86U02 87 2.00E-20

Putative
uncharacterized
protein encoded by
LINC00596

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0042711|matern
al
behavior;GO:19001
02|negative
regulation of
endoplasmic
reticulum unfolded
protein
response;GO:19001
70|negative
regulation of
glucocorticoid
mediated signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00323
88|positive
regulation of
intracellular
transport;GO:19022
13|positive
regulation of
prolactin signaling
pathway;GO:004573
2|positive regulation
of protein catabolic
process;GO:005122
2|positive regulation
of protein
transport;GO:00349
76|response to
endoplasmic

GO:0005737|cytopla
sm;GO:0016604|nuc
lear
body;GO:0005654|n
ucleoplasm;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

. .



ENSG00000164506 0 0 1 0 1.879895708 9 3 2 3 -3.244440002 0.018551748 0.055527301 down no STXBP5 protein_coding chr6:147204425-
147390476:+

gi|189217915|ref|NP
_001121187.1| 5640 0

syntaxin-binding
protein 5 isoform b
[Homo sapiens]

gi|339276052|ref|N
M_139244.4| 9177 0

Homo sapiens
syntaxin binding
protein 5 (tomosyn)
(STXBP5),
transcript variant 1,
mRNA

Q5T5C0 2140 0 Syntaxin-binding
protein 5 . . . . pfam08366 LLGL

LLGL2. This
domain is found in
lethal giant larvae
homolog 2 (LLGL2)
proteins and
syntaxin-binding
proteins like
tomosyn. It has
been identified in
eukaryotes and
tends to be found
together with WD
repeats
(pfam00400).

GO:0006887|exocyt
osis;GO:0045921|po
sitive regulation of
exocytosis;GO:0015
031|protein
transport;GO:00301
93|regulation of
blood
coagulation;GO:001
7157|regulation of
exocytosis;GO:0010
468|regulation of
gene
expression;GO:0050
708|regulation of
protein secretion;

GO:0005892|acetylc
holine-gated
channel
complex;GO:003005
4|cell
junction;GO:000573
7|cytoplasm;GO:003
0659|cytoplasmic
vesicle
membrane;GO:0005
886|plasma
membrane;GO:0030
141|secretory
granule;GO:0031201
|SNARE
complex;GO:000802
1|synaptic vesicle;

GO:0005096|GTPas
e activator
activity;GO:0017137
|Rab GTPase
binding;GO:001990
5|syntaxin
binding;GO:001707
5|syntaxin-1
binding;

K08518 STXBP5; syntaxin-
binding protein 5

ENSG00000164548 20 54 19 135 79.18213167 121 126 120 140 -0.796374969 0.072516305 0.148153277 down no TRA2A protein_coding chr7:23504780-
23532041:-

gi|545214237|ref|XP
_005609316.1| 639 7.00E-75

PREDICTED: LOW
QUALITY
PROTEIN:
transformer-2
protein homolog
alpha [Equus
caballus]

gi|544346328|ref|N
M_001282759.1| 2229 0

Homo sapiens
transformer 2 alpha
homolog
(Drosophila)
(TRA2A), transcript
variant 4, mRNA

Q13595 221 7.00E-69
Transformer-2
protein homolog
alpha

SPAC19A8.13 65.9 4.00E-11 COG0724 pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0000398|mRNA
splicing, via
spliceosome;

GO:0043231|intracel
lular membrane-
bounded
organelle;GO:00057
30|nucleolus;GO:00
05634|nucleus;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;

K12897 TRA2; transformer-
2 protein

ENSG00000164576 1 4 2 1 1.662122994 1 1 1 2 1.225337908 0.2677139 0.391534398 up no SAP30L protein_coding chr5:154445957-
154461054:+

gi|13375862|ref|NP_
078908.1| 915 1.00E-109

histone deacetylase
complex subunit
SAP30L isoform 1
[Homo sapiens]

gi|208610033|ref|N
M_024632.5| 6225 0

Homo sapiens
SAP30-like
(SAP30L),
transcript variant 1,
mRNA

Q9HAJ7 357 5.00E-111
Histone deacetylase
complex subunit
SAP30L

. . . . pfam13866 zf-SAP30

SAP30 zinc-finger.
SAP30 is a subunit
of the histone
deacetylase
complex, and this
domain is a zinc-
finger. Solution of
the structure shows
a novel fold
comprising two
beta-strands and
two alpha-helices
with the zinc
organizing centre
showing remote
resemblance to the
treble clef motif. In
silico analysis of the
structure revealed a
highly conserved
surface dominated
by basic residues.
NMR-based analysis
of potential ligands
for the SAP30 zn-
finger motif
indicated a strong
preference for
nucleic acid
substrates. The zinc-
finger of SAP3
probably functions
as a double-
stranded DNA-
binding motif

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005730|nucleol
us;GO:0005654|nucl
eoplasm;GO:000563
4|nucleus;

GO:0003677|DNA
binding;GO:000440
7|histone
deacetylase
activity;GO:0046872
|metal ion binding;

. .

ENSG00000164587 14 18 23 14 12.76278805 4 5 10 2 2.314645495 6.80E-05 0.000792012 up yes RPS14 protein_coding chr5:150443190-
150449756:-

gi|440901667|gb|EL
R52566.1| 775 1.00E-97

40S ribosomal
protein S14, partial
[Bos mutus]

gi|84570038|gb|BC1
10792.1| 3089 0

Homo sapiens
ribosomal protein
S14, mRNA (cDNA
clone
IMAGE:4384768),
with apparent
retained intron

P62264 267 1.00E-89 40S ribosomal
protein S14 YCR031c 211 2.00E-64 COG0100 pfam00411 Ribosomal_S11 Ribosomal protein

S11.

GO:0030218|erythro
cyte
differentiation;GO:0
030490|maturation
of SSU-
rRNA;GO:0000462|
maturation of SSU-
rRNA from
tricistronic rRNA
transcript (SSU-
rRNA, 5.8S rRNA,
LSU-
rRNA);GO:0000122|
negative regulation
of transcription
from RNA
polymerase II
promoter;GO:00000
28|ribosomal small
subunit
assembly;GO:00064
12|translation;

GO:0005737|cytopla
sm;GO:0022627|cyt
osolic small
ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00310
12|extracellular
matrix;GO:0005925|
focal
adhesion;GO:00160
20|membrane;GO:0
005739|mitochondri
on;GO:0005730|nucl
eolus;

GO:0048027|mRNA
5'-UTR
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:007018
1|small ribosomal
subunit rRNA
binding;GO:000373
5|structural
constituent of
ribosome;GO:00451
82|translation
regulator activity;

K02955

RP-S14e, RPS14;
small subunit
ribosomal protein
S14e

ENSG00000164600 10 6 6 15 12.9239508 9 21 28 17 -0.482717636 0.348836469 0.479857456 down no NEUROD6 protein_coding chr7:31337461-
31340894:-

gi|795207010|ref|XP
_011938615.1| 1523 0

PREDICTED:
neurogenic
differentiation
factor 6
[Cercocebus atys]

gi|424036625|ref|N
M_022728.3| 2131 0

Homo sapiens
neuronal
differentiation 6
(NEUROD6),
mRNA

Q4R5G6 591 0
Neurogenic
differentiation
factor 6

. . . . pfam12533 Neuro_bHLH

Neuronal helix-
loop-helix
transcription factor.
This domain family
is found in
eukaryotes, and is
approximately 80
amino acids in
length. The family
is found C-terminal
to pfam00010.
There is a single
completely
conserved residue
W that may be
functionally
important. Neuronal
basic helix-loop-
helix (bHLH)
transcription factors
such as neuroD and
neurogenin have
been shown to play
important roles in
neuronal
development.

GO:0030154|cell
differentiation;GO:0
007399|nervous
system
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding; K09080

NEUROD6,
ATOH2, MATH2;
neurogenic
differentiation
factor 6

ENSG00000164604 2 4 1 9 6.238350343 11 11 10 10 -0.934804721 0.12774467 0.224004794 down no GPR85 protein_coding chr7:113078331-
113087778:-

gi|11560065|ref|NP_
071590.1| 1851 0

probable G-protein
coupled receptor 85
[Rattus norvegicus]

gi|226342975|ref|N
M_001146265.1| 4910 0

Homo sapiens G
protein-coupled
receptor 85
(GPR85), transcript
variant 1, mRNA

P60895 244 5.00E-78 Probable G-protein
coupled receptor 85 . . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

.

GO:0005783|endopl
asmic
reticulum;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor activity;

K04302
GPR85, SREB2; G
protein-coupled
receptor 85

ENSG00000164620 0 0 0 1 0.599305472 0 2 1 2 -1.460287641 0.431073657 NA down no RELL2 protein_coding chr5:141636950-
141641077:+

gi|194097446|ref|NP
_776189.3| 1332 1.00E-176 RELT-like protein 2

[Homo sapiens]
gi|194097445|ref|N
M_173828.4| 2507 0

Homo sapiens
RELT-like 2
(RELL2), transcript
variant 1, mRNA

Q8NC24 229 1.00E-66 RELT-like protein 2 . . . . pfam12606 RELT

tumor necrosis
factor receptor
superfamily
member 19. This
family of proteins is
found in bacteria
and eukaryotes.
Proteins in this
family are typically
between 49 and 288
amino acids in
length. There are
two completely
conserved residues
(K and Y) that may
be functionally
important. The
members of tumor
necrosis factor
receptor (TNFR)
superfamily have
been designated as
the "guardians of
the immune system"
due to their roles in
immune cell
proliferation,
differentiation,
activation, and
death (apoptosis).
The messenger
RNA of RELT is
especially abundant
in hematologic
tissues such as

GO:0010811|positiv
e regulation of cell-
substrate adhesion;

GO:0005604|baseme
nt
membrane;GO:0016
021|integral
component of
membrane;GO:0005
886|plasma
membrane;

. . .



ENSG00000164651 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SP8 protein_coding chr7:20782283-
20786886:-

gi|39812496|ref|NP_
874359.2| 1660 0

transcription factor
Sp8 isoform 1
[Homo sapiens]

gi|24217432|gb|BC0
38669.1| 3460 0

Homo sapiens Sp8
transcription factor,
mRNA (cDNA
clone MGC:41921
IMAGE:5259444),
complete cds

Q8IXZ3 525 2.00E-172 Transcription factor
Sp8 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0009953|dorsal/
ventral pattern
formation;GO:0030
326|embryonic limb
morphogenesis;GO:
0009954|proximal/di
stal pattern
formation;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09198 SP8; transcription
factor Sp8

ENSG00000164654 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no MIOS protein_coding chr7:7566872-
7608929:+

gi|109150419|ref|NP
_061878.3| 4742 0

WD repeat-
containing protein
mio [Homo sapiens]

gi|426355473|ref|X
M_004045097.1| 3350 0

PREDICTED:
Gorilla gorilla
gorilla missing
oocyte, meiosis
regulator, homolog
(Drosophila),
transcript variant 1
(MIOS), mRNA

Q5RCA2 167 5.00E-41
WD repeat-
containing protein
mio

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0009953|dorsal/
ventral pattern
formation;GO:0030
326|embryonic limb
morphogenesis;GO:
0009954|proximal/di
stal pattern
formation;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000164659 0 0 0 0 0.301084506 2 1 0 0 -1.466319027 0.62641174 NA down no KIAA1324L protein_coding chr7:86876906-
87059699:-

gi|218505750|ref|NP
_001136221.1| 5374 0

UPF0577 protein
KIAA1324-like
isoform 1 precursor
[Homo sapiens]

gi|262205160|ref|N
M_001142749.2| 6840 0

Homo sapiens
KIAA1324-like
(KIAA1324L),
transcript variant 1,
mRNA

A7E2Z9 121 2.00E-29
UPF0577 protein
KIAA1324-like
homolog

. . . . pfam07562 NCD3G

Nine Cysteines
Domain of family 3
GPCR. This
conserved sequence
contains several
highly-conserved
Cys residues that
are predicted to
form disulphide
bridges. It is
predicted to lie
outside the cell
membrane, tethered
to the pfam00003 in
several receptor
proteins.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000164663 0 0 0 1 0.406941341 0 2 1 0 -0.738404977 0.754235805 NA down no USP49 protein_coding chr6:41789896-
41895361:-

gi|557440841|ref|NP
_001273483.1| 3441 0

ubiquitin carboxyl-
terminal hydrolase
49 isoform a [Homo
sapiens]

gi|557440840|ref|N
M_001286554.1| 8806 0

Homo sapiens
ubiquitin specific
peptidase 49
(USP49), transcript
variant 1, mRNA

Q70CQ1 79.7 3.00E-16
Ubiquitin carboxyl-
terminal hydrolase
49

. . . . pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0035616|histone
H2B conserved C-
terminal lysine
deubiquitination;GO
:0000398|mRNA
splicing, via
spliceosome;GO:00
16579|protein
deubiquitination;GO
:0006511|ubiquitin-
dependent protein
catabolic process;

GO:0005634|nucleu
s;

GO:0004197|cystein
e-type
endopeptidase
activity;GO:0042393
|histone
binding;GO:000484
3|ubiquitin-specific
protease
activity;GO:0008270
|zinc ion binding;

K11834

USP44_49;
ubiquitin carboxyl-
terminal hydrolase
44/49 [EC:3.4.19.12]

ENSG00000164675 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no IQUB protein_coding chr7:123452400-
123535077:-

gi|223972685|ref|NP
_849149.3| 4036 0

IQ and ubiquitin-
like domain-
containing protein
[Homo sapiens]

gi|34534775|dbj|AK
127736.1| 3425 0

Homo sapiens
cDNA FLJ45836 fis,
clone
NT2RP8009119

Q8NA54 470 7.00E-164
IQ and ubiquitin-
like domain-
containing protein

. . . . pfam00240 ubiquitin

Ubiquitin family.
This family contains
a number of
ubiquitin-like
proteins: SUMO
(smt3 homologue)
Nedd8, Elongin B,
Rub1, and Parkin.
A number of them
are thought to carry
a distinctive five-
residue motif
termed the
proteasome-
interacting motif
(PIM), which may
have a biologically
significant role in
protein delivery to
proteasomes and
recruitment of
proteasomes to
transcription sites.

GO:0060271|cilium
morphogenesis;GO:
0007224|smoothene
d signaling pathway;

GO:0001669|acroso
mal
vesicle;GO:0031514|
motile cilium;

. . .

ENSG00000164796 0 2 3 0 2.570362883 3 9 3 3 -1.249332152 0.246007547 0.372660647 down no CSMD3 protein_coding chr8:112222928-
113437099:-

gi|38045888|ref|NP_
937756.1| 19324 0

CUB and sushi
domain-containing
protein 3 isoform 1
[Homo sapiens]

gi|38045887|ref|NM
_198123.1| 13126 0

Homo sapiens CUB
and Sushi multiple
domains 3
(CSMD3), transcript
variant a, mRNA

Q7Z407 2350 0
CUB and sushi
domain-containing
protein 3

. . . . pfam00431 CUB CUB domain. .

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

. K17495
CSMD; CUB and
sushi domain-
containing protein

ENSG00000164815 20 13 21 19 17.76571642 12 21 17 14 0.799333908 0.067434301 0.139904193 up no ORC5 protein_coding chr7:104126341-
104208047:-

gi|4505525|ref|NP_0
02544.1| 2247 0

origin recognition
complex subunit 5
isoform 1 [Homo
sapiens]

gi|194378669|dbj|A
K302122.1| 2040 0

Homo sapiens
cDNA FLJ53851
complete cds,
highly similar to
Origin recognition
complex subunit 5

O43913 867 0 Origin recognition
complex subunit 5 . . . . pfam14630 ORC5_C

Origin recognition
complex (ORC)
subunit 5 C-
terminus. This entry
represents the C-
terminus of origin
recognition complex
subunit 5.

GO:0006260|DNA
replication;GO:0006
270|DNA replication
initiation;GO:00000
82|G1/S transition
of mitotic cell cycle;

GO:0005737|cytopla
sm;GO:0000784|nuc
lear chromosome,
telomeric
region;GO:0005664|
nuclear origin of
replication
recognition
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0000808|origin
recognition
complex;

GO:0005524|ATP
binding;GO:000368
8|DNA replication
origin
binding;GO:000016
6|nucleotide
binding;

K02607
ORC5; origin
recognition complex
subunit 5

ENSG00000164830 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no OXR1 protein_coding chr8:106359476-
106752694:+

gi|309384265|ref|NP
_001185461.1| 4465 0

oxidation resistance
protein 1 isoform 3
[Homo sapiens]

gi|309384266|ref|N
M_001198533.1| 4501 0

Homo sapiens
oxidation resistance
1 (OXR1),
transcript variant 4,
mRNA

Q4KMM3 140 1.00E-36 Oxidation resistance
protein 1 YPL196w 68.2 2.00E-11 COG5142 pfam07534 TLD

TLD. This domain
is predicted to be an
enzyme and is often
found associated
with pfam01476. It's
structure consists of
a beta-sandwich
surrounded by two
helices and two
one-turn helices.

GO:0006979|respon
se to oxidative
stress;

GO:0005739|mitoch
ondrion;GO:000573
0|nucleolus;

. . .

ENSG00000164880 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no INTS1 protein_coding chr7:1470277-
1504367:-

gi|160948599|ref|NP
_001073922.2| 10271 0

integrator complex
subunit 1 [Homo
sapiens]

gi|160948598|ref|N
M_001080453.2| 6959 0

Homo sapiens
integrator complex
subunit 1 (INTS1),
mRNA

Q8N201 241 6.00E-72 Integrator complex
subunit 1 . . . . pfam12432 DUF3677

Protein of unknown
function
(DUF3677). This
domain family is
found in
eukaryotes, and is
approximately 80
amino acids in
length.

GO:0016180|snRNA
processing;GO:0042
795|snRNA
transcription from
RNA polymerase II
promoter;

GO:0016021|integral
component of
membrane;GO:0032
039|integrator
complex;GO:001602
0|membrane;GO:00
31965|nuclear
membrane;GO:0005
654|nucleoplasm;

. K13138 INTS1; integrator
complex subunit 1

ENSG00000164885 1 0 0 0 0.398592948 1 1 0 0 -0.156948375 0.94738917 NA down no CDK5 protein_coding chr7:151053812-
151058530:-

gi|4826675|ref|NP_0
04926.1| 1559 0

cyclin-dependent-
like kinase 5
isoform 1 [Homo
sapiens]

gi|635117345|ref|X
M_007983477.1| 1327 0

PREDICTED:
Chlorocebus
sabaeus cyclin-
dependent kinase 5
(CDK5), transcript
variant X1, mRNA

Q00535 359 3.00E-122 Cyclin-dependent-
like kinase 5 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0048675|axon
extension;GO:00481
48|behavioral
response to
cocaine;GO:007050
9|calcium ion
import;GO:0007049|
cell
cycle;GO:0051301|c
ell
division;GO:000716
0|cell-matrix
adhesion;GO:00074
17|central nervous
system
development;GO:00
21954|central
nervous system
neuron
development;GO:00
21697|cerebellar
cortex
formation;GO:0022
038|corpus callosum
development;GO:00
30866|cortical actin
cytoskeleton
organization;GO:00
48813|dendrite
morphogenesis;GO:
0060079|excitatory
postsynaptic
potential;GO:000688
7|exocytosis;GO:002
1766|hippocampus

GO:0030424|axon;G
O:0030054|cell
junction;GO:001653
3|cyclin-dependent
protein kinase 5
holoenzyme
complex;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0005829|cytosol;
GO:0030425|dendrit
e;GO:0030175|filop
odium;GO:0030426|
growth
cone;GO:0030027|la
mellipodium;GO:00
16020|membrane;G
O:0031594|neuromu
scular
junction;GO:004302
5|neuronal cell
body;GO:0005634|n
ucleus;GO:0043204|
perikaryon;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0030549|acetylc
holine receptor
activator
activity;GO:0005524
|ATP
binding;GO:000469
3|cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0008092
|cytoskeletal protein
binding;GO:004687
5|ephrin receptor
binding;GO:000517
6|ErbB-2 class
receptor
binding;GO:004312
5|ErbB-3 class
receptor
binding;GO:001630
1|kinase
activity;GO:0004672
|protein kinase
activity;GO:0019901
|protein kinase
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0050321
|tau-protein kinase
activity;

K02090
CDK5; cyclin-
dependent kinase 5
[EC:2.7.11.22]

ENSG00000164889 0 0 0 2 0.312951996 0 1 0 0 1.139505708 0.706380511 NA up no SLC4A2 protein_coding chr7:151057210-
151076527:+

gi|62087896|dbj|BA
D92395.1| 5058 0

Anion exchanger 2
type a variant
[Homo sapiens]

gi|314122219|ref|N
M_001199692.1| 4925 0

Homo sapiens
solute carrier family
4 (anion
exchanger), member
2 (SLC4A2),
transcript variant 2,
mRNA

P04920 231 2.00E-82 Anion exchange
protein 2 . . . . pfam00955 HCO3_cotransp

HCO3- transporter
family. This family
contains Band 3
anion exchange
proteins that
exchange CL-
/HCO3-. This family
also includes
cotransporters of
Na+/HCO3-.

.
GO:0016021|integral
component of
membrane;

GO:0015301|anion:a
nion antiporter
activity;GO:0005452
|inorganic anion
exchanger activity;

K13855

SLC4A2, AE2;
solute carrier family
4 (anion
exchanger), member
2

ENSG00000164924 91 140 105 223 176.7903624 239 273 224 252 -0.322737722 0.102428057 0.188299089 down no YWHAZ protein_coding chr8:100916525-
100953388:-

gi|30354619|gb|AAH
51814.1| 1375 3.00E-179

YWHAZ protein,
partial [Homo
sapiens]

gi|21327537|gb|AC0
27373.11| 4228 0

Homo sapiens
chromosome 8,
clone RP11-521I2,
complete sequence

P29361 151 2.00E-43 14-3-3 protein
zeta/delta SPAC8E11.02c 325 1.00E-99 COG5040 pfam00244 2014/3/3 14-3-3 protein.

GO:0002553|histami
ne secretion by mast
cell;GO:0006626|pro
tein targeting to
mitochondrion;GO:
0042493|response to
drug;

GO:0031252|cell
leading
edge;GO:0042629|m
ast cell
granule;GO:0042470
|melanosome;GO:00
05739|mitochondrio
n;GO:0048471|perin
uclear region of
cytoplasm;GO:0014
069|postsynaptic
density;GO:0043234
|protein complex;

GO:0032403|protein
complex
binding;GO:001990
4|protein domain
specific binding;

K16197
YWHAB_Q_Z; 14-
3-3 protein
beta/theta/zeta

ENSG00000164944 0 1 1 2 1.720748379 7 2 1 2 -1.117431845 0.345519677 0.475671815 down no KIAA1429 protein_coding chr8:94487693-
94553529:-

gi|33946282|ref|NP_
056311.2| 8328 0

protein virilizer
homolog isoform 1
[Homo sapiens]

gi|319738637|ref|N
M_015496.4| 6440 0

Homo sapiens
KIAA1429
(KIAA1429),
transcript variant 1,
mRNA

A2AIV2 196 7.00E-56 Protein virilizer
homolog . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0080009|mRNA
methylation;GO:000
6397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0016607|nuclear
speck;GO:0005654|
nucleoplasm;

GO:0044822|poly(A
) RNA binding; . .



ENSG00000164970 0 0 0 0 0.202961082 2 0 0 0 -0.899764408 0.798840138 NA down no FAM219A protein_coding chr9:34398184-
34458570:-

gi|296531322|ref|NP
_001171869.1| 755 3.00E-89

protein FAM219A
isoform 1 [Homo
sapiens]

gi|296531321|ref|N
M_001184940.1| 3644 0

Homo sapiens
family with
sequence similarity
219, member A
(FAM219A),
transcript variant 1,
mRNA

Q8IW50 234 9.00E-76 Protein FAM219A . . . . pfam15260 FAM219A

Protein family
FAM219A. This
protein family,
FAM219A is a
domain of
unknown function.
This protein family
has been found in
eukaryotes. Proteins
in this family are
typically between
144 and 191 amino
acids in length.
There are two
conserved sequence
motifs: QLL and
LDE.

. GO:0005634|nucleu
s;

GO:0044822|poly(A
) RNA binding; . .

ENSG00000164985 16 15 21 30 21.77230626 23 23 22 30 0.28780198 0.417893173 0.547402512 up no PSIP1 protein_coding chr9:15464066-
15511019:-

gi|19923653|ref|NP_
150091.2| 1956 0

PC4 and SFRS1-
interacting protein
isoform 2 [Homo
sapiens]

gi|190014584|ref|N
M_033222.3| 3377 0

Homo sapiens PC4
and SFRS1
interacting protein 1
(PSIP1), transcript
variant 2, mRNA

O75475 389 8.00E-127 PC4 and SFRS1-
interacting protein . . . . pfam11467 LEDGF

Lens epithelium-
derived growth
factor (LEDGF).
LEDGF is a
chromatin-
associated protein
that protects cells
from stress-induced
apoptosis. It is the
binding partner of
HIV-1 integrase in
human cells. The
integrase binding
domain (IBD) of
LEDGF is a
compact right-
handed bundle
composed of five
alpha-helices. The
residues essential
for the interaction
with the integrase
are present in the
inter-helical loop
regions of the
bundle structure.

GO:0000395|mRNA
5'-splice site
recognition;GO:004
5944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00094
08|response to
heat;GO:0006979|re
sponse to oxidative
stress;

GO:0005720|nuclear
heterochromatin;GO
:0035327|transcripti
onally active
chromatin;

GO:0033613|activati
ng transcription
factor
binding;GO:000368
2|chromatin
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0097100
|supercoiled DNA
binding;

. .

ENSG00000164989 0 0 0 0 1.011548815 5 1 3 1 -3.211441117 0.049737273 0.113357316 down no CCDC171 protein_coding chr9:15553086-
16061663:+

gi|38348729|ref|NP_
775821.2| 6606 0

coiled-coil domain-
containing protein
171 [Homo sapiens]

gi|635073498|ref|X
M_007969188.1| 5953 0

PREDICTED:
Chlorocebus
sabaeus coiled-coil
domain containing
171 (CCDC171),
transcript variant
X1, mRNA

Q6NY19 53.5 2.00E-07

KN motif and
ankyrin repeat
domain-containing
protein 3

. . . . pfam02463 SMC_N

RecF/RecN/SMC N
terminal domain.
This domain is
found at the N
terminus of SMC
proteins. The SMC
(structural
maintenance of
chromosomes)
superfamily
proteins have ATP-
binding domains at
the N- and C-
termini, and two
extended coiled-coil
domains separated
by a hinge in the
middle. The
eukaryotic SMC
proteins form two
kind of
heterodimers: the
SMC1/SMC3 and
the SMC2/SMC4
types. These
heterodimers
constitute an
essential part of
higher order
complexes, which
are involved in
chromatin and DNA
dynamics.   This
family also includes
the RecF and RecN

GO:0075713|establis
hment of integrated
proviral
latency;GO:0000395
|mRNA 5'-splice site
recognition;GO:005
1169|nuclear
transport;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00094
08|response to
heat;GO:0006979|re
sponse to oxidative
stress;GO:0006351|t
ranscription, DNA-
templated;

GO:0005829|cytosol
;GO:0005720|nuclea
r
heterochromatin;GO
:0034399|nuclear
periphery;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0035327|transcrip
tionally active
chromatin;

GO:0033613|activati
ng transcription
factor
binding;GO:000368
2|chromatin
binding;GO:004482
2|poly(A) RNA
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0097100
|supercoiled DNA
binding;

. .

ENSG00000165006 7 20 3 21 13.11545178 14 13 21 16 0.112923576 0.820965674 0.879750871 up no UBAP1 protein_coding chr9:34179005-
34252523:+

gi|283945558|ref|NP
_001164672.1| 2513 0

ubiquitin-associated
protein 1 isoform 2
[Homo sapiens]

gi|283945567|ref|N
M_016525.4| 2735 0

Homo sapiens
ubiquitin associated
protein 1 (UBAP1),
transcript variant 1,
mRNA

Q9NZ09 811 0 Ubiquitin-associated
protein 1 . . . . pfam06752 E_Pc_C

Enhancer of
Polycomb C-
terminus. This
family represents
the C-terminus of
eukaryotic enhancer
of polycomb
proteins, which
have roles in
heterochromatin
formation. This
family contains
several conserved
motifs.

GO:0015031|protein
transport;GO:00431
62|ubiquitin-
dependent protein
catabolic process
via the
multivesicular body
sorting pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0000813|E
SCRT I
complex;GO:000579
4|Golgi
apparatus;GO:00058
86|plasma
membrane;

GO:0043130|ubiquit
in binding; . .

ENSG00000165029 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ABCA1 protein_coding chr9:104781002-
104928237:-

gi|21536376|ref|NP_
005493.2| 11444 0

ATP-binding
cassette sub-family
A member 1 [Homo
sapiens]

gi|315013575|ref|N
M_005502.3| 10494 0

Homo sapiens ATP-
binding cassette,
sub-family A
(ABC1), member 1
(ABCA1), mRNA

O95477 337 6.00E-103
ATP-binding
cassette sub-family
A member 1

PH0913 154 7.00E-39 COG1131 pfam00005 ABC_tran

ABC transporter.
ABC transporters
for a large family of
proteins responsible
for translocation of
a variety of
compounds across
biological
membranes. ABC
transporters are the
largest family of
proteins in many
completely
sequenced bacteria.
ABC transporters
are composed of
two copies of this
domain and two
copies of a
transmembrane
domain pfam00664.
These four domains
may belong to a
single polypeptide
or belong in
different
polypeptide chains.

GO:0071397|cellular
response to
cholesterol;GO:0071
222|cellular
response to
lipopolysaccharide;
GO:0071300|cellular
response to retinoic
acid;GO:0033344|ch
olesterol
efflux;GO:0042632|
cholesterol
homeostasis;GO:000
8203|cholesterol
metabolic
process;GO:001619
7|endosomal
transport;GO:00071
86|G-protein
coupled receptor
signaling
pathway;GO:003438
0|high-density
lipoprotein particle
assembly;GO:00507
02|interleukin-1 beta
secretion;GO:00323
67|intracellular
cholesterol
transport;GO:00421
57|lipoprotein
metabolic
process;GO:000704
0|lysosome
organization;GO:00

GO:0030139|endocy
tic
vesicle;GO:0005789|
endoplasmic
reticulum
membrane;GO:0009
897|external side of
plasma
membrane;GO:0005
794|Golgi
apparatus;GO:00343
64|high-density
lipoprotein
particle;GO:0005887
|integral component
of plasma
membrane;GO:0045
121|membrane
raft;GO:0048471|per
inuclear region of
cytoplasm;GO:0045
335|phagocytic
vesicle;GO:0005886|
plasma membrane;

GO:0008509|anion
transmembrane
transporter
activity;GO:0034186
|apolipoprotein A-I
binding;GO:003418
8|apolipoprotein A-I
receptor
activity;GO:0034185
|apolipoprotein
binding;GO:000552
4|ATP
binding;GO:001688
7|ATPase
activity;GO:0042626
|ATPase activity,
coupled to
transmembrane
movement of
substances;GO:0051
117|ATPase
binding;GO:001548
5|cholesterol
binding;GO:001712
7|cholesterol
transporter
activity;GO:0090554
|phosphatidylcholin
e-translocating
ATPase
activity;GO:0090556
|phosphatidylserine-
translocating
ATPase
activity;GO:0005543

K05641

ABCA1; ATP-
binding cassette,
subfamily A
(ABC1), member 1

ENSG00000165119 353 291 270 221 219.4163599 63 101 143 101 2.128012937 5.48E-08 3.81E-06 up yes HNRNPK protein_coding chr9:83968083-
83980616:-

gi|354499998|ref|XP
_003512090.1| 1680 0

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein K
isoform X1
[Cricetulus griseus]

gi|186659502|ref|N
M_031263.2| 2942 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein K
(HNRNPK),
transcript variant 2,
mRNA

P61980 649 0
Heterogeneous
nuclear
ribonucleoprotein K

. . . . pfam08067 ROKNT

ROKNT (NUC014)
domain. This
presumed domain is
found at the N-
terminus of RNP K-
like proteins that
also contains KH
domains
pfam00013.

GO:0006953|acute-
phase
response;GO:00075
68|aging;GO:004301
0|camera-type eye
development;GO:00
71230|cellular
response to amino
acid
stimulus;GO:190432
2|cellular response
to
forskolin;GO:00713
33|cellular response
to glucose
stimulus;GO:003286
9|cellular response
to insulin
stimulus;GO:007275
2|cellular response
to
rapamycin;GO:0007
417|central nervous
system
development;GO:00
21549|cerebellum
development;GO:00
21987|cerebral
cortex
development;GO:00
21766|hippocampus
development;GO:00
01822|kidney
development;GO:00
01889|liver

GO:0043679|axon
terminus;GO:00059
38|cell
cortex;GO:0030054|
cell
junction;GO:000582
9|cytosol;GO:00431
97|dendritic
spine;GO:0005739|
mitochondrion;GO:
0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0002102|po
dosome;GO:001406
9|postsynaptic
density;GO:0032993
|protein-DNA
complex;GO:000568
1|spliceosomal
complex;

GO:0042805|actinin
binding;GO:005111
7|ATPase
binding;GO:199082
9|C-rich single-
stranded DNA
binding;GO:000115
9|core promoter
proximal region
DNA
binding;GO:000369
0|double-stranded
DNA
binding;GO:003107
2|heat shock protein
binding;GO:000552
1|lamin
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:199071
5|mRNA CDS
binding;GO:003062
8|pre-mRNA 3'-
splice site
binding;GO:001990
4|protein domain
specific
binding;GO:004302
1|ribonucleoprotein
complex
binding;GO:000369
7|single-stranded
DNA
binding;GO:000813
4|transcription

K12886

HNRNPK;
heterogeneous
nuclear
ribonucleoprotein K

ENSG00000165156 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no ZHX1 protein_coding chr8:123248451-
123275541:-

gi|63079680|ref|NP_
009153.3| 3798 0

zinc fingers and
homeoboxes protein
1 [Homo sapiens]

gi|323510645|ref|N
M_001017926.2| 5200 0

Homo sapiens zinc
fingers and
homeoboxes 1
(ZHX1), transcript
variant 1, mRNA

A2T771 258 2.00E-76
Zinc fingers and
homeoboxes protein
1

. . . . pfam11569 Homez

Homeodomain
leucine-zipper
encoding, Homez.
Homez contains two
leucine zipper-like
motifs and an acidic
domain and belongs
to the superfamily
of homeobox-
containing proteins.
The presence of
leucine zippers
suggests that Homez
can function as a
homo or
heterodimer in the
nucleus. It is
thought that the first
leucine zipper and
homeodomain 1
(HD1)of Homez is
responsible for
dimerization and
HD2 has a specific
DNA-binding
activity. Homez is
also thought to
function as a
transcriptional
repressor due to the
acidic region in its
C-terminal domain.
Homez is involved
in a complex
regulatory network

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000165186 0 0 0 1 1.098194278 4 4 0 2 -2.466908309 0.131720131 0.230142262 down no PTCHD1 protein_coding chrX:23334016-
23404372:+

gi|148271104|ref|NP
_775766.2| 4590 0

patched domain-
containing protein 1
[Homo sapiens]

gi|13162374|gb|AC0
73910.20| 11845 0

Homo sapiens Xp
BAC RP11-654E17
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q96NR3 407 2.00E-134 Patched domain-
containing protein 1 . . . . pfam02460 Patched

Patched family. The
transmembrane
protein Patched is a
receptor for the
morphogene Sonic
Hedgehog. This
protein associates
with the
smoothened protein
to transduce
hedgehog signals.

GO:0050890|cogniti
on;GO:0007224|smo
othened signaling
pathway;GO:003517
6|social
behavior;GO:00217
94|thalamus
development;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

. . .



ENSG00000165194 9 7 8 0 4.396391122 0 0 2 1 3.735175438 0.004064883 0.018619093 up yes PCDH19 protein_coding chrX:100291644-
100410273:-

gi|296434287|ref|NP
_001171809.1| 5890 0

protocadherin-19
isoform c precursor
[Homo sapiens]

gi|296434286|ref|N
M_001184880.1| 9756 0

Homo sapiens
protocadherin 19
(PCDH19),
transcript variant 3,
mRNA

Q80TF3 50.8 1.00E-07 Protocadherin-19 . . . . pfam00028 Cadherin Cadherin domain.

GO:0007420|brain
development;GO:00
07156|homophilic
cell adhesion via
plasma membrane
adhesion molecules;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion binding; K16499

PCDHD2;
protocadherin delta
2

ENSG00000165195 0 0 0 0 0.302884172 1 1 1 0 -1.472069201 0.551973632 NA down no PIGA protein_coding chrX:15319451-
15335580:-

gi|11863130|ref|NP_
002632.1| 2489 0

phosphatidylinositol
N-
acetylglucosaminyltr
ansferase subunit A
isoform 1 [Homo
sapiens]

gi|299782542|ref|N
M_002641.3| 3626 0

Homo sapiens
phosphatidylinositol
glycan anchor
biosynthesis, class
A (PIGA), transcript
variant 1, mRNA

P37287 224 1.00E-66

Phosphatidylinositol
N-
acetylglucosaminyltr
ansferase subunit A

SPBC3D6.07 430 6.00E-137 COG0438 pfam08288 PIGA

PIGA (GPI anchor
biosynthesis). This
domain is found on
phosphatidylinositol
n-
acetylglucosaminyltr
ansferase proteins.
These proteins are
involved in GPI
anchor biosynthesis
and are associated
with disease the
paroxysmal
nocturnal
haemoglobinuria.

GO:0006506|GPI
anchor biosynthetic
process;GO:000989
3|positive regulation
of metabolic
process;GO:001625
4|preassembly of
GPI anchor in ER
membrane;

GO:0005789|endopl
asmic reticulum
membrane;GO:0000
506|glycosylphosph
atidylinositol-N-
acetylglucosaminyltr
ansferase (GPI-
GnT)
complex;GO:001602
1|integral
component of
membrane;GO:0016
020|membrane;

GO:0017176|phosph
atidylinositol N-
acetylglucosaminyltr
ansferase
activity;GO:0008194
|UDP-
glycosyltransferase
activity;

K03857

PIGA, GPI3;
phosphatidylinositol
glycan, class A
[EC:2.4.1.198]

ENSG00000165209 10 18 7 30 32.50876011 73 53 56 56 -1.403666834 8.78E-05 0.00094105 down yes STRBP protein_coding chr9:123109500-
123268576:-

gi|724918513|ref|XP
_010380764.1| 3079 0

PREDICTED:
spermatid
perinuclear RNA-
binding protein
isoform X1
[Rhinopithecus
roxellana]

gi|283806702|ref|N
M_018387.4| 6151 0

Homo sapiens
spermatid
perinuclear RNA
binding protein
(STRBP), transcript
variant 1, mRNA

Q5R6Y5 121 3.00E-29
Spermatid
perinuclear RNA-
binding protein

. . . . pfam07528 DZF

DZF domain. The
function of this
domain is
unknown. It is often
found associated
with pfam00098 or
pfam00035. This
domain has been
predicted to belong
to the
nucleotidyltransfera
se superfamily.

GO:0030154|cell
differentiation;GO:0
007275|multicellular
organismal
development;GO:00
07283|spermatogene
sis;

GO:0005737|cytopla
sm;

GO:0003677|DNA
binding;GO:000372
3|RNA binding;

K13200
STRBP; spermatid
perinuclear RNA-
binding protein

ENSG00000165219 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no GAPVD1 protein_coding chr9:125261794-
125367207:+

gi|51093832|ref|NP_
056450.2| 7496 0

GTPase-activating
protein and VPS9
domain-containing
protein 1 isoform 4
[Homo sapiens]

gi|544161314|ref|N
M_001282679.1| 6732 0

Homo sapiens
GTPase activating
protein and VPS9
domains 1
(GAPVD1),
transcript variant 1,
mRNA

A5D794 245 5.00E-73

GTPase-activating
protein and VPS9
domain-containing
protein 1

SPBC646.12c 56.2 5.00E-07 COG5261 pfam00616 RasGAP

GTPase-activator
protein for Ras-like
GTPase. All alpha-
helical domain that
accelerates the
GTPase activity of
Ras, thereby
"switching" it into
an "off" position.

GO:0006897|endocy
tosis;GO:0051223|re
gulation of protein
transport;GO:00071
65|signal
transduction;

GO:0005829|cytosol
;GO:0005768|endos
ome;GO:0016020|m
embrane;

GO:0032794|GTPas
e activating protein
binding;GO:000509
6|GTPase activator
activity;GO:0005085
|guanyl-nucleotide
exchange factor
activity;

. .

ENSG00000165238 0 0 0 5 4.031859376 14 6 6 9 -2.431050846 0.018453289 0.055527301 down no WNK2 protein_coding chr9:93184916-
93320572:+

gi|538918207|ref|NP
_001269323.1| 5361 0

serine/threonine-
protein kinase
WNK2 isoform 1
[Homo sapiens]

gi|530391428|ref|X
M_005252140.1| 7792 0

PREDICTED:
Homo sapiens WNK
lysine deficient
protein kinase 2
(WNK2), transcript
variant X11, mRNA

Q3UH66 204 9.00E-59
Serine/threonine-
protein kinase
WNK2

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0035556|intracel
lular signal
transduction;GO:00
08285|negative
regulation of cell
proliferation;GO:00
70373|negative
regulation of ERK1
and ERK2
cascade;GO:200065
1|positive regulation
of sodium ion
transmembrane
transporter
activity;GO:0046777
|protein
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:2000021|regulation
of ion homeostasis;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005886|pl
asma membrane;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08867

WNK, PRKWNK;
WNK lysine
deficient protein
kinase [EC:2.7.11.1]

ENSG00000165280 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no VCP protein_coding chr9:35056064-
35073249:-

gi|148670554|gb|ED
L02501.1| 3964 0

valosin containing
protein, isoform
CRA_b, partial
[Mus musculus]

gi|169881236|ref|N
M_007126.3| 3859 0

Homo sapiens
valosin containing
protein (VCP),
mRNA

P03974 122 7.00E-31
Transitional
endoplasmic
reticulum ATPase

YDL126c 1098 0 COG0464 pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0006919|activati
on of cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:007084
2|aggresome
assembly;GO:00460
34|ATP metabolic
process;GO:009735
2|autophagosome
maturation;GO:0006
914|autophagy;GO:0
006974|cellular
response to DNA
damage
stimulus;GO:000630
2|double-strand
break
repair;GO:0006888|
ER to Golgi vesicle-
mediated
transport;GO:00717
12|ER-associated
misfolded protein
catabolic
process;GO:003043
3|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:003650
3|ERAD
pathway;GO:007238
9|flavin adenine
dinucleotide

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0036513|D
erlin-1
retrotranslocation
complex;GO:000578
3|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00058
11|lipid
particle;GO:0043209
|myelin
sheath;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
048471|perinuclear
region of
cytoplasm;GO:0000
502|proteasome
complex;GO:004323
4|protein
complex;GO:003586
1|site of double-
strand
break;GO:0034098|
VCP-NPL4-UFD1
AAA ATPase
complex;GO:199073
0|VCP-NSFL1C
complex;

GO:0043531|ADP
binding;GO:000552
4|ATP
binding;GO:001688
7|ATPase
activity;GO:1904288
|BAT3 complex
binding;GO:003580
0|deubiquitinase
activator
activity;GO:0042802
|identical protein
binding;GO:003643
5|K48-linked
polyubiquitin
binding;GO:000828
9|lipid
binding;GO:004228
8|MHC class I
protein
binding;GO:004482
2|poly(A) RNA
binding;GO:003159
3|polyubiquitin
binding;GO:001990
4|protein domain
specific
binding;GO:001990
3|protein
phosphatase
binding;GO:003162
5|ubiquitin protein
ligase
binding;GO:004438
9|ubiquitin like

K13525

VCP, CDC48;
transitional
endoplasmic
reticulum ATPase

ENSG00000165288 3 3 2 1 2.343051579 3 1 3 2 0.597809982 0.524701959 0.643278673 up no BRWD3 protein_coding chrX:80670854-
80809688:-

gi|313104082|sp|Q6
RI45.2|BRWD3_HU
MAN

8016 0

RecName:
Full=Bromodomain
and WD repeat-
containing protein 3

gi|296011085|ref|N
M_153252.4| 11378 0

Homo sapiens
bromodomain and
WD repeat domain
containing 3
(BRWD3), mRNA

A2AHJ4 50.8 1.00E-06
Bromodomain and
WD repeat-
containing protein 3

all0284_3 127 2.00E-28 COG2319 pfam00439 Bromodomain

Bromodomain.
Bromodomains are
110 amino acid long
domains, that are
found in many
chromatin
associated proteins.
Bromodomains can
interact specifically
with acetylated
lysine.

GO:0007010|cytosk
eleton
organization;GO:00
08360|regulation of
cell
shape;GO:0006357|r
egulation of
transcription from
RNA polymerase II
promoter;

GO:0005634|nucleu
s; . K11798

BRWD1_3;
bromodomain and
WD repeat domain
containing protein
1/3

ENSG00000165300 1 0 2 1 1.859205652 4 1 3 4 -0.985972967 0.379161819 0.509856636 down no SLITRK5 protein_coding chr13:87672615-
87696272:+

gi|40217823|ref|NP_
056382.1| 4050 0

SLIT and NTRK-
like protein 5
precursor [Homo
sapiens]

gi|16580262|emb|AL
603883.5| 19936 0

Human DNA
sequence from
clone RP11-364G4
on chromosome 13,
complete sequence

O94991 1564 0 SLIT and NTRK-
like protein 5 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030534|adult
behavior;GO:00074
09|axonogenesis;GO
:0072358|cardiovasc
ular system
development;GO:00
07268|synaptic
transmission;GO:00
48813|dendrite
morphogenesis;GO:
0007625|grooming
behavior;GO:00519
65|positive
regulation of
synapse
assembly;GO:00094
10|response to
xenobiotic
stimulus;GO:004358
8|skin
development;GO:00
21756|striatum
development;

GO:0016021|integral
component of
membrane;GO:0043
235|receptor
complex;

. . .

ENSG00000165322 0 0 0 2 1.205608563 4 4 0 2 -1.848115023 0.255840976 0.379244981 down no ARHGAP12 protein_coding chr10:31805404-
31928876:-

gi|26986534|ref|NP_
060757.4| 4115 0

rho GTPase-
activating protein 12
isoform 1 [Homo
sapiens]

gi|398303806|ref|N
M_001270695.1| 5084 0

Homo sapiens Rho
GTPase activating
protein 12
(ARHGAP12),
transcript variant 2,
mRNA

Q8IWW6 264 6.00E-80 Rho GTPase-
activating protein 12 . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0002011|morph
ogenesis of an
epithelial
sheet;GO:0051056|r
egulation of small
GTPase mediated
signal
transduction;GO:00
07165|signal
transduction;

GO:0005829|cytosol
;

GO:0005096|GTPas
e activator activity; . .

ENSG00000165338 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no HECTD2 protein_coding chr10:91409280-
91514829:+

gi|546231062|ref|NP
_001271203.1| 3964 0

probable E3
ubiquitin-protein
ligase HECTD2
isoform c [Homo
sapiens]

gi|21732615|emb|AL
832073.1| 5355 0

Homo sapiens
mRNA; cDNA
DKFZp313O1018
(from clone
DKFZp313O1018)

Q5RD78 63.2 2.00E-08
Probable E3
ubiquitin-protein
ligase HECTD2

SPBP8B7.27 314 2.00E-89 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

. .
GO:0004842|ubiquit
in-protein
transferase activity;

K12232

HECTD2; E3
ubiquitin-protein
ligase HECTD2
[EC:2.3.2.26]

ENSG00000165355 190 110 364 47 150.0428119 37 55 126 69 2.071411346 0.001869449 0.010710769 up yes FBXO33 protein_coding chr14:39397669-
39432500:-

gi|42558258|ref|NP_
976046.1| 2536 0 F-box only protein

33 [Homo sapiens]
gi|305682563|ref|N
M_203301.3| 3853 0

Homo sapiens F-
box protein 33
(FBXO33), mRNA

Q7Z6M2 176 8.00E-51 F-box only protein
33 . . . . pfam12937 F-box-like

F-box-like. This is
an F-box-like
family.

GO:0016567|protein
ubiquitination; . . K10310 FBXO33; F-box

protein 33

ENSG00000165359 0 0 0 1 4.095044101 16 14 4 6 -4.473763839 0.000325234 0.002701464 down yes INTS6L protein_coding chrX:135520643-
135582510:+

gi|530422386|ref|XP
_005262451.1| 4489 0

PREDICTED:
protein DDX26B
isoform X1 [Homo
sapiens]

gi|21733954|emb|AL
833319.1| 6692 0

Homo sapiens
mRNA; cDNA
DKFZp313M077
(from clone
DKFZp313M077)

Q5JSJ4 253 1.00E-76 Integrator complex
subunit 6-like . . . . pfam15300 INT_SG_DDX_CT

_C

INTS6/SAGE1/DD
X26B/CT45 C-
terminus. This
domain is found at
the C-terminus of
integrator complex
subunit 6 (INTS6),
sarcoma antigen 1
(SAGE1), protein
DDX26B (DDX26B)
and members of the
cancer/testis antigen
family 45.

GO:0016567|protein
ubiquitination; . . K13143

INTS6, DDX26;
integrator complex
subunit 6

ENSG00000165379 0 0 0 1 0.597505806 1 2 0 2 -1.456664953 0.43225537 NA down no LRFN5 protein_coding chr14:41607570-
41904549:+

gi|31542244|ref|NP_
689660.2| 3392 0

leucine-rich repeat
and fibronectin
type-III domain-
containing protein 5
precursor [Homo
sapiens]

gi|21732672|emb|AL
832129.1| 4238 0

Homo sapiens
mRNA; cDNA
DKFZp686G0210
(from clone
DKFZp686G0210)

Q96NI6 855 0

Leucine-rich repeat
and fibronectin
type-III domain-
containing protein 5

. . . . pfam07679 I-set Immunoglobulin I-
set domain.

GO:0007268|synapti
c transmission;

GO:0009986|cell
surface;GO:0016021
|integral component
of
membrane;GO:0005
886|plasma
membrane;

. K16358

LRFN5, SALM5;
leucine-rich repeat
and fibronectin
type-III domain-
containing protein 5

ENSG00000165410 93 150 124 157 176.1213351 252 221 262 265 -0.390959943 0.042527778 0.101412394 down no CFL2 protein_coding chr14:34706769-
34714823:-

gi|521025183|gb|EP
Q06971.1| 869 3.00E-116 Cofilin-2 [Myotis

brandtii]
gi|15808344|emb|AL
445883.3| 6211 0

Human
chromosome 14
DNA sequence BAC
R-908D14 of library
RPCI-11 from
chromosome 14 of
Homo sapiens
(Human), complete
sequence

Q5G6V9 333 5.00E-103 Cofilin-2 . . . . pfam00241 Cofilin_ADF

Cofilin/tropomyosin
-type actin-binding
protein. Severs actin
filaments and binds
to actin monomers.

GO:0030042|actin
filament
depolymerization;G
O:0046716|muscle
cell cellular
homeostasis;GO:003
0836|positive
regulation of actin
filament
depolymerization;G
O:0045214|sarcomer
e organization;

GO:0015629|actin
cytoskeleton;GO:00
70062|extracellular
exosome;GO:00056
15|extracellular
space;GO:0031674|I
band;GO:0016363|n
uclear matrix;

GO:0051015|actin
filament binding; K05765 CFL; cofilin

ENSG00000165416 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SUGT1 protein_coding chr13:52652709-
52700909:+

gi|195963398|ref|NP
_001124384.1| 1823 0

suppressor of G2
allele of SKP1
homolog isoform
SGT1B [Homo
sapiens]

gi|14148776|emb|AL
139089.13| 13176 0

Human DNA
sequence from
clone RP11-93H24
on chromosome 13,
complete sequence

Q8N2A0 100 3.00E-22

Putative
uncharacterized
protein encoded by
LINC00269

SPBC36.12c 117 1.00E-28 COG5091 pfam05002 SGS

SGS domain. This
domain was thought
to be unique to the
SGT1-like proteins,
but is also found in
calcyclin binding
proteins.

GO:0030042|actin
filament
depolymerization;G
O:0046716|muscle
cell cellular
homeostasis;GO:003
0836|positive
regulation of actin
filament
depolymerization;G
O:0045214|sarcomer
e organization;

GO:0015629|actin
cytoskeleton;GO:00
70062|extracellular
exosome;GO:00056
15|extracellular
space;GO:0031674|I
band;GO:0016363|n
uclear matrix;

GO:0051015|actin
filament binding; K12795

SUGT1, SGT1;
suppressor of G2
allele of SKP1



ENSG00000165417 1 0 0 1 0.409683476 0 0 1 0 1.261248393 0.590859162 NA up no GTF2A1 protein_coding chr14:81175452-
81221377:-

gi|655873309|ref|XP
_008270184.1| 1069 1.00E-127

PREDICTED:
transcription
initiation factor IIA
subunit 1
[Oryctolagus
cuniculus]

gi|387763630|ref|N
M_015859.3| 6306 0

Homo sapiens
general transcription
factor IIA, 1,
19/37kDa
(GTF2A1),
transcript variant 1,
mRNA

P52655 159 5.00E-44
Transcription
initiation factor IIA
subunit 1

YOR194c 63.9 1.00E-09 COG5149 pfam03153 TFIIA

Transcription factor
IIA, alpha/beta
subunit.
Transcription
initiation factor IIA
(TFIIA) is a
heterotrimer, the
three subunits being
known as alpha,
beta, and gamma, in
order of molecular
weight. The N and
C-terminal domains
of the gamma
subunit are
represented in
pfam02268 and
pfam02751,
respectively. This
family represents
the precursor that
yields both the
alpha and beta
subunits. The
TFIIA heterotrimer
is an essential
general transcription
initiation factor for
the expression of
genes transcribed by
RNA polymerase II.
Together with
TFIID, TFIIA binds
to the promoter
region; this is the

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00427
95|snRNA
transcription from
RNA polymerase II
promoter;GO:00063
68|transcription
elongation from
RNA polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
72|transcription
factor TFIIA
complex;

GO:0003677|DNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0017025
|TBP-class protein
binding;GO:000371
3|transcription
coactivator
activity;GO:0008134
|transcription factor
binding;

K03122

TFIIA1, GTF2A1,
TOA1; transcription
initiation factor
TFIIA large subunit

ENSG00000165494 4 10 7 10 10.66565823 21 14 13 15 -0.50803628 0.270273601 0.394281488 down no PCF11 protein_coding chr11:83156988-
83187451:+

gi|821015649|ref|XP
_003254685.2| 6986 0

PREDICTED: pre-
mRNA cleavage
complex 2 protein
Pcf11 [Nomascus
leucogenys]

gi|157426841|ref|N
M_015885.3| 5913 0

Homo sapiens
PCF11 cleavage and
polyadenylation
factor subunit
(PCF11), mRNA

O94913 2573 0
Pre-mRNA cleavage
complex 2 protein
Pcf11

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0031124|mRNA
3'-end
processing;GO:0006
379|mRNA
cleavage;GO:000637
8|mRNA
polyadenylation;GO
:0000398|mRNA
splicing, via
spliceosome;GO:00
06369|termination
of RNA polymerase
II transcription;

GO:0005737|cytopla
sm;GO:0005849|mR
NA cleavage factor
complex;GO:000565
4|nucleoplasm;

GO:0003729|mRNA
binding;GO:000099
3|RNA polymerase
II core binding;

K14400
PCF11; pre-mRNA
cleavage complex 2
protein Pcf11

ENSG00000165495 1 1 0 6 11.43226237 21 31 27 26 -3.243991166 1.35E-06 4.26E-05 down yes PKNOX2 protein_coding chr11:125164687-
125433389:+

gi|116812644|ref|NP
_071345.2| 2077 0

homeobox protein
PKNOX2 [Homo
sapiens]

gi|12224831|emb|AL
512682.1| 4459 0

Homo sapiens
mRNA; cDNA
DKFZp547B212
(from clone
DKFZp547B212)

Q8BG99 80.1 3.00E-16 Homeobox protein
PKNOX2 . . . . pfam05920 Homeobox_KN

Homeobox KN
domain. This is a
homeobox
transcription factor
KN domain
conserved from
fungi to human and
plants.

GO:0006357|regulati
on of transcription
from RNA
polymerase II
promoter;

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0015630|microtub
ule
cytoskeleton;GO:00
05634|nucleus;

GO:0000977|RNA
polymerase II
regulatory region
sequence-specific
DNA binding;

. .

ENSG00000165516 12 15 3 19 15.86628023 20 24 28 18 -0.380137588 0.399953011 0.530014066 down no KLHDC2 protein_coding chr14:49767608-
49786385:+

gi|297297784|ref|XP
_001098629.2| 2231 0

PREDICTED: kelch
domain-containing
protein 2 [Macaca
mulatta]

gi|16304801|emb|AL
627171.1| 3554 0

Human
chromosome 14
DNA sequence BAC
R-596C23 of library
RPCI-11 from
chromosome 14 of
Homo sapiens
(Human), complete
sequence

Q4G5Y1 145 9.00E-41 Kelch domain-
containing protein 2 . . . . pfam11923 DUF3441

Domain of
unknown function
(DUF3441). This
presumed domain is
functionally
uncharacterized.
This domain is
found in archaea
and eukaryotes.
This domain is
typically between
104 to 119 amino
acids in length. This
domain is found
associated with
pfam05833,
pfam05670. This
domain has two
conserved residues
(P and G) that may
be functionally
important.

.
GO:0031965|nuclear
membrane;GO:0005
634|nucleus;

. . .

ENSG00000165527 9 24 13 36 20.66346175 31 30 16 20 0.218006844 0.590327593 0.702886626 up no ARF6 protein_coding chr14:49893092-
49897054:+

gi|148704663|gb|ED
L36610.1| 1018 8.00E-126 mCG3164, partial

[Mus musculus]
gi|148283740|ref|N
M_001663.3| 3865 0

Homo sapiens ADP-
ribosylation factor 6
(ARF6), mRNA

P62332 364 1.00E-115 ADP-ribosylation
factor 6 . . . . pfam00025 Arf

ADP-ribosylation
factor family. Pfam
combines a number
of different Prosite
families together

GO:0030036|actin
cytoskeleton
organization;GO:00
30866|cortical actin
cytoskeleton
organization;GO:00
90162|establishment
of epithelial cell
polarity;GO:009728
4|hepatocyte
apoptotic
process;GO:000188
9|liver
development;GO:00
33028|myeloid cell
apoptotic
process;GO:200017
1|negative
regulation of
dendrite
development;GO:00
30838|positive
regulation of actin
filament
polymerization;GO:
0090004|positive
regulation of
establishment of
protein localization
to plasma
membrane;GO:0034
394|protein
localization to cell
surface;GO:0036010
|protein localization

GO:0005938|cell
cortex;GO:0005769|
early
endosome;GO:0030
139|endocytic
vesicle;GO:0070062|
extracellular
exosome;GO:00315
27|filopodium
membrane;GO:0005
925|focal
adhesion;GO:00057
94|Golgi
apparatus;GO:00432
09|myelin
sheath;GO:0005886|
plasma
membrane;GO:0055
037|recycling
endosome;GO:0055
038|recycling
endosome
membrane;GO:0001
726|ruffle;

GO:0005525|GTP
binding; K07941 ARF6; ADP-

ribosylation factor 6

ENSG00000165606 4 10 13 10 9.87736226 1 9 26 8 0.290788399 0.699570022 0.789631702 up no DRGX protein_coding chr10:49364181-
49396016:-

gi|449784876|ref|NP
_001263380.1| 1321 0

dorsal root ganglia
homeobox protein
[Homo sapiens]

gi|635053201|ref|X
M_007962584.1| 2385 0

PREDICTED:
Chlorocebus
sabaeus dorsal root
ganglia homeobox
(DRGX), transcript
variant X2, mRNA

A6NNA5 513 2.00E-174 Dorsal root ganglia
homeobox protein ECU03g1170 50.4 7.00E-06 COG5576 pfam00046 Homeobox Homeobox domain.

GO:0007411|axon
guidance;GO:00095
93|detection of
chemical
stimulus;GO:001604
8|detection of
temperature
stimulus;GO:002151
6|dorsal spinal cord
development;GO:00
01764|neuron
migration;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00509
54|sensory
perception of
mechanical
stimulus;GO:000635
1|transcription,
DNA-
templated;GO:00215
59|trigeminal nerve
development;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;

. .

ENSG00000165626 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no BEND7 protein_coding chr10:13438484-
13528974:-

gi|530392057|ref|XP
_005252459.1| 2411 0

PREDICTED: BEN
domain-containing
protein 7 isoform
X4 [Homo sapiens]

gi|21732740|emb|AL
832195.1| 6473 0

Homo sapiens
mRNA; cDNA
DKFZp686C072
(from clone
DKFZp686C072)

Q8BSV3 103 6.00E-25 BEN domain-
containing protein 7 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0070062|extrace
llular exosome; . . .

ENSG00000165637 22 17 28 15 18.3245596 8 13 22 9 1.302025798 0.013590194 0.044682909 up yes VDAC2 protein_coding chr10:75210154-
75231448:+

gi|296317337|ref|NP
_001171712.1| 1573 0

voltage-dependent
anion-selective
channel protein 2
isoform 1 [Homo
sapiens]

gi|578819751|ref|X
M_006717961.1| 1557 0

PREDICTED:
Homo sapiens
voltage-dependent
anion channel 2
(VDAC2), transcript
variant X1, mRNA

P45880 276 5.00E-100
Voltage-dependent
anion-selective
channel protein 2

. . . . pfam01459 Porin_3 Eukaryotic porin. .

GO:0005741|mitoch
ondrial outer
membrane;GO:0046
930|pore complex;

GO:0000166|nucleot
ide
binding;GO:001528
8|porin
activity;GO:0008308
|voltage-gated anion
channel activity;

K15040
VDAC2; voltage-
dependent anion
channel protein 2

ENSG00000165650 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no PDZD8 protein_coding chr10:117277274-
117375467:-

gi|29789403|ref|NP_
776152.1| 5447 0

PDZ domain-
containing protein 8
[Homo sapiens]

gi|14787307|emb|AL
391988.14| 8200 0

Human DNA
sequence from
clone RP11-129M16
on chromosome 10,
complete sequence

Q8NEN9 2102 0 PDZ domain-
containing protein 8 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007010|cytosk
eleton
organization;GO:00
35556|intracellular
signal
transduction;GO:00
22604|regulation of
cell
morphogenesis;GO:
0016032|viral
process;

GO:0005622|intracel
lular;GO:0016020|m
embrane;

GO:0046872|metal
ion binding; . .

ENSG00000165655 1 0 0 2 0.620377968 0 0 2 0 1.045381721 0.633136027 NA up no ZNF503 protein_coding chr10:75397830-
75401906:-

gi|158261645|dbj|B
AF83000.1| 1889 0

unnamed protein
product [Homo
sapiens]

gi|544457638|ref|X
M_005565406.1| 3058 0

PREDICTED:
Macaca fascicularis
zinc finger protein
503 (ZNF503),
mRNA

Q96F45 731 0 Zinc finger protein
503 . . . . pfam12402 nlz1

NocA-like zinc-
finger protein 1.
This domain family
is found in
eukaryotes, and is
typically between 42
and 57 amino acids
in length. There is a
conserved GAY
sequence motif.
There is a single
completely
conserved residue G
that may be
functionally
important. Nlz1
self-associated via
its C terminus,
interacted with
Nlz2, and bound to
histone
deacetylases.

GO:0070315|G1 to
G0 transition
involved in cell
differentiation;GO:0
008285|negative
regulation of cell
proliferation;GO:00
10629|negative
regulation of gene
expression;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000367
6|nucleic acid
binding;

. .



ENSG00000165660 0 0 0 0 0.399066237 1 1 1 1 -1.873889225 0.346507732 NA down no FAM175B protein_coding chr10:124801785-
124836670:+

gi|402881762|ref|XP
_003904432.1| 2188 0

PREDICTED:
BRISC complex
subunit Abro1
[Papio anubis]

gi|148529022|ref|N
M_032182.3| 2988 0

Homo sapiens
family with
sequence similarity
175, member B
(FAM175B), mRNA

Q15018 836 0 BRISC complex
subunit Abro1 . . . . pfam00261 Tropomyosin Tropomyosin.

GO:0008608|attach
ment of spindle
microtubules to
kinetochore;GO:005
1301|cell
division;GO:000705
9|chromosome
segregation;GO:000
0278|mitotic cell
cycle;GO:0090307|
mitotic spindle
assembly;GO:00705
36|protein K63-
linked
deubiquitination;GO
:0002931|response
to ischemia;

GO:0070552|BRISC
complex;GO:000573
7|cytoplasm;GO:000
5874|microtubule;G
O:0000922|spindle
pole;

GO:0008017|microt
ubule
binding;GO:003159
3|polyubiquitin
binding;

. .

ENSG00000165671 1 0 0 1 1.002812988 4 1 0 2 -1.263229292 0.426225785 0.556755428 down no NSD1 protein_coding chr5:177133025-
177300215:+

gi|19923586|ref|NP_
071900.2| 13623 0

histone-lysine N-
methyltransferase,
H3 lysine-36 and H4
lysine-20 specific
isoform b [Homo
sapiens]

gi|182507166|ref|N
M_022455.4| 12890 0

Homo sapiens
nuclear receptor
binding SET
domain protein 1
(NSD1), transcript
variant 2, mRNA

O88491 177 2.00E-49

Histone-lysine N-
methyltransferase,
H3 lysine-36 and H4
lysine-20 specific

YJL168c 162 1.00E-39 COG2940 pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0016571|histone
methylation;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00004
14|regulation of
histone H3-K36
methylation;GO:003
3135|regulation of
peptidyl-serine
phosphorylation;GO
:1903025|regulation
of RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000635
1|transcription,
DNA-templated;

GO:0005694|chrom
osome;GO:0005654|
nucleoplasm;

GO:0050681|androg
en receptor
binding;GO:000368
2|chromatin
binding;GO:003033
1|estrogen receptor
binding;GO:004697
5|histone
methyltransferase
activity (H3-K36
specific);GO:004279
9|histone
methyltransferase
activity (H4-K20
specific);GO:001802
4|histone-lysine N-
methyltransferase
activity;GO:0042974
|retinoic acid
receptor
binding;GO:004696
5|retinoid X
receptor
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:004696
6|thyroid hormone
receptor
binding;GO:000371
2|transcription
cofactor
activity;GO:0003714

K15588

NSD1; histone-
lysine N-
methyltransferase
NSD1 [EC:2.1.1.43]

ENSG00000165704 3 3 2 1 1.938686866 1 0 2 2 1.461017837 0.184925018 0.300790844 up no HPRT1 protein_coding chrX:134460153-
134520513:+

gi|4504483|ref|NP_0
00185.1| 1152 2.00E-154

hypoxanthine-
guanine
phosphoribosyltrans
ferase [Homo
sapiens]

gi|164518913|ref|N
M_000194.2| 1407 0

Homo sapiens
hypoxanthine
phosphoribosyltrans
ferase 1 (HPRT1),
mRNA

Q6LDD9 388 1.00E-136

Hypoxanthine-
guanine
phosphoribosyltrans
ferase

FN0288 114 1.00E-28 COG0634 pfam00156 Pribosyltran

Phosphoribosyl
transferase domain.
This family includes
a range of diverse
phosphoribosyl
transferase
enzymes. This
family includes:
Adenine
phosphoribosyl-
transferase
EC:2.4.2.7.
Hypoxanthine-
guanine-xanthine
phosphoribosyl-
transferase.
Hypoxanthine
phosphoribosyl-
transferase
EC:2.4.2.8. Ribose-
phosphate
pyrophosphokinase
i EC:2.7.6.1.
Amidophosphoribo
syltransferase
EC:2.4.2.14. Orotate
phosphoribosyl-
transferase
EC:2.4.2.10. Uracil
phosphoribosyl-
transferase
EC:2.4.2.9.
Xanthine-guanine
phosphoribosyl-
transferase

GO:0046038|GMP
catabolic
process;GO:000617
8|guanine
salvage;GO:0046100
|hypoxanthine
metabolic
process;GO:004310
3|hypoxanthine
salvage;GO:0046040
|IMP metabolic
process;GO:003226
4|IMP
salvage;GO:0045964
|positive regulation
of dopamine
metabolic
process;GO:005128
9|protein
homotetramerizatio
n;GO:0006164|purin
e nucleotide
biosynthetic
process;GO:000616
6|purine
ribonucleoside
salvage;

GO:0005737|cytopla
sm;

GO:0052657|guanin
e
phosphoribosyltrans
ferase
activity;GO:0004422
|hypoxanthine
phosphoribosyltrans
ferase
activity;GO:0000287
|magnesium ion
binding;GO:000016
6|nucleotide
binding;GO:004280
3|protein
homodimerization
activity;

K00760

hprT, hpt, HPRT1;
hypoxanthine
phosphoribosyltrans
ferase [EC:2.4.2.8]

ENSG00000165731 0 0 0 0 0.288546195 0 0 0 3 -1.412653852 0.685443667 NA down no RET protein_coding chr10:43077027-
43130351:+

gi|10862703|ref|NP_
066124.1| 5689 0

proto-oncogene
tyrosine-protein
kinase receptor Ret
isoform a precursor
[Homo sapiens]

gi|126273511|ref|N
M_020975.4| 5608 0

Homo sapiens ret
proto-oncogene
(RET), transcript
variant 2, mRNA

P07949 2084 0
Proto-oncogene
tyrosine-protein
kinase receptor Ret

. . . . pfam07714 Pkinase_Tyr Protein tyrosine
kinase.

GO:0006919|activati
on of cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:007130
0|cellular response
to retinoic
acid;GO:0001838|e
mbryonic epithelial
tube
formation;GO:0048
484|enteric nervous
system
development;GO:00
07156|homophilic
cell adhesion via
plasma membrane
adhesion
molecules;GO:0060
384|innervation;GO:
0097021|lymphocyte
migration into
lymphoid
organs;GO:0000165|
MAPK
cascade;GO:003361
9|membrane protein
proteolysis;GO:0001
755|neural crest cell
migration;GO:00071
58|neuron cell-cell
adhesion;GO:00425
51|neuron
maturation;GO:0061

GO:0030424|axon;G
O:0005737|cytoplas
m;GO:0030425|dend
rite;GO:0005769|earl
y
endosome;GO:0010
008|endosome
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00451
21|membrane
raft;GO:0043025|ne
uronal cell
body;GO:0005886|p
lasma
membrane;GO:0043
235|receptor
complex;

GO:0005524|ATP
binding;GO:000550
9|calcium ion
binding;GO:000471
3|protein tyrosine
kinase
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0004872
|receptor
activity;GO:0004714
|transmembrane
receptor protein
tyrosine kinase
activity;

K05126

RET; proto-
oncogene tyrosine-
protein kinase Ret
[EC:2.7.10.1]

ENSG00000165733 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no BMS1 protein_coding chr10:42782801-
42834937:+

gi|40788900|dbj|BA
A11504.2| 5397 0 KIAA0187 [Homo

sapiens]
gi|224589070|ref|N
M_014753.3| 7753 0

Homo sapiens
BMS1 ribosome
biogenesis factor
(BMS1), mRNA

Q14692 2076 0
Ribosome
biogenesis protein
BMS1 homolog

YPL217c 400 8.00E-115 COG5192 pfam04950 DUF663

Protein of unknown
function (DUF663).
This family contains
several
uncharacterized
eukaryotic proteins.

GO:0000479|endon
ucleolytic cleavage
of tricistronic rRNA
transcript (SSU-
rRNA, 5.8S rRNA,
LSU-
rRNA);GO:0000462|
maturation of SSU-
rRNA from
tricistronic rRNA
transcript (SSU-
rRNA, 5.8S rRNA,
LSU-
rRNA);GO:0042255|
ribosome
assembly;GO:00063
64|rRNA
processing;

GO:0030686|90S
preribosome;GO:00
05730|nucleolus;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;

GO:0005524|ATP
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0044822
|poly(A) RNA
binding;GO:003451
1|U3 snoRNA
binding;

K14569
BMS1; ribosome
biogenesis protein
BMS1

ENSG00000165795 0 0 1 0 0.275217381 0 1 0 0 0.569016292 0.853467329 NA up no NDRG2 protein_coding chr14:21016763-
21070872:-

gi|6330847|dbj|BAA
86562.1| 1732 0 KIAA1248 protein

[Homo sapiens]
gi|21756630|dbj|AK
096999.1| 2765 0

Homo sapiens
cDNA FLJ39680 fis,
clone
SMINT2010084,
highly similar to
Protein NDRG2

A5A6K6 229 1.00E-72 Protein NDRG2 . . . . pfam03096 Ndr

Ndr family. This
family consists of
proteins from
different gene
families:
Ndr1/RTP/Drg1,
Ndr2, and Ndr3.
Their similarity was
previously noted.
The precise
molecular and
cellular function of
members of this
family is still
unknown. Yet, they
are known to be
involved in cellular
differentiation
events. The Ndr1
group was the first
to be discovered.
Their expression is
repressed by the
proto-oncogenes N-
myc and c-myc, and
in line with this
observation, Ndr1
protein expression
is down-regulated
in neoplastic cells,
and is reactivated
when differentiation
is induced by
chemicals such as
retinoic acid Ndr2

GO:0030154|cell
differentiation;GO:0
007399|nervous
system
development;GO:00
07165|signal
transduction;GO:00
16055|Wnt signaling
pathway;

GO:0005737|cytopla
sm;GO:0030426|gro
wth
cone;GO:0048471|p
erinuclear region of
cytoplasm;

. . .

ENSG00000165801 5 3 1 5 2.488030864 2 2 0 0 2.364821419 0.034903948 0.088256624 up no ARHGEF40 protein_coding chr14:21070270-
21090240:+

gi|18676462|dbj|BA
B84883.1| 5963 0 FLJ00128 protein

[Homo sapiens]
gi|512388689|ref|N
M_018071.4| 5919 0

Homo sapiens Rho
guanine nucleotide
exchange factor
(GEF) 40
(ARHGEF40),
transcript variant 1,
mRNA

Q8TER5 287 5.00E-86
Rho guanine
nucleotide exchange
factor 40

. . . . pfam00621 RhoGEF

RhoGEF domain.
Guanine nucleotide
exchange factor for
Rho/Rac/Cdc42-like
GTPases Also called
Dbl-homologous
(DH) domain. It
appears that
pfam00169 domains
invariably occur C-
terminal to
RhoGEF/DH
domains.

GO:0035023|regulati
on of Rho protein
signal transduction;

GO:0005737|cytopla
sm;

GO:0005089|Rho
guanyl-nucleotide
exchange factor
activity;

. .



ENSG00000165802 0 1 0 2 0.546160197 1 0 1 0 0.923266625 0.640360148 NA up no NSMF protein_coding chr9:137447570-
137459334:-

gi|195972909|ref|NP
_001124441.1| 2454 0

NMDA receptor
synaptonuclear
signaling and
neuronal migration
factor isoform a
[Homo sapiens]

gi|195972908|ref|N
M_001130969.1| 3646 0

Homo sapiens
NMDA receptor
synaptonuclear
signaling and
neuronal migration
factor (NSMF),
transcript variant 1,
mRNA

Q6X4W1 182 2.00E-52

NMDA receptor
synaptonuclear
signaling and
neuronal migration
factor

. . . . pfam03629 DUF303

Domain of
unknown function
(DUF303).
Distribution of this
domain seems
limited to
prokaryotes and
viruses.

GO:0071230|cellular
response to amino
acid
stimulus;GO:007125
7|cellular response
to electrical
stimulus;GO:007137
1|cellular response
to gonadotropin
stimulus;GO:200122
4|positive regulation
of neuron
migration;GO:00353
07|positive
regulation of
protein
dephosphorylation;
GO:0048814|regulati
on of dendrite
morphogenesis;GO:
0043523|regulation
of neuron apoptotic
process;GO:004816
8|regulation of
neuronal synaptic
plasticity;

GO:0097440|apical
dendrite;GO:003005
4|cell
junction;GO:003086
3|cortical
cytoskeleton;GO:00
05737|cytoplasm;G
O:0030425|dendrite;
GO:0016020|membr
ane;GO:0043005|ne
uron
projection;GO:0005
635|nuclear
envelope;GO:00057
19|nuclear
euchromatin;GO:00
16363|nuclear
matrix;GO:0031965|
nuclear
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0043204|perikar
yon;GO:0014069|po
stsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0045
202|synapse;

GO:0048306|calciu
m-dependent
protein binding;

. .

ENSG00000165886 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no UBTD1 protein_coding chr10:97498868-
97571209:+

gi|667272791|ref|XP
_008571448.1| 906 9.00E-116

PREDICTED:
ubiquitin domain-
containing protein 1
[Galeopterus
variegatus]

gi|601984518|ref|N
M_024954.4| 1692 0

Homo sapiens
ubiquitin domain
containing 1
(UBTD1), mRNA

Q68FV8 352 1.00E-116 Ubiquitin domain-
containing protein 1 . . . . pfam00240 ubiquitin

Ubiquitin family.
This family contains
a number of
ubiquitin-like
proteins: SUMO
(smt3 homologue)
Nedd8, Elongin B,
Rub1, and Parkin.
A number of them
are thought to carry
a distinctive five-
residue motif
termed the
proteasome-
interacting motif
(PIM), which may
have a biologically
significant role in
protein delivery to
proteasomes and
recruitment of
proteasomes to
transcription sites.

. GO:0005829|cytosol
; . . .

ENSG00000165898 0 5 2 4 2.80096381 2 3 3 6 0.113656246 0.896273434 0.934465087 up no ISCA2 protein_coding chr14:74493720-
74497106:+

gi|28207853|emb|C
AD62580.1| 709 1.00E-84

unnamed protein
product [Homo
sapiens]

gi|433660869|ref|NG
_033074.1| 2284 0

Homo sapiens iron-
sulfur cluster
assembly 2
(ISCA2),
RefSeqGene on
chromosome 14

Q86U28 268 9.00E-83

Iron-sulfur cluster
assembly 2
homolog,
mitochondrial

BMEI1091 94 3.00E-21 COG0316 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016226|iron-
sulfur cluster
assembly;GO:00974
28|protein
maturation by iron-
sulfur cluster
transfer;GO:000679
0|sulfur compound
metabolic process;

GO:0005739|mitoch
ondrion;

GO:0051537|2 iron,
2 sulfur cluster
binding;GO:005153
9|4 iron, 4 sulfur
cluster
binding;GO:000819
8|ferrous iron
binding;GO:000519
8|structural
molecule activity;

. .

ENSG00000165914 31 12 41 5 17.80314278 7 6 8 2 2.725155306 0.000471741 0.003639744 up yes TTC7B protein_coding chr14:90524564-
90816479:-

gi|60685231|ref|NP_
001010854.1| 4392 0

tetratricopeptide
repeat protein 7B
[Homo sapiens]

gi|14627023|emb|AL
096869.8| 17027 0

Human
chromosome 14
DNA sequence BAC
R-1078H9 of library
RPCI-11 from
chromosome 14 of
Homo sapiens
(Human), complete
sequence

Q86TV6 255 6.00E-78 Tetratricopeptide
repeat protein 7B MTH68 63.9 2.00E-09 COG0457 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0005654|nucleo
plasm; . . .

ENSG00000165916 5 6 1 2 2.244416133 0 1 0 0 4.122172604 0.00297557 0.014801114 up yes PSMC3 protein_coding chr11:47418769-
47426473:-

gi|78070729|gb|AAI
07805.1| 2599 0

PSMC3 protein,
partial [Homo
sapiens]

gi|133987588|ref|N
M_002804.4| 1580 0

Homo sapiens
proteasome
(prosome,
macropain) 26S
subunit, ATPase, 3
(PSMC3), mRNA

O42587 356 2.00E-121
26S protease
regulatory subunit
6A-A

YOR117w 616 0 COG1222 pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0031145|anapha
se-promoting
complex-dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000247
9|antigen processing
and presentation of
exogenous peptide
antigen via MHC
class I, TAP-
dependent;GO:0001
824|blastocyst
development;GO:00
30433|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:003809
5|Fc-epsilon
receptor signaling
pathway;GO:000016
5|MAPK
cascade;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:005143
6|negative
regulation of
ubiquitin-protein
ligase activity
involved in mitotic
cell

GO:0000932|cytopla
smic mRNA
processing
body;GO:0005829|c
ytosol;GO:0031597|
cytosolic
proteasome
complex;GO:001602
0|membrane;GO:00
31595|nuclear
proteasome
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0022624|proteasome
accessory
complex;GO:000050
2|proteasome
complex;GO:000854
0|proteasome
regulatory particle,
base subcomplex;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0036402
|proteasome-
activating ATPase
activity;GO:0017025
|TBP-class protein
binding;GO:000371
3|transcription
coactivator
activity;GO:0003714
|transcription
corepressor activity;

K03065

PSMC3, RPT5; 26S
proteasome
regulatory subunit
T5

ENSG00000165970 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no SLC6A5 protein_coding chr11:20599400-
20659285:+

gi|92859670|ref|NP_
004202.2| 4042 0

sodium- and
chloride-dependent
glycine transporter 2
[Homo sapiens]

gi|544486960|ref|X
M_005578391.1| 6109 0

PREDICTED:
Macaca fascicularis
solute carrier family
6 (neurotransmitter
transporter),
member 5
(SLC6A5), mRNA

Q9Y345 291 1.00E-84
Sodium- and
chloride-dependent
glycine transporter 2

BH3439 213 2.00E-57 COG0733 pfam00209 SNF
Sodium:neurotrans
mitter symporter
family.

GO:0007268|synapti
c
transmission;GO:00
36233|glycine
import;GO:0060012|
synaptic
transmission,
glycinergic;GO:0006
810|transport;

GO:0016021|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0015375|glycine
:sodium symporter
activity;GO:0046872
|metal ion
binding;GO:000532
8|neurotransmitter:s
odium symporter
activity;

K05038

SLC6A5S; solute
carrier family 6
(neurotransmitter
transporter, amino
acid) member
5/7/9/14

ENSG00000165985 2 0 2 2 2.246178945 3 3 1 6 -0.506223545 0.62063081 0.730450906 down no C1QL3 protein_coding chr10:16513743-
16522005:-

gi|640813356|ref|XP
_008063370.1| 994 7.00E-134

PREDICTED:
complement C1q-
like protein 3
[Tarsius syrichta]

gi|58801558|ref|NM
_001010908.1| 2493 0

Homo sapiens
complement
component 1, q
subcomponent-like
3 (C1QL3), mRNA

Q9ESN4 368 3.00E-127 Complement C1q-
like protein 3 . . . . pfam00386 C1q

C1q domain. C1q is
a subunit of the C1
enzyme complex
that activates the
serum complement
system.

GO:0050807|regulati
on of synapse
organization;

GO:0005581|collage
n
trimer;GO:0005576|
extracellular region;

. . .

ENSG00000165995 1 1 0 1 1.510755009 3 2 0 6 -1.331876555 0.318181962 0.445095798 down no CACNB2 protein_coding chr10:18140677-
18541869:+

gi|147898681|ref|NP
_963890.2| 2896 0

voltage-dependent
L-type calcium
channel subunit
beta-2 isoform 2
[Homo sapiens]

gi|62087413|dbj|AB
208917.1| 4424 0

Homo sapiens
mRNA for calcium
channel, voltage-
dependent, beta 2
subunit isoform 1
variant protein

P54288 959 0

Voltage-dependent
L-type calcium
channel subunit
beta-2

. . . . pfam00625 Guanylate_kin Guanylate kinase.

GO:0070509|calciu
m ion
import;GO:0061337|
cardiac
conduction;GO:000
7268|synaptic
transmission;GO:00
90002|establishment
of protein
localization to
plasma
membrane;GO:0098
912|membrane
depolarization
during atrial cardiac
muscle cell action
potential;GO:008604
5|membrane
depolarization
during AV node cell
action
potential;GO:000752
8|neuromuscular
junction
development;GO:00
51928|positive
regulation of
calcium ion
transport;GO:19018
43|positive
regulation of high
voltage-gated
calcium channel
activity;GO:0086091
|regulation of heart

GO:0005887|integral
component of
plasma
membrane;GO:1990
454|L-type voltage-
gated calcium
channel
complex;GO:000588
6|plasma
membrane;GO:0005
891|voltage-gated
calcium channel
complex;

GO:0051015|actin
filament
binding;GO:000526
2|calcium channel
activity;GO:0005245
|voltage-gated
calcium channel
activity;

K04863
CACNB2; voltage-
dependent calcium
channel beta-2

ENSG00000166006 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no KCNC2 protein_coding chr12:75040077-
75209868:-

gi|68533043|dbj|BA
E06076.1| 2754 0

KCNC2 variant
protein [Homo
sapiens]

gi|386781623|ref|N
M_139137.3| 5505 0

Homo sapiens
potassium channel,
voltage gated Shaw
related subfamily C,
member 2
(KCNC2), transcript
variant 2, mRNA

Q96PR1 314 3.00E-102

Potassium voltage-
gated channel
subfamily C
member 2

DR0830 60.8 5.00E-09 COG1226 pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0071242|cellular
response to
ammonium
ion;GO:0071732|cell
ular response to
nitric
oxide;GO:0097237|c
ellular response to
toxic
substance;GO:00217
59|globus pallidus
development;GO:00
38060|nitric oxide-
cGMP-mediated
signaling
pathway;GO:190138
1|positive regulation
of potassium ion
transmembrane
transport;GO:00718
05|potassium ion
transmembrane
transport;GO:00512
91|protein
heterooligomerizatio
n;GO:0051260|prote
in
homooligomerizatio
n;GO:0050796|regul
ation of insulin
secretion;GO:00140
75|response to
amine;GO:0045471|r
esponse to
ethanol;GO:0009642

GO:0016324|apical
plasma
membrane;GO:0030
673|axolemma;GO:0
030424|axon;GO:00
16323|basolateral
plasma
membrane;GO:0030
054|cell
junction;GO:003042
5|dendrite;GO:0016
021|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
622|intracellular;GO
:0016020|membrane
;GO:0032809|neuro
nal cell body
membrane;GO:0043
204|perikaryon;GO:
0005886|plasma
membrane;GO:0045
211|postsynaptic
membrane;GO:0042
734|presynaptic
membrane;GO:0045
202|synapse;GO:004
3195|terminal
bouton;GO:0031982
|vesicle;GO:0008076
|voltage gated

GO:0005251|delaye
d rectifier potassium
channel
activity;GO:0005249
|voltage-gated
potassium channel
activity;

K04888

KCNC2; potassium
voltage-gated
channel Shaw-
related subfamily C
member 2



ENSG00000166016 0 0 0 1 0.401258957 1 0 0 2 -0.718116028 0.761176068 NA down no ABTB2 protein_coding chr11:34150988-
34358008:-

gi|119588579|gb|EA
W68173.1| 5388 0

ankyrin repeat and
BTB (POZ) domain
containing 2,
isoform CRA_b
[Homo sapiens]

gi|300796385|ref|N
M_145804.2| 4902 0

Homo sapiens
ankyrin repeat and
BTB (POZ) domain
containing 2
(ABTB2), mRNA

Q8N961 1959 0
Ankyrin repeat and
BTB/POZ domain-
containing protein 2

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0097237|cellular
response to toxic
substance;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:004278
7|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:003016
2|regulation of
proteolysis;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0019
005|SCF ubiquitin
ligase complex;

GO:0031625|ubiquit
in protein ligase
binding;

K10521

ABTB2; ankyrin
repeat and
BTB/POZ domain-
containing protein 2

ENSG00000166068 8 13 11 13 12.95769164 15 25 13 11 0.03410216 0.939026675 0.962876732 up no SPRED1 protein_coding chr15:38252326-
38357249:+

gi|22749221|ref|NP_
689807.1| 2115 0

sprouty-related,
EVH1 domain-
containing protein 1
[Homo sapiens]

gi|187169267|ref|N
M_152594.2| 7255 0

Homo sapiens
sprouty-related,
EVH1 domain
containing 1
(SPRED1), mRNA

Q7Z699 258 8.00E-83
Sprouty-related,
EVH1 domain-
containing protein 1

. . . . pfam05210 Sprouty

Sprouty protein
(Spry). This family
consists of
eukaryotic Sprouty
protein
homologues.
Sprouty proteins
have been revealed
as inhibitors of the
Ras/mitogen-
activated protein
kinase (MAPK)
cascade, a pathway
crucial for
developmental
processes initiated
by activation of
various receptor
tyrosine kinases.
The sprouty gene
has found to be
expressed in the the
brain, cochlea, nasal
organs, teeth,
salivary gland,
lungs, digestive
tract, kidneys and
limb buds in mice.

GO:0008543|fibrobl
ast growth factor
receptor signaling
pathway;GO:000018
8|inactivation of
MAPK
activity;GO:0000165
|MAPK
cascade;GO:000727
5|multicellular
organismal
development;GO:00
10801|negative
regulation of
peptidyl-threonine
phosphorylation;GO
:0010923|negative
regulation of
phosphatase
activity;GO:0043517
|positive regulation
of DNA damage
response, signal
transduction by p53
class
mediator;GO:00903
11|regulation of
protein
deacetylation;

GO:0005901|caveol
a;GO:0005737|cytop
lasm;GO:0005829|cy
tosol;GO:0005654|n
ucleoplasm;GO:000
5886|plasma
membrane;

GO:0019902|phosph
atase
binding;GO:001990
1|protein kinase
binding;GO:003029
1|protein
serine/threonine
kinase inhibitor
activity;GO:0005173
|stem cell factor
receptor binding;

K04703

SPRED; sprouty-
related, EVH1
domain-containing
protein

ENSG00000166128 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no RAB8B protein_coding chr15:63189469-
63267782:+

gi|635135296|ref|XP
_008014532.1| 1135 2.00E-139

PREDICTED: ras-
related protein Rab-
8B [Chlorocebus
sabaeus]

gi|62865646|ref|NM
_016530.2| 4877 0

Homo sapiens
RAB8B, member
RAS oncogene
family (RAB8B),
mRNA

P70550 85.5 7.00E-19 Ras-related protein
Rab-8B . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0034332|adhere
ns junction
organization;GO:00
19882|antigen
processing and
presentation;GO:003
1346|positive
regulation of cell
projection
organization;GO:00
51461|positive
regulation of
corticotropin
secretion;GO:00450
46|protein import
into peroxisome
membrane;GO:0009
306|protein
secretion;GO:00072
64|small GTPase
mediated signal
transduction;GO:00
06904|vesicle
docking involved in
exocytosis;

GO:0051286|cell
tip;GO:0031410|cyto
plasmic
vesicle;GO:0070062|
extracellular
exosome;GO:00057
39|mitochondrion;G
O:0048471|perinucl
ear region of
cytoplasm;GO:0005
778|peroxisomal
membrane;GO:0045
335|phagocytic
vesicle;GO:0030670|
phagocytic vesicle
membrane;GO:0005
886|plasma
membrane;

GO:0019003|GDP
binding;GO:000552
5|GTP
binding;GO:003091
1|TPR domain
binding;

K07902 RAB8B; Ras-related
protein Rab-8B

ENSG00000166135 1 3 5 3 3.873296327 4 9 4 4 -0.25093296 0.740629289 0.816338061 down no HIF1AN protein_coding chr10:100529072-
100559998:+

gi|194379936|dbj|B
AG58320.1| 1902 0

unnamed protein
product [Homo
sapiens]

gi|28564399|emb|AL
133352.12| 11908 0

Human DNA
sequence from
clone RP11-411B6
on chromosome 10,
complete sequence

Q9NWT6 241 4.00E-77
Hypoxia-inducible
factor 1-alpha
inhibitor

. . . . pfam13621 Cupin_8

Cupin-like domain.
This cupin like
domain shares
similarity to the
JmjC domain.

GO:0045746|negativ
e regulation of
Notch signaling
pathway;GO:006142
8|negative
regulation of
transcription from
RNA polymerase II
promoter in
response to
hypoxia;GO:005511
4|oxidation-
reduction
process;GO:004226
5|peptidyl-
asparagine
hydroxylation;GO:0
042264|peptidyl-
aspartic acid
hydroxylation;GO:0
036138|peptidyl-
histidine
hydroxylation;GO:0
045663|positive
regulation of
myoblast
differentiation;GO:2
001214|positive
regulation of
vasculogenesis;GO:
0061418|regulation
of transcription
from RNA
polymerase II
promoter in

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005654|nu
cleoplasm;GO:0048
471|perinuclear
region of cytoplasm;

GO:0071532|ankyri
n repeat
binding;GO:003140
6|carboxylic acid
binding;GO:004803
7|cofactor
binding;GO:000550
6|iron ion
binding;GO:005105
9|NF-kappaB
binding;GO:000511
2|Notch
binding;GO:001670
6|oxidoreductase
activity, acting on
paired donors, with
incorporation or
reduction of
molecular oxygen,
2-oxoglutarate as
one donor, and
incorporation of
one atom each of
oxygen into both
donors;GO:0019826
|oxygen sensor
activity;GO:0036140
|peptidyl-asparagine
3-dioxygenase
activity;GO:0036139
|peptidyl-histidine
dioxygenase
activity;GO:0042803
|protein
homodimerization

K18055

HIF1AN; hypoxia-
inducible factor 1-
alpha inhibitor (HIF
hydroxylase)
[EC:1.14.11.30]

ENSG00000166164 0 1 0 3 1.733296704 4 3 1 5 -1.290193588 0.277721487 0.402378414 down no BRD7 protein_coding chr16:50313487-
50368934:-

gi|291219913|ref|NP
_001167455.1| 3029 0

bromodomain-
containing protein 7
isoform 1 [Homo
sapiens]

gi|11128360|gb|AC0
07597.3|AC007597 3312 0

Homo sapiens
chromosome 16
clone RP11-137H10,
complete sequence

P51829 92.4 9.00E-18 Adenylate cyclase
type 7 . . . . pfam12024 DUF3512

Domain of
unknown function
(DUF3512). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 231 to 249
amino acids in
length. This domain
is found associated
with pfam00439.

GO:0007049|cell
cycle;GO:0008285|n
egative regulation of
cell
proliferation;GO:20
00134|negative
regulation of G1/S
transition of mitotic
cell
cycle;GO:0045892|n
egative regulation of
transcription, DNA-
templated;GO:00350
66|positive
regulation of
histone
acetylation;GO:0045
893|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0005634|nucleu
s;

GO:0070577|lysine-
acetylated histone
binding;GO:000203
9|p53
binding;GO:000371
3|transcription
coactivator
activity;GO:0003714
|transcription
corepressor activity;

K08047
ADCY7; adenylate
cyclase 7
[EC:4.6.1.1]

ENSG00000166165 1 1 2 1 0.981467549 0 1 0 1 1.926404056 0.210953205 0.32962625 up no CKB protein_coding chr14:103519659-
103523111:-

gi|21536286|ref|NP_
001814.2| 1936 0

creatine kinase B-
type [Homo
sapiens]

gi|356883060|ref|N
M_001823.4| 1457 0

Homo sapiens
creatine kinase,
brain (CKB),
mRNA

P12277 212 1.00E-64 Creatine kinase B-
type SA0482 73.9 2.00E-13 COG3869 pfam00217 ATP-gua_Ptrans

ATP:guanido
phosphotransferase,
C-terminal catalytic
domain. The
substrate binding
site is located in the
cleft between N and
C-terminal domains,
but most of the
catalytic residues
are found in the
larger C-terminal
domain.

GO:0030644|cellular
chloride ion
homeostasis;GO:000
6600|creatine
metabolic
process;GO:002176
2|substantia nigra
development;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00056
15|extracellular
space;GO:0005739|
mitochondrion;GO:
0043209|myelin
sheath;

GO:0005524|ATP
binding;GO:000411
1|creatine kinase
activity;GO:0031625
|ubiquitin protein
ligase binding;

K00933 E2.7.3.2; creatine
kinase [EC:2.7.3.2]

ENSG00000166167 1 0 1 2 2.361987191 3 5 2 8 -1.624453879 0.124589194 0.219617131 down no BTRC protein_coding chr10:101354033-
101557321:+

gi|148710006|gb|ED
L41952.1| 3337 0

beta-transducin
repeat containing
protein, isoform
CRA_b, partial
[Mus musculus]

gi|379030594|ref|N
M_033637.3| 6134 0

Homo sapiens beta-
transducin repeat
containing E3
ubiquitin protein
ligase (BTRC),
transcript variant 1,
mRNA

Q9Y297 305 6.00E-98
F-box/WD repeat-
containing protein
1A

. . . . pfam12125 Beta-TrCP_D

D domain of beta-
TrCP. This domain
is found in
eukaryotes, and is
approximately 40
amino acids in
length. It is found
associated with
pfam00646,
pfam00400. The
protein that contains
this domain
functions as a
ubiquitin ligase.
Ubiquitination is
required to direct
proteins towards the
proteasome for
degradation. This
protein is part of the
WD40 class of F
box proteins. The D
domain of these F
box proteins is
involved in
mediating the
dimerization of the
protein.
Dimerization is
necessary to
polyubiquitinate
substrates so this D
domain is vital in
directing substrates
towards the

GO:0060444|branch
ing involved in
mammary gland
duct
morphogenesis;GO:
0071407|cellular
response to organic
cyclic
compound;GO:0038
095|Fc-epsilon
receptor signaling
pathway;GO:000008
6|G2/M transition of
mitotic cell
cycle;GO:0033598|
mammary gland
epithelial cell
proliferation;GO:00
43433|negative
regulation of
sequence-specific
DNA binding
transcription factor
activity;GO:0045879
|negative regulation
of smoothened
signaling
pathway;GO:004589
2|negative
regulation of
transcription, DNA-
templated;GO:00380
61|NIK/NF-kappaB
signaling;GO:00427
53|positive

GO:0005829|cytosol
;GO:0005654|nucleo
plasm;GO:0019005|
SCF ubiquitin ligase
complex;

GO:0008013|beta-
catenin
binding;GO:001687
4|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K03362

FBXW1_11, BTRC,
beta-TRCP; F-box
and WD-40 domain
protein 1/11



ENSG00000166200 85 97 94 99 101.5899478 112 122 101 118 0.310909661 0.198902334 0.315337399 up no COPS2 protein_coding chr15:49106068-
49155661:-

gi|565314129|gb|ET
E66291.1| 2268 0

COP9 signalosome
complex subunit 2,
partial
[Ophiophagus
hannah]

gi|20198509|gb|AC0
13452.9| 5367 0

Homo sapiens
chromosome 15
clone RP11-325E5
map 15q21.1,
complete sequence

P61203 235 7.00E-74 COP9 signalosome
complex subunit 2 SPAC23G3.11 94 6.00E-19 COG5159 pfam01399 PCI

PCI domain. This
domain has also
been called the
PINT motif
(Proteasome, Int-6,
Nip-1 and TRIP-
15).

GO:0008283|cell
proliferation;GO:00
10388|cullin
deneddylation;GO:1
903507|negative
regulation of
nucleic acid-
templated
transcription;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00301
82|neuron
differentiation;GO:0
035914|skeletal
muscle cell
differentiation;

GO:0008180|COP9
signalosome;GO:00
05737|cytoplasm;G
O:0005634|nucleus;

GO:0003714|transcri
ption corepressor
activity;

K12176

COPS2, CSN2,
TRIP15; COP9
signalosome
complex subunit 2

ENSG00000166206 0 0 0 0 2.266607369 6 8 1 8 -4.383220603 0.001568929 0.009556702 down yes GABRB3 protein_coding chr15:26543546-
26939539:-

gi|51491195|emb|C
AH18663.1| 2775 0 hypothetical protein

[Homo sapiens]
gi|51491194|emb|CR
749803.1| 5913 0

Homo sapiens
mRNA; cDNA
DKFZp781L0846
(from clone
DKFZp781L0846)

P0C2W5 67.8 3.00E-12

Gamma-
aminobutyric acid
receptor subunit
beta-2 (Fragment)

. . . . pfam02931 Neur_chan_LBD

Neurotransmitter-
gated ion-channel
ligand binding
domain. This family
is the extracellular
ligand binding
domain of these ion
channels. This
domain forms a
pentameric
arrangement in the
known structure.

GO:0010388|cullin
deneddylation;GO:1
903507|negative
regulation of
nucleic acid-
templated
transcription;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00220
08|neurogenesis;

GO:0008180|COP9
signalosome;GO:00
05737|cytoplasm;G
O:0005634|nucleus;

GO:0003714|transcri
ption corepressor
activity;

K05181

GABRB; gamma-
aminobutyric acid
receptor subunit
beta

ENSG00000166225 0 0 0 0 0.299143147 2 0 0 1 -1.458394129 0.628767972 NA down no FRS2 protein_coding chr12:69470349-
69579789:+

gi|562833670|ref|XP
_006146230.1| 2568 0

PREDICTED: LOW
QUALITY
PROTEIN:
fibroblast growth
factor receptor
substrate 2 [Tupaia
chinensis]

gi|507834074|ref|N
M_001278357.1| 6600 0

Homo sapiens
fibroblast growth
factor receptor
substrate 2 (FRS2),
transcript variant 8,
mRNA

Q8WU20 315 4.00E-103
Fibroblast growth
factor receptor
substrate 2

. . . . pfam02174 IRS PTB domain (IRS-1
type).

GO:0000187|activati
on of MAPK
activity;GO:0000186
|activation of
MAPKK
activity;GO:0008595
|anterior/posterior
axis specification,
embryo;GO:000854
3|fibroblast growth
factor receptor
signaling
pathway;GO:003090
0|forebrain
development;GO:00
07186|G-protein
coupled receptor
signaling
pathway;GO:000170
2|gastrulation with
mouth forming
second;GO:0070307
|lens fiber cell
development;GO:00
00165|MAPK
cascade;GO:000740
5|neuroblast
proliferation;GO:00
46619|optic placode
formation involved
in camera-type eye
formation;GO:0001
759|organ
induction;GO:00480
15|phosphatidylinos

GO:0005911|cell-
cell
junction;GO:000576
8|endosome;GO:000
5887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0016303|1-
phosphatidylinositol
-3-kinase
activity;GO:0005104
|fibroblast growth
factor receptor
binding;GO:000516
8|neurotrophin
TRKA receptor
binding;GO:001921
1|phosphatase
activator
activity;GO:0046934
|phosphatidylinosito
l-4,5-bisphosphate
3-kinase
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0005068
|transmembrane
receptor protein
tyrosine kinase
adaptor activity;

K12461
FRS2; fibroblast
growth factor
receptor substrate 2

ENSG00000166226 0 0 0 0 0.299143147 2 0 0 1 -1.458394129 0.628767972 NA down no CCT2 protein_coding chr12:69585334-
69601570:+

gi|402886809|ref|XP
_003906811.1| 2908 0

PREDICTED: T-
complex protein 1
subunit beta [Papio
anubis]

gi|221039931|dbj|A
K294307.1| 2184 0

Homo sapiens
cDNA FLJ50480
complete cds,
highly similar to T-
complex protein 1
subunit beta

Q4R6F8 219 1.00E-66 T-complex protein 1
subunit beta SPAC1D4.04 705 0 COG0459 pfam00118 Cpn60_TCP1

TCP-1/cpn60
chaperonin family.
This family includes
members from the
HSP60 chaperone
family and the TCP-
1 (T-complex
protein) family.

GO:0006457|protein
folding;

GO:0005832|chaper
onin-containing T-
complex;

GO:0005524|ATP
binding; K09494

CCT2; T-complex
protein 1 subunit
beta

ENSG00000166233 25 25 21 21 39.62582261 85 69 43 59 -0.883733963 0.014306877 0.046250911 down no ARIH1 protein_coding chr15:72474326-
72602985:+

gi|671032155|ref|XP
_008706879.1| 2469 0

PREDICTED: E3
ubiquitin-protein
ligase ARIH1 [Ursus
maritimus]

gi|21637502|gb|AC1
00827.2| 19783 0

Homo sapiens
chromosome 15,
clone RP11-
1006G14, complete
sequence

B1H1E4 108 8.00E-26 E3 ubiquitin-protein
ligase arih1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0032436|positiv
e regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000020
9|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0000151|ubi
quitin ligase
complex;

GO:0016874|ligase
activity;GO:0031624
|ubiquitin
conjugating enzyme
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K11968 ARIH1; ariadne-1
[EC:2.3.2.27]

ENSG00000166272 1 2 0 10 11.13492919 29 28 10 30 -2.505317647 0.000656754 0.00475052 down yes WBP1L protein_coding chr10:102743970-
102816267:+

gi|144953880|ref|NP
_060257.4| 1559 0

WW domain
binding protein 1-
like isoform 2
[Homo sapiens]

gi|144953879|ref|N
M_017787.4| 4104 0

Homo sapiens WW
domain binding
protein 1-like
(WBP1L), transcript
variant 2, mRNA

Q9NX94 588 0
WW domain
binding protein 1-
like

. . . . pfam11669 WBP-1

WW domain-
binding protein 1.
This family of
proteins represents
WBP-1, a ligand of
the WW domain of
Yes-associated
protein. This
protein has a
proline-rich
domain. WBP-1
does not bind to the
SH3 domain.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000166313 37 86 46 87 65.003652 67 68 84 74 0.300480406 0.228506937 0.351051365 up no APBB1 protein_coding chr11:6395124-
6419414:-

gi|635015673|ref|XP
_008006966.1| 3203 0

PREDICTED:
amyloid beta A4
precursor protein-
binding family B
member 1 isoform
X4 [Chlorocebus
sabaeus]

gi|548923944|ref|N
M_001164.4| 2675 0

Homo sapiens
amyloid beta (A4)
precursor protein-
binding, family B,
member 1 (Fe65)
(APBB1), transcript
variant 1, mRNA

O00213 310 1.00E-96

Amyloid beta A4
precursor protein-
binding family B
member 1

. . . . pfam00640 PID
Phosphotyrosine
interaction domain
(PTB/PID).

GO:0030048|actin
filament-based
movement;GO:0006
915|apoptotic
process;GO:000741
1|axon
guidance;GO:00070
50|cell cycle
arrest;GO:0006974|c
ellular response to
DNA damage
stimulus;GO:000630
2|double-strand
break
repair;GO:0030198|e
xtracellular matrix
organization;GO:00
43967|histone H4
acetylation;GO:0030
308|negative
regulation of cell
growth;GO:0045665
|negative regulation
of neuron
differentiation;GO:0
050760|negative
regulation of
thymidylate
synthase
biosynthetic
process;GO:000176
4|neuron
migration;GO:00430
65|positive
regulation of

GO:0005737|cytopla
sm;GO:0030426|gro
wth
cone;GO:0030027|la
mellipodium;GO:00
16607|nuclear
speck;GO:0005634|
nucleus;GO:000588
6|plasma
membrane;GO:0045
202|synapse;

GO:0001540|beta-
amyloid
binding;GO:000368
2|chromatin
binding;GO:003503
5|histone
acetyltransferase
binding;GO:004239
3|histone
binding;GO:007006
4|proline-rich
region
binding;GO:000813
4|transcription
factor binding;

K04529

APBB1, FE65;
amyloid beta (A4)
precursor protein-
binding, family B,
member 1 (Fe65)

ENSG00000166326 0 0 0 0 0.701950409 2 2 2 1 -2.686585192 0.110574036 NA down no TRIM44 protein_coding chr11:35662805-
35818007:+

gi|21361639|ref|NP_
060053.2| 1311 2.00E-159

tripartite motif-
containing protein
44 [Homo sapiens]

gi|24496798|gb|AC0
90692.9| 11652 0

Homo sapiens
chromosome 11,
clone RP11-
698N11, complete
sequence

Q96DX7 363 6.00E-110
Tripartite motif-
containing protein
44

. . . . pfam00643 zf-B_box B-box zinc finger. . GO:0005622|intracel
lular;

GO:0008270|zinc
ion binding; K12020

TRIM44; tripartite
motif-containing
protein 44

ENSG00000166337 170 151 180 112 136.3171263 71 107 153 62 1.290924844 0.002609173 0.013561449 up yes TAF10 protein_coding chr11:6606296-
6612667:-

gi|585660581|ref|XP
_006886335.1| 527 8.00E-100

PREDICTED:
integrin-linked
protein kinase-like
[Elephantulus
edwardii]

gi|21734139|emb|AL
833496.1| 5383 0

Homo sapiens
mRNA; cDNA
DKFZp686M1629
(from clone
DKFZp686M1629)

Q12962 229 9.00E-75
Transcription
initiation factor
TFIID subunit 10

SPBC21H7.02 75.5 1.00E-13 COG5162 pfam03540 TFIID_30kDa

Transcription
initiation factor
TFIID 23-30kDa
subunit.

GO:0006915|apopto
tic
process;GO:004362
3|cellular protein
complex
assembly;GO:00063
52|DNA-templated
transcription,
initiation;GO:00000
82|G1/S transition
of mitotic cell
cycle;GO:0070365|h
epatocyte
differentiation;GO:0
016578|histone
deubiquitination;GO
:0043966|histone H3
acetylation;GO:0001
889|liver
development;GO:00
35264|multicellular
organism
growth;GO:0051260
|protein
homooligomerizatio
n;GO:0051101|regul
ation of DNA
binding;GO:001046
8|regulation of gene
expression;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00063
67|transcription
initiation from RNA

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0000125|P
CAF
complex;GO:004847
1|perinuclear region
of
cytoplasm;GO:0030
914|STAGA
complex;GO:000566
9|transcription
factor TFIID
complex;GO:003327
6|transcription
factor TFTC
complex;

GO:0003677|DNA
binding;GO:001989
9|enzyme
binding;GO:003033
1|estrogen receptor
binding;GO:007006
3|RNA polymerase
binding;GO:000371
3|transcription
coactivator activity;

K03134

TAF10;
transcription
initiation factor
TFIID subunit 10

ENSG00000166348 0 1 0 0 0.716201579 2 1 0 3 -1.721791875 0.338243073 NA down no USP54 protein_coding chr10:73497538-
73625953:-

gi|124001558|ref|NP
_689799.3| 7992 0

inactive ubiquitin
carboxyl-terminal
hydrolase 54 [Homo
sapiens]

gi|124001557|ref|N
M_152586.3| 6163 0

Homo sapiens
ubiquitin specific
peptidase 54
(USP54), mRNA

Q70EL1 216 1.00E-63
Inactive ubiquitin
carboxyl-terminal
hydrolase 54

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0019852|L-
ascorbic acid
metabolic
process;GO:004668
6|response to
cadmium ion;

GO:0005737|cytopla
sm;GO:0005789|end
oplasmic reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005741|mitochondri
al outer membrane;

GO:0004033|aldo-
keto reductase
(NADP)
activity;GO:0004129
|cytochrome-c
oxidase
activity;GO:0019899
|enzyme
binding;GO:002003
7|heme
binding;GO:004687
2|metal ion binding;

. .



ENSG00000166407 0 0 1 0 0.672342259 1 1 1 2 -1.467973055 0.379004672 NA down no LMO1 protein_coding chr11:8224304-
8268716:-

gi|281341700|gb|EF
B17284.1| 1000 2.00E-132

hypothetical protein
PANDA_004271,
partial [Ailuropoda
melanoleuca]

gi|394025673|ref|N
M_002315.2| 1276 0

Homo sapiens LIM
domain only 1
(rhombotin 1)
(LMO1), transcript
variant 1, mRNA

P25800 323 2.00E-108 Rhombotin-1 . . . . pfam00412 LIM

LIM domain. This
family represents
two copies of the
LIM structural
domain.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00460
13|regulation of T
cell homeostatic
proliferation;

GO:0005634|nucleu
s;

GO:0008270|zinc
ion binding; . .

ENSG00000166444 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no ST5 protein_coding chr11:8693351-
8910951:-

gi|530395681|ref|XP
_005253134.1| 4678 0

PREDICTED:
suppression of
tumorigenicity 5
protein isoform X5
[Homo sapiens]

gi|47132528|ref|NM
_005418.3| 4544 0

Homo sapiens
suppression of
tumorigenicity 5
(ST5), transcript
variant 1, mRNA

P78524 116 2.00E-27
Suppression of
tumorigenicity 5
protein

. . . . pfam02141 DENN

DENN (AEX-3)
domain. DENN
(after differentially
expressed in
neoplastic vs
normal cells) is a
domain which
occurs in several
proteins involved in
Rab- mediated
processes or
regulation of MAPK
signalling pathways.

GO:0070374|positiv
e regulation of
ERK1 and ERK2
cascade;

.

GO:0017112|Rab
guanyl-nucleotide
exchange factor
activity;

. .

ENSG00000166477 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no LEO1 protein_coding chr15:51938025-
51971806:-

gi|20270337|ref|NP_
620147.1| 2857 0

RNA polymerase-
associated protein
LEO1 isoform 1
[Homo sapiens]

gi|556695439|ref|N
M_138792.3| 2188 0

Homo sapiens
LEO1 homolog,
Paf1/RNA
polymerase II
complex component
(LEO1), transcript
variant 1, mRNA

Q5R4D6 105 1.00E-24
RNA polymerase-
associated protein
LEO1

. . . . pfam04004 Leo1

Leo1-like protein.
Members of this
family are part of
the Paf1/RNA
polymerase II
complex. The Paf1
complex probably
functions during the
elongation phase of
transcription. The
Leo1 subunit of the
yeast Paf1-complex
binds RNA and
contributes to
complex
recruitment. The
subunit acts by co-
ordinating co-
transcriptional
chromain
modifications and
helping recruitment
of mRNA 3prime-
end processing
factors.

GO:0001711|endode
rmal cell fate
commitment;GO:00
16570|histone
modification;GO:00
06378|mRNA
polyadenylation;GO
:0045638|negative
regulation of
myeloid cell
differentiation;GO:0
031442|positive
regulation of mRNA
3'-end
processing;GO:0032
968|positive
regulation of
transcription
elongation from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00198
27|stem cell
population
maintenance;GO:00
06368|transcription
elongation from
RNA polymerase II
promoter;GO:00160
55|Wnt signaling
pathway;

GO:0016593|Cdc73/
Paf1 complex; . K15177

LEO1; RNA
polymerase-
associated protein
LEO1

ENSG00000166501 2 1 0 0 2.320559451 6 6 3 3 -1.979215869 0.082749107 0.161770778 down no PRKCB protein_coding chr16:23836001-
24220611:+

gi|20127450|ref|NP_
002729.2| 3559 0

protein kinase C
beta type isoform 2
[Homo sapiens]

gi|197100031|ref|N
M_002738.6| 7969 0

Homo sapiens
protein kinase C,
beta (PRKCB),
transcript variant 2,
mRNA

P05126 92 2.00E-20 Protein kinase C
beta type . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0002250|adaptiv
e immune
response;GO:00069
15|apoptotic
process;GO:004211
3|B cell
activation;GO:00508
53|B cell receptor
signaling
pathway;GO:000681
6|calcium ion
transport;GO:00068
74|cellular calcium
ion
homeostasis;GO:007
1322|cellular
response to
carbohydrate
stimulus;GO:003540
8|histone H3-T6
phosphorylation;GO
:0035556|intracellula
r signal
transduction;GO:00
42953|lipoprotein
transport;GO:00070
77|mitotic nuclear
envelope
disassembly;GO:001
0829|negative
regulation of
glucose
transport;GO:00466
27|negative
regulation of insulin

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0005886|plasma
membrane;

GO:0050681|androg
en receptor
binding;GO:000552
4|ATP
binding;GO:000524
6|calcium channel
regulator
activity;GO:0004698
|calcium-dependent
protein kinase C
activity;GO:0003682
|chromatin
binding;GO:004239
3|histone
binding;GO:003540
3|histone kinase
activity (H3-T6
specific);GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0004697
|protein kinase C
activity;GO:0005080
|protein kinase C
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000166532 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no RIMKLB protein_coding chr12:8681600-
8783095:+

gi|6330772|dbj|BAA
86552.1| 1869 0 KIAA1238 protein

[Homo sapiens]
gi|6330771|dbj|AB0
33064.1| 5383 0

Homo sapiens
mRNA for
KIAA1238 protein,
partial cds

Q9ULI2 194 1.00E-58 Beta-citrylglutamate
synthase B MA1361 99.8 3.00E-22 COG0189 pfam08443 RimK

RimK-like ATP-
grasp domain. This
ATP-grasp domain
is found in the
ribosomal S6
modification
enzyme RimK.

GO:0006464|cellular
protein modification
process;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:007259
1|citrate-L-glutamate
ligase
activity;GO:0046872
|metal ion
binding;GO:007259
0|N-acetyl-L-
aspartate-L-
glutamate ligase
activity;

K18310

RIMKLB, NAAGS-
I; beta-
citrylglutamate/N-
acetylaspartylglutam
ate synthase
[EC:6.3.1.17
6.3.2.41]

ENSG00000166562 93 103 102 80 76.64221299 30 55 54 46 1.648849044 1.86E-06 5.11E-05 up yes SEC11C protein_coding chr18:59139477-
59158836:+

gi|545802024|ref|XP
_003121761.2| 1016 8.00E-134

PREDICTED: signal
peptidase complex
catalytic subunit
SEC11C-like
isoform X1 [Sus
scrofa]

gi|20377048|gb|AC0
21241.10| 1624 0

Homo sapiens
chromosome 18,
clone RP11-350K6,
complete sequence

Q5RC30 317 2.00E-102
Signal peptidase
complex catalytic
subunit SEC11C

SPBC1685.03 146 2.00E-40 COG0681 pfam00717 Peptidase_S24 Peptidase S24-like. GO:0006465|signal
peptide processing;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0031
090|organelle
membrane;

GO:0008236|serine-
type peptidase
activity;

K13280

SEC11, sipW; signal
peptidase,
endoplasmic
reticulum-type
[EC:3.4.-.-]

ENSG00000166573 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no GALR1 protein_coding chr18:77250549-
77277896:+

gi|167000885|ref|NP
_001471.2| 1527 0

galanin receptor
type 1 [Homo
sapiens]

gi|21629409|gb|AC1
00863.2| 9314 0

Homo sapiens
chromosome 18,
clone RP11-751H17,
complete sequence

P47211 592 0 Galanin receptor
type 1 . . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0007189|adenyl
ate cyclase-
activating G-protein
coupled receptor
signaling
pathway;GO:000718
8|adenylate cyclase-
modulating G-
protein coupled
receptor signaling
pathway;GO:000758
6|digestion;GO:0007
194|negative
regulation of
adenylate cyclase
activity;GO:0007218
|neuropeptide
signaling
pathway;GO:005146
4|positive regulation
of cortisol
secretion;GO:00072
04|positive
regulation of
cytosolic calcium
ion
concentration;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;

GO:0016021|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0004966|galanin
receptor
activity;GO:0042923
|neuropeptide
binding;GO:001704
6|peptide hormone
binding;

K04230 GALR1; galanin
receptor 1

ENSG00000166579 1 7 1 14 23.37537825 57 55 41 54 -2.748965142 7.43E-08 4.61E-06 down yes NDEL1 protein_coding chr17:8413131-
8490411:+

gi|545498104|ref|XP
_005620088.1| 1576 0

PREDICTED: nudE
nuclear distribution
E homolog (A.
nidulans)-like 1
isoform X2 [Canis
lupus familiaris]

gi|383276553|ref|NG
_029963.2| 3927 0

Homo sapiens nudE
neurodevelopment
protein 1-like 1
(NDEL1),
RefSeqGene on
chromosome 17

Q4R4S6 280 2.00E-91 Nuclear distribution
protein nudE-like 1 . . . . pfam04880 NUDE_C

NUDE protein, C-
terminal conserved
region. This family
represents the C-
terminal conserved
region of the NUDE
proteins. NUDE
proteins are
involved in nuclear
migration.

GO:0007031|peroxis
ome organization;

GO:0016021|integral
component of
membrane;GO:0005
777|peroxisome;

. K16739
NDEL1; nuclear
distribution protein
NudE-like 1

ENSG00000166619 0 2 3 7 2.819107451 1 3 3 6 0.325753633 0.726988624 0.80554148 up no BLCAP protein_coding chr20:37492472-
37527931:-

gi|470633562|ref|XP
_004322499.1| 539 9.00E-56

PREDICTED:
uncharacterized
protein C20orf26-
like, partial
[Tursiops truncatus]

gi|8745190|emb|AL1
09614.28| 4083 0

Human DNA
sequence from
clone RP11-425M5
on chromosome 20,
complete sequence

P62950 156 2.00E-47 Bladder cancer-
associated protein . . . . pfam06726 BC10

Bladder cancer-
related protein
BC10. This family
consists of a series
of short proteins of
around 90 residues
in length. The
human protein
BC10 has been
implicated in
bladder cancer
where the
transcription of the
gene coding for this
protein is nearly
completely
abolished in highly
invasive transitional
cell carcinomas
(TCCs). The protein
is a small globular
protein containing
two transmembrane
helices, and it is a
multiply edited
transcript. All the
editing sites are
found in either the
5'-UTR or the N-
terminal section of
the protein, which is
predicted to be
outside the
membrane. The
three coding edits

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K11447
UTX, UTY; histone
demethylase
[EC:1.14.11.-]



ENSG00000166689 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PLEKHA7 protein_coding chr11:16777317-
17014443:-

gi|767965433|ref|XP
_011518216.1| 6075 0

PREDICTED:
pleckstrin
homology domain-
containing family A
member 7 isoform
X6 [Homo sapiens]

gi|239047794|ref|N
M_175058.4| 4804 0

Homo sapiens
pleckstrin
homology domain
containing, family A
member 7
(PLEKHA7), mRNA

Q6IQ23 203 1.00E-58

Pleckstrin
homology domain-
containing family A
member 7

SPAC11G7.02 53.5 6.00E-06 COG5021 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0090136|epitheli
al cell-cell
adhesion;GO:00452
18|zonula adherens
maintenance;

GO:0030054|cell
junction;GO:000581
3|centrosome;GO:00
05737|cytoplasm;G
O:0070062|extracell
ular
exosome;GO:00056
34|nucleus;GO:0005
915|zonula
adherens;

GO:0070097|delta-
catenin binding; . .

ENSG00000166704 0 0 0 0 0.300942813 1 0 1 1 -1.464893049 0.554339694 NA down no ZNF606 protein_coding chr19:57977053-
58003349:-

gi|14017921|dbj|BA
B47481.1| 4960 0 KIAA1852 protein

[Homo sapiens]
gi|71480165|ref|NM
_025027.3| 4226 0

Homo sapiens zinc
finger protein 606
(ZNF606), mRNA

Q6UX73 97.4 2.00E-22 UPF0764 protein
C16orf89 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000166710 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no B2M protein_coding chr15:44711477-
44718877:+

gi|530406197|ref|XP
_005254606.1| 575 9.00E-70

PREDICTED: beta-
2-microglobulin
isoform X1 [Homo
sapiens]

gi|259013218|ref|NG
_012920.1| 2403 0

Homo sapiens beta-
2-microglobulin
(B2M), RefSeqGene
on chromosome 15

P16213 221 8.00E-70 Beta-2-
microglobulin . . . . pfam07654 C1-set Immunoglobulin

C1-set domain.
GO:0030509|BMP
signaling pathway;

GO:0016607|nuclear
speck;

GO:0030374|ligand-
dependent nuclear
receptor
transcription
coactivator
activity;GO:0003676
|nucleic acid
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000166716 0 1 0 0 0.417058432 0 1 0 2 -0.706400005 0.762553257 NA down no ZNF592 protein_coding chr15:84748635-
84806432:+

gi|40788912|dbj|BA
A13202.2| 5984 0 KIAA0211 [Homo

sapiens]
gi|108860696|ref|N
M_014630.2| 8131 0

Homo sapiens zinc
finger protein 592
(ZNF592), mRNA

Q92610 2207 0 Zinc finger protein
592 . . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K19325 ZNF592; zinc finger
protein 592

ENSG00000166741 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NNMT protein_coding chr11:114257787-
114313285:+

gi|5453790|ref|NP_0
06160.1| 1401 0

nicotinamide N-
methyltransferase
[Homo sapiens]

gi|426370514|ref|X
M_004052160.1| 1804 0

PREDICTED:
Gorilla gorilla
gorilla nicotinamide
N-
methyltransferase,
transcript variant 2
(NNMT), mRNA

P40261 254 5.00E-83 Nicotinamide N-
methyltransferase . . . . pfam01234 NNMT_PNMT_TE

MT
NNMT/PNMT/TEM
T family.

GO:0031100|organ
regeneration;GO:00
32259|methylation;G
O:0042493|response
to
drug;GO:0010243|re
sponse to
organonitrogen
compound;

GO:0005829|cytosol
;

GO:0008112|nicotin
amide N-
methyltransferase
activity;GO:0030760
|pyridine N-
methyltransferase
activity;

K00541

NNMT;
nicotinamide N-
methyltransferase
[EC:2.1.1.1]

ENSG00000166747 0 1 0 3 5.303639587 18 13 3 15 -3.172791327 0.001736791 0.01025534 down yes AP1G1 protein_coding chr16:71729000-
71809201:-

gi|193785569|dbj|B
AG54627.1| 4192 0

unnamed protein
product [Homo
sapiens]

gi|71772941|ref|NM
_001128.5| 6841 0

Homo sapiens
adaptor-related
protein complex 1,
gamma 1 subunit
(AP1G1), transcript
variant 2, mRNA

O43747 262 5.00E-81 AP-1 complex
subunit gamma-1 . . . . pfam01602 Adaptin_N

Adaptin N terminal
region. This family
consists of the N
terminal region of
various alpha, beta
and gamma
subunits of the AP-
1, AP-2 and AP-3
adaptor protein
complexes. The
adaptor protein
(AP) complexes are
involved in the
formation of
clathrin-coated pits
and vesicles. The N-
terminal region of
the various adaptor
proteins (APs) is
constant by
comparison to the
C-terminal which is
variable within
members of the AP-
2 family; and it has
been proposed that
this constant region
interacts with
another uniform
component of the
coated vesicles.

GO:0019886|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class
II;GO:0035646|endo
some to
melanosome
transport;GO:00901
60|Golgi to
lysosome
transport;GO:00068
86|intracellular
protein
transport;GO:00324
38|melanosome
organization;GO:00
43323|positive
regulation of natural
killer cell
degranulation;GO:0
045954|positive
regulation of natural
killer cell mediated
cytotoxicity;GO:005
0690|regulation of
defense response to
virus by virus;

GO:0030119|AP-
type membrane coat
adaptor
complex;GO:003013
1|clathrin adaptor
complex;GO:003066
9|clathrin-coated
endocytic vesicle
membrane;GO:0030
136|clathrin-coated
vesicle;GO:0030665|
clathrin-coated
vesicle
membrane;GO:0005
737|cytoplasm;GO:0
030659|cytoplasmic
vesicle
membrane;GO:0005
829|cytosol;GO:000
5794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00057
65|lysosomal
membrane;GO:0016
020|membrane;GO:
0055037|recycling
endosome;GO:0032
588|trans-Golgi
network membrane;

GO:0030742|GTP-
dependent protein
binding;GO:001989
4|kinesin
binding;GO:000856
5|protein transporter
activity;GO:0017137
|Rab GTPase
binding;GO:000521
5|transporter
activity;

K12391
AP1G1; AP-1
complex subunit
gamma-1

ENSG00000166833 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no NAV2 protein_coding chr11:19350724-
20121598:+

gi|350276222|ref|NP
_001231892.1| 10634 0

neuron navigator 2
isoform 5 [Homo
sapiens]

gi|350276221|ref|N
M_001244963.1| 11151 0

Homo sapiens
neuron navigator 2
(NAV2), transcript
variant 5, mRNA

Q8IVL1 194 4.00E-55 Neuron navigator 2 ECU09g0290 72.8 1.00E-11 COG5069 pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

GO:0021563|glosso
pharyngeal nerve
development;GO:00
07626|locomotory
behavior;GO:00215
54|optic nerve
development;GO:00
03025|regulation of
systemic arterial
blood pressure by
baroreceptor
feedback;GO:00076
08|sensory
perception of
smell;GO:0007605|s
ensory perception
of
sound;GO:0021564|
vagus nerve
development;

GO:0005614|interstit
ial
matrix;GO:0005654|
nucleoplasm;

GO:0005524|ATP
binding;GO:000438
6|helicase
activity;GO:0008201
|heparin binding;

K19483
NAV2; neuron
navigator 2
[EC:3.6.4.12]

ENSG00000166855 2 1 2 1 2.265335537 3 3 1 6 -0.495649658 0.615535637 0.725930616 down no CLPX protein_coding chr15:65148219-
65185342:-

gi|7242140|ref|NP_0
06651.2| 2824 0

ATP-dependent Clp
protease ATP-
binding subunit
clpX-like,
mitochondrial
precursor [Homo
sapiens]

gi|11693406|gb|AC0
13553.14| 2696 0

Homo sapiens
chromosome 15,
clone RP11-325L12,
complete sequence

O76031 201 3.00E-59

ATP-dependent Clp
protease ATP-
binding subunit
clpX-like,
mitochondrial

SMc01904 323 3.00E-97 COG1219 pfam07724 AAA_2

AAA domain
(Cdc48 subfamily).
This Pfam entry
includes some of
the AAA proteins
not detected by the
pfam00004 model.

GO:0006457|protein
folding;GO:0051603
|proteolysis
involved in cellular
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0009368|end
opeptidase Clp
complex;GO:000984
1|mitochondrial
endopeptidase Clp
complex;GO:000574
3|mitochondrial
inner
membrane;GO:0005
759|mitochondrial
matrix;GO:0042645|
mitochondrial
nucleoid;GO:000573
9|mitochondrion;G
O:0005654|nucleopl
asm;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0046872
|metal ion
binding;GO:001650
4|peptidase activator
activity;

K03544

clpX, CLPX; ATP-
dependent Clp
protease ATP-
binding subunit
ClpX

ENSG00000166862 0 2 3 8 11.31124234 35 20 16 26 -2.441548566 0.000115308 0.001157077 down yes CACNG2 protein_coding chr22:36563921-
36703558:-

gi|5174405|ref|NP_0
06069.1| 1566 0

voltage-dependent
calcium channel
gamma-2 subunit
[Homo sapiens]

gi|426394349|ref|X
M_004063413.1| 1690 0

PREDICTED:
Gorilla gorilla
gorilla calcium
channel, voltage-
dependent, gamma
subunit 2
(CACNG2), mRNA

Q9Y698 607 0
Voltage-dependent
calcium channel
gamma-2 subunit

. . . . pfam00822 PMP22_Claudin
PMP-
22/EMP/MP20/Clau
din family.

GO:0061337|cardiac
conduction;GO:005
1899|membrane
depolarization;GO:0
060081|membrane
hyperpolarization;G
O:0007528|neuromu
scular junction
development;GO:20
00311|regulation of
alpha-amino-3-
hydroxy-5-methyl-
4-isoxazole
propionate selective
glutamate receptor
activity;GO:0019226
|transmission of
nerve
impulse;GO:000681
0|transport;

GO:0032281|AMPA
glutamate receptor
complex;GO:003066
6|endocytic vesicle
membrane;GO:0005
886|plasma
membrane;GO:0005
891|voltage-gated
calcium channel
complex;

GO:0005262|calciu
m channel
activity;GO:0016247
|channel regulator
activity;GO:0005245
|voltage-gated
calcium channel
activity;

K04867
CACNG2; voltage-
dependent calcium
channel gamma-2

ENSG00000166889 0 0 0 0 0.586131892 0 1 1 4 -2.434175813 0.252280505 NA down no PATL1 protein_coding chr11:59636716-
59668980:-

gi|30268218|emb|C
AD89916.1| 3220 0 hypothetical protein

[Homo sapiens]
gi|189217918|ref|N
M_152716.2| 4072 0

Homo sapiens
protein associated
with topoisomerase
II homolog 1 (yeast)
(PATL1), mRNA

Q86TB9 68.2 4.00E-33 Protein PAT1
homolog 1 . . . . pfam09770 PAT1

Topoisomerase II-
associated protein
PAT1. Members of
this family are
necessary for
accurate
chromosome
transmission during
cell division.

GO:0033962|cytopla
smic mRNA
processing body
assembly;GO:00002
90|deadenylation-
dependent
decapping of
nuclear-transcribed
mRNA;GO:0043928
|exonucleolytic
nuclear-transcribed
mRNA catabolic
process involved in
deadenylation-
dependent decay;

GO:0000932|cytopla
smic mRNA
processing
body;GO:0005829|c
ytosol;GO:0043231|i
ntracellular
membrane-bounded
organelle;GO:00166
07|nuclear
speck;GO:0016605|
PML body;

GO:0044822|poly(A
) RNA
binding;GO:003404
6|poly(G)
binding;GO:000826
6|poly(U) RNA
binding;GO:000372
3|RNA binding;

K12617

PATL1, PAT1;
DNA topoisomerase
2-associated protein
PAT1



ENSG00000166900 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no STX3 protein_coding chr11:59755059-
59805882:+

gi|830022305|ref|XP
_012615285.1| 1591 0

PREDICTED:
syntaxin-3 isoform
X1 [Microcebus
murinus]

gi|295842490|ref|N
M_004177.4| 3299 0

Homo sapiens
syntaxin 3 (STX3),
transcript variant 1,
mRNA

Q13277 356 8.00E-123 Syntaxin-3 SPCC825.03c 83.2 3.00E-16 COG5074 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006886|intracel
lular protein
transport;GO:00602
91|long-term
synaptic
potentiation;GO:003
1175|neuron
projection
development;GO:00
45785|positive
regulation of cell
adhesion;GO:00082
84|positive
regulation of cell
proliferation;GO:00
50921|positive
regulation of
chemotaxis;GO:200
0010|positive
regulation of
protein localization
to cell
surface;GO:1903078
|positive regulation
of protein
localization to
plasma
membrane;GO:0016
081|synaptic vesicle
docking;GO:003162
9|synaptic vesicle
fusion to
presynaptic
membrane;GO:0048
278|vesicle docking;

GO:0016324|apical
plasma
membrane;GO:0042
582|azurophil
granule;GO:0005911
|cell-cell
junction;GO:003042
5|dendrite;GO:0070
062|extracellular
exosome;GO:00304
26|growth
cone;GO:0016021|in
tegral component of
membrane;GO:0030
027|lamellipodium;
GO:0042470|melano
some;GO:0043005|n
euron
projection;GO:1990
796|photoreceptor
cell terminal
bouton;GO:0005886
|plasma
membrane;GO:0042
734|presynaptic
membrane;GO:0097
470|ribbon
synapse;GO:003120
1|SNARE
complex;GO:004258
1|specific
granule;GO:0008021
|synaptic
vesicle;GO:0005773|
vacuole;GO:004258

GO:0050544|arachid
onic acid
binding;GO:000548
4|SNAP receptor
activity;GO:0000149
|SNARE binding;

K08486 STX1B_2_3;
syntaxin 1B/2/3

ENSG00000166924 0 0 0 0 0.589489008 1 0 1 4 -2.440863767 0.250760365 NA down no NYAP1 protein_coding chr7:100483927-
100494799:+

gi|37537554|ref|NP_
775835.2| 3336 0

neuronal tyrosine-
phosphorylated
phosphoinositide-3-
kinase adapter 1
[Homo sapiens]

gi|427918072|ref|N
M_173564.3| 3581 0

Homo sapiens
neuronal tyrosine-
phosphorylated
phosphoinositide-3-
kinase adaptor 1
(NYAP1), mRNA

Q6ZVC0 205 5.00E-60

Neuronal tyrosine-
phosphorylated
phosphoinositide-3-
kinase adapter 1

. . . . pfam15452 NYAP_C

Neuronal tyrosine-
phosphorylated
phosphoinositide-3-
kinase adapter.
NYAP_C is a C-
terminal family of
eukaryotic proteins
that are substrates
of tyrosine kinase in
the brain. When
first identified, the
family members
were referred to as
unconventional
myosin XVI, or Myr
8. However,
proteins have now
been identified as
being integrally
involved in
neuronal function
and morphogenesis.
The family is
involved in both the
activation of
phosphoinositide 3-
kinase (PI3K) and
the recruitment of
the downstream
effector WAVE
complex to the close
vicinity of PI3K; it
also appears to
regulate the brain
size and neurite

GO:0048812|neuron
projection
morphogenesis;GO:
0014065|phosphatid
ylinositol 3-kinase
signaling;

GO:0005622|intracel
lular; . . .

ENSG00000166963 0 0 0 0 0.694468359 4 0 0 3 -2.674324904 0.267796605 NA down no MAP1A protein_coding chr15:43510958-
43531620:+

gi|397467878|ref|XP
_003805627.1| 12507 0

PREDICTED:
microtubule-
associated protein
1A isoform X1 [Pan
paniscus]

gi|95147554|ref|NM
_002373.5| 10258 0

Homo sapiens
microtubule-
associated protein
1A (MAP1A),
mRNA

P78559 4411 0
Microtubule-
associated protein
1A

. . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

GO:0000226|microt
ubule cytoskeleton
organization;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;GO:000587
5|microtubule
associated complex;

GO:0005198|structu
ral molecule
activity;

K10429 MAP1; microtubule-
associated protein 1

ENSG00000166974 0 0 1 0 0.273276022 0 0 0 1 0.569016299 0.853781729 NA up no MAPRE2 protein_coding chr18:34976928-
35143470:+

gi|545224878|ref|XP
_001915975.2| 1444 0

PREDICTED: LOW
QUALITY
PROTEIN:
microtubule-
associated protein
RP/EB family
member 2 [Equus
caballus]

gi|374081838|ref|N
M_001143827.2| 4323 0

Homo sapiens
microtubule-
associated protein,
RP/EB family,
member 2
(MAPRE2),
transcript variant 3,
mRNA

Q15555 104 1.00E-25

Microtubule-
associated protein
RP/EB family
member 2

YER016w 114 3.00E-28 COG5217 pfam03271 EB1

EB1-like C-terminal
motif. This motif is
found at the C-
terminus of proteins
that are related to
the EB1 protein.
The EB1 proteins
contain an N-
terminal CH domain
pfam00307. The
human EB1 protein
was originally
discovered as a
protein interacting
with the C-terminus
of the APC protein.
This interaction is
often disrupted in
colon cancer, due to
deletions affecting
the APC C-
terminus. Several
EB1 orthologues are
also included in this
family. The
interaction between
EB1 and APC has
been shown to have
a potent synergistic
effect on
microtubule
polymerization.
Neither of EB1 or
APC alone has this
effect It is thought

GO:0051301|cell
division;GO:000706
7|mitotic nuclear
division;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

. K10436

MAPRE;
microtubule-
associated protein,
RP/EB family

ENSG00000166987 1 0 2 5 3.689305976 11 6 4 5 -1.214431809 0.160762264 0.270167754 down no MBD6 protein_coding chr12:57520710-
57530148:+

gi|41351092|gb|AAH
65530.1| 1210 9.00E-142

Methyl-CpG
binding domain
protein 6 [Homo
sapiens]

gi|530399698|ref|X
M_005268617.1| 4195 0

PREDICTED:
Homo sapiens
methyl-CpG
binding domain
protein 6 (MBD6),
transcript variant
X1, mRNA

Q96DN6 120 1.00E-29
Methyl-CpG-
binding domain
protein 6

. . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

.

GO:0010369|chrom
ocenter;GO:0005730
|nucleolus;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0003682|chrom
atin binding; . .

ENSG00000167004 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no PDIA3 protein_coding chr15:43746392-
43773279:+

gi|119597641|gb|EA
W77235.1| 2562 0

protein disulfide
isomerase family A,
member 3, isoform
CRA_b [Homo
sapiens]

gi|426378887|ref|X
M_004056092.1| 3061 0

PREDICTED:
Gorilla gorilla
gorilla protein
disulfide isomerase
family A, member 3
(PDIA3), mRNA

Q4VIT4 101 6.00E-23 Protein disulfide-
isomerase A3 SPAC1F5.02 267 3.00E-77 COG0526 pfam00085 Thioredoxin

Thioredoxin.
Thioredoxins are
small enzymes that
participate in redox
reactions, via the
reversible oxidation
of an active centre
disulfide bond.
Some members
with only the active
site are not
separated from the
noise.

GO:0045454|cell
redox homeostasis;

GO:0005783|endopl
asmic
reticulum;GO:00057
88|endoplasmic
reticulum
lumen;GO:0042470|
melanosome;

GO:0003756|protein
disulfide isomerase
activity;

K08056

PDIA3, GRP58;
protein disulfide
isomerase family A,
member 3
[EC:5.3.4.1]

ENSG00000167081 29 58 21 180 197.5069755 554 452 255 358 -2.144625116 1.33E-05 0.000238349 down yes PBX3 protein_coding chr9:125747345-
125967377:+

gi|578817527|ref|XP
_006717193.1| 2138 0

PREDICTED: pre-
B-cell leukemia
transcription factor
3 isoform X1
[Homo sapiens]

gi|578817526|ref|X
M_006717130.1| 2902 0

PREDICTED:
Homo sapiens pre-
B-cell leukemia
homeobox 3
(PBX3), transcript
variant X1, mRNA

O35317 603 0
Pre-B-cell leukemia
transcription factor
3

. . . . pfam03792 PBC

PBC domain. The
PBC domain is a
member of the
TALE (three-amino-
acid loop extension)
superclass of
homeodomain
proteins.

GO:0008344|adult
locomotory
behavior;GO:00073
87|anterior
compartment
pattern
formation;GO:0021
516|dorsal spinal
cord
development;GO:00
48666|neuron
development;GO:00
07388|posterior
compartment
specification;GO:00
02087|regulation of
respiratory gaseous
exchange by
neurological system
process;GO:000758
5|respiratory
gaseous exchange;

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0000980|RNA
polymerase II distal
enhancer sequence-
specific DNA
binding;GO:000120
5|transcriptional
activator activity,
RNA polymerase II
distal enhancer
sequence-specific
binding;

K09355

PBX1; pre-B-cell
leukemia
transcription factor
1



ENSG00000167088 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no SNRPD1 protein_coding chr18:21612267-
21633524:+

gi|685603382|ref|XP
_009190766.1| 476 7.00E-62

PREDICTED: small
nuclear
ribonucleoprotein
Sm D1 isoform X1
[Papio anubis]

gi|22597615|gb|AC0
91038.9| 4464 0

Homo sapiens
chromosome 18,
clone RP11-
1015N5, complete
sequence

P62315 48.5 4.00E-07
Small nuclear
ribonucleoprotein
Sm D1

SPAC27D7.07c 151 1.00E-40 COG1958 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0098779|mitoph
agy in response to
mitochondrial
depolarization;GO:0
002230|positive
regulation of
defense response to
virus by
host;GO:0000245|sp
liceosomal complex
assembly;GO:00003
87|spliceosomal
snRNP
assembly;GO:00987
92|xenophagy;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
00243|commitment
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
34709|methylosome;
GO:0005634|nucleu
s;GO:0034715|pICln
-Sm protein
complex;GO:007101
1|precatalytic
spliceosome;GO:00
71010|prespliceoso
me;GO:0034719|SM
N-Sm protein
complex;GO:009752
6|spliceosomal tri-
snRNP
complex;GO:000568
5|U1
snRNP;GO:0005689
|U12-type
spliceosomal
complex;GO:000568
6|U2
snRNP;GO:0005687
|U4
snRNP;GO:0005682
|U5 snRNP;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA
binding;GO:199044
6|U1 snRNP
binding;

K11087

SNRPD1, SMD1;
small nuclear
ribonucleoprotein
D1

ENSG00000167118 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no URM1 protein_coding chr9:128371319-
128392016:+

gi|209693464|ref|NP
_001129419.1| 614 5.00E-71

ubiquitin-related
modifier 1 isoform
b [Homo sapiens]

gi|387942391|ref|N
M_001265582.1| 3045 0

Homo sapiens
ubiquitin related
modifier 1 (URM1),
transcript variant 3,
mRNA

Q9BTM9 78.6 4.00E-17 Ubiquitin-related
modifier 1 YIL008w 68.9 1.00E-12 COG5131 pfam09138 Urm1

Urm1 (Ubiquitin
related modifier).
Urm1 is a ubiquitin
related protein that
modifies proteins in
the yeast ubiquitin-
like pathway
urmylation.
Structural
comparisons and
phylogenetic
analysis of the
ubiquitin
superfamily has
indicated that Urm1
has the most
conserved structural
and sequence
features of the
common ancestor
of the entire
superfamily.

GO:0032447|protein
urmylation;GO:0006
400|tRNA
modification;GO:00
34227|tRNA thio-
modification;GO:00
02098|tRNA wobble
uridine
modification;

GO:0005829|cytosol
;GO:0070062|extrac
ellular exosome;

. K12161 URM1; ubiquitin
related modifier 1

ENSG00000167182 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SP2 protein_coding chr17:47896150-
47928957:+

gi|125625357|ref|NP
_003101.3| 2593 0 transcription factor

Sp2 [Homo sapiens]
gi|125625356|ref|N
M_003110.5| 3112 0

Homo sapiens Sp2
transcription factor
(SP2), mRNA

Q02086 155 6.00E-43 Transcription factor
Sp2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006955|immun
e
response;GO:00352
64|multicellular
organism
growth;GO:0006357
|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004282
6|histone
deacetylase
binding;GO:004687
2|metal ion
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA binding;

K09192 SP2; transcription
factor Sp2

ENSG00000167193 4 22 10 61 50.89155144 116 122 61 93 -1.67321666 0.001718938 0.010219437 down yes CRK protein_coding chr17:1420689-
1463162:-

gi|194217410|ref|XP
_001918382.1|

1471 0

PREDICTED: LOW
QUALITY
PROTEIN: adapter
molecule crk
[Equus caballus]

gi|544496119|ref|X
M_005582428.1| 3261 0

PREDICTED:
Macaca fascicularis
uncharacterized
LOC101865065
(LOC101865065),
transcript variant
X1, mRNA

P46108 569 0 Adapter molecule
crk . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000186|activati
on of MAPKK
activity;GO:0048013
|ephrin receptor
signaling
pathway;GO:003809
6|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:19
00026|positive
regulation of
substrate adhesion-
dependent cell
spreading;GO:00329
56|regulation of
actin cytoskeleton
organization;GO:00
43087|regulation of
GTPase
activity;GO:0035020
|regulation of Rac
protein signal
transduction;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00480
10|vascular
endothelial growth
factor receptor
signaling pathway;

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0005829|cytosol;
GO:0070062|extrace
llular
exosome;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0046875|ephrin
receptor
binding;GO:004216
9|SH2 domain
binding;

K04438 CRK, CRKII; proto-
oncogene C-crk

ENSG00000167196 2 2 2 8 3.450289918 2 4 4 6 0.280183959 0.719380501 0.80156903 up no FBXO22 protein_coding chr15:75903859-
75942510:+

gi|22547149|ref|NP_
671717.1| 2119 0

F-box only protein
22 isoform a [Homo
sapiens]

gi|18875285|gb|AC0
27104.6| 9826 0

Homo sapiens
chromosome 15,
clone RP11-326L17,
complete sequence

Q5RE08 230 4.00E-68 F-box only protein
22 sll0524 52.8 2.00E-06 COG4398 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006464|cellular
protein modification
process;GO:000926
7|cellular response
to
starvation;GO:00069
13|nucleocytoplasmi
c
transport;GO:00324
36|positive
regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:200006
0|positive regulation
of protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:000020
9|protein
polyubiquitination;
GO:0048742|regulati
on of skeletal
muscle fiber
development;GO:00
06511|ubiquitin-
dependent protein
catabolic process;

GO:0005634|nucleu
s;GO:0030018|Z
disc;

GO:0004842|ubiquit
in-protein
transferase activity;

K10302 FBXO22; F-box
protein 22

ENSG00000167257 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no RNF214 protein_coding chr11:117232625-
117286445:+

gi|635018111|ref|XP
_008019190.1| 2975 0

PREDICTED: RING
finger protein 214
isoform X1
[Chlorocebus
sabaeus]

gi|503775211|ref|N
M_207343.3| 2755 0

Homo sapiens ring
finger protein 214
(RNF214),
transcript variant 2,
mRNA

Q8BFU3 77.4 4.00E-13 RING finger protein
214 . . . . pfam13639 zf-RING_2 Ring finger domain. . . GO:0008270|zinc

ion binding; . .

ENSG00000167258 1 1 0 2 1.243896292 4 1 1 1 -0.32899452 0.795821733 0.861313297 down no CDK12 protein_coding chr17:39461511-
39564907:+

gi|426348469|ref|XP
_004041858.1| 4689 0

PREDICTED:
cyclin-dependent
kinase 12 isoform 1
[Gorilla gorilla
gorilla]

gi|426348470|ref|X
M_004041811.1| 7772 0

PREDICTED:
Gorilla gorilla
gorilla cyclin-
dependent kinase
12, transcript
variant 2 (CDK12),
mRNA

Q8N976 81.6 2.00E-16
Putative
uncharacterized
protein FLJ38264

. . . . pfam00069 Pkinase Protein kinase
domain. . . GO:0008270|zinc

ion binding; K08819

CDK12_13; cyclin-
dependent kinase
12/13 [EC:2.7.11.22
2.7.11.23]

ENSG00000167281 0 1 2 5 10.57982969 33 17 17 29 -3.103815605 9.03E-06 0.000175916 down yes RBFOX3 protein_coding chr17:79089345-
79516148:-

gi|635093265|ref|XP
_008011324.1| 1456 0

PREDICTED: RNA
binding protein fox-
1 homolog 3
isoform X2
[Chlorocebus
sabaeus]

gi|34535351|dbj|AK
128131.1| 3062 0

Homo sapiens
cDNA FLJ46252 fis,
clone
TESTI4021821

A6NFN3 149 7.00E-42
RNA binding
protein fox-1
homolog 3

TP0356 52.4 6.00E-07 COG0724 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006491|N-
glycan
processing;GO:0006
517|protein
deglycosylation;

GO:0005829|cytosol
;GO:0005764|lysoso
me;

GO:0033925|manno
syl-glycoprotein
endo-beta-N-
acetylglucosaminida
se activity;

K14946
RBFOX, FOX;
RNA binding
protein fox-1

ENSG00000167315 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ACAA2 protein_coding chr18:49782167-
49813960:-

gi|167614485|ref|NP
_006102.2| 1927 0

3-ketoacyl-CoA
thiolase,
mitochondrial
[Homo sapiens]

gi|426385945|ref|X
M_004059409.1| 2219 0

PREDICTED:
Gorilla gorilla
gorilla acetyl-CoA
acyltransferase 2
(ACAA2), mRNA

P42765 249 1.00E-79
3-ketoacyl-CoA
thiolase,
mitochondrial

BH1997 360 2.00E-112 COG0183 pfam00108 Thiolase_N

Thiolase, N-
terminal domain.
Thiolase is reported
to be structurally
related to beta-
ketoacyl synthase
(pfam00109), and
also chalcone
synthase.

GO:0006631|fatty
acid metabolic
process;GO:190102
9|negative
regulation of
mitochondrial outer
membrane
permeabilization
involved in
apoptotic signaling
pathway;

GO:0005739|mitoch
ondrion;

GO:0003988|acetyl-
CoA C-
acyltransferase
activity;

K07508
ACAA2; acetyl-CoA
acyltransferase 2
[EC:2.3.1.16]

ENSG00000167323 0 1 0 3 1.533834433 4 3 0 4 -1.078288236 0.419810799 0.548788816 down no STIM1 protein_coding chr11:3854527-
4093210:+

gi|485836756|ref|NP
_001264890.1| 3382 0

stromal interaction
molecule 1 isoform
1 precursor [Homo
sapiens]

gi|485836755|ref|N
M_001277961.1| 4356 0

Homo sapiens
stromal interaction
molecule 1
(STIM1), transcript
variant 1, mRNA

Q13586 231 2.00E-70 Stromal interaction
molecule 1 . . . . pfam04111 APG6

Autophagy protein
Apg6. In yeast, 15
Apg proteins
coordinate the
formation of
autophagosomes.
Autophagy is a bulk
degradation process
induced by
starvation in
eukaryotic cells.
Apg6/Vps30p has
two distinct
functions in the
autophagic process,
either associated
with the membrane
or in a retrieval step
of the
carboxypeptidase Y
sorting pathway.

GO:0032237|activati
on of store-operated
calcium channel
activity;GO:0006874
|cellular calcium ion
homeostasis;GO:000
5513|detection of
calcium
ion;GO:0070166|ena
mel
mineralization;GO:0
051924|regulation of
calcium ion
transport;GO:00021
15|store-operated
calcium entry;

GO:0005783|endopl
asmic
reticulum;GO:00301
76|integral
component of
endoplasmic
reticulum
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
874|microtubule;GO
:0005886|plasma
membrane;GO:0033
017|sarcoplasmic
reticulum
membrane;

GO:0005246|calciu
m channel regulator
activity;GO:0005509
|calcium ion
binding;GO:005101
0|microtubule plus-
end binding;

K16059
STIM1; stromal
interaction molecule
1



ENSG00000167461 1 4 0 5 2.752356462 6 0 5 4 -0.192752096 0.853565208 0.905739121 down no RAB8A protein_coding chr19:16111629-
16134234:+

gi|830015386|ref|XP
_012613861.1| 1216 2.00E-156

PREDICTED: ras-
related protein Rab-
8A [Microcebus
murinus]

gi|10437627|dbj|AK
025165.1| 2791 0

Homo sapiens
cDNA: FLJ21512
fis, clone
COL05769

P35280 75.5 3.00E-14 Ras-related protein
Rab-8A . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0007409|axonog
enesis;GO:0032869|
cellular response to
insulin
stimulus;GO:004238
4|cilium
assembly;GO:00726
59|protein
localization to
plasma
membrane;GO:0015
031|protein
transport;GO:00072
64|small GTPase
mediated signal
transduction;

GO:0005814|centrio
le;GO:0005929|ciliu
m;GO:0005794|Golg
i
apparatus;GO:00453
35|phagocytic
vesicle;GO:0030670|
phagocytic vesicle
membrane;GO:0005
886|plasma
membrane;GO:0055
038|recycling
endosome
membrane;

GO:0019003|GDP
binding;GO:000552
5|GTP
binding;GO:001713
7|Rab GTPase
binding;

K07901
RAB8A, MEL; Ras-
related protein Rab-
8A

ENSG00000167491 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no GATAD2A protein_coding chr19:19385826-
19508931:+

gi|530414951|ref|XP
_005260013.1| 2811 0

PREDICTED:
transcriptional
repressor p66-alpha
isoform X3 [Homo
sapiens]

gi|164519145|ref|N
M_017660.3| 5671 0

Homo sapiens
GATA zinc finger
domain containing
2A (GATAD2A),
transcript variant 2,
mRNA

Q86YP4 258 4.00E-81 Transcriptional
repressor p66-alpha . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016567|protein
ubiquitination;

GO:0031463|Cul3-
RING ubiquitin
ligase complex;

. . .

ENSG00000167522 1 2 1 2 1.146937438 1 1 1 0 1.5060546 0.251633315 0.375977186 up no ANKRD11 protein_coding chr16:89267627-
89490561:-

gi|56676397|ref|NP_
037407.4| 10121 0

ankyrin repeat
domain-containing
protein 11 [Homo
sapiens]

gi|371874333|ref|N
M_013275.5| 9301 0

Homo sapiens
ankyrin repeat
domain 11
(ANKRD11),
transcript variant 2,
mRNA

Q6UB99 208 2.00E-60
Ankyrin repeat
domain-containing
protein 11

. . . . pfam03157 Glutenin_hmw

High molecular
weight glutenin
subunit. Members
of this family
include high
molecular weight
subunits of
glutenin. This group
of gluten proteins is
thought to be
largely responsible
for the elastic
properties of gluten,
and hence, doughs.
Indeed, glutenin
high molecular
weight subunits are
classified as
elastomeric
proteins, because
the glutenin
network can
withstand
significant
deformations
without breaking,
and return to the
original
conformation when
the stress is
removed.
Elastomeric proteins
differ considerably
in amino acid
sequence but they

GO:0060348|bone
development;GO:00
60325|face
morphogenesis;GO:
0001701|in utero
embryonic
development;GO:00
35264|multicellular
organism
growth;GO:0042475
|odontogenesis of
dentin-containing
tooth;GO:0048705|s
keletal system
morphogenesis;GO:
0001894|tissue
homeostasis;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

. . .

ENSG00000167535 0 0 0 0 0.482851685 0 1 0 4 -2.155148149 0.422300492 NA down no CACNB3 protein_coding chr12:48813794-
48828941:+

gi|395744188|ref|XP
_002823211.2| 2478 0

PREDICTED:
voltage-dependent
L-type calcium
channel subunit
beta-3 isoform X1
[Pongo abelii]

gi|34528356|dbj|AK
122911.1| 4023 0

Homo sapiens
cDNA FLJ16588 fis,
clone
TESTI4001036,
highly  similar to
Dihydropyridine-
sensitive L-type,
calcium channel
beta-3 subunit

P54284 281 2.00E-81

Voltage-dependent
L-type calcium
channel subunit
beta-3

. . . . pfam00625 Guanylate_kin Guanylate kinase.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K04864
CACNB3; voltage-
dependent calcium
channel beta-3

ENSG00000167548 9 7 1 14 7.56607458 10 7 9 6 0.450413718 0.465359763 0.590112892 up no KMT2D protein_coding chr12:49018975-
49059774:-

gi|119578440|gb|EA
W58036.1| 10457 0

myeloid/lymphoid
or mixed-lineage
leukemia 2, isoform
CRA_c [Homo
sapiens]

gi|148762968|ref|N
M_003482.3| 19419 0

Homo sapiens
lysine (K)-specific
methyltransferase
2D (KMT2D),
mRNA

O14686 212 9.00E-53
Histone-lysine N-
methyltransferase
2D

SPCC306.04c 135 2.00E-30 COG2940 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0005
886|plasma
membrane;

. K09187

MLL2, ALR;
histone-lysine N-
methyltransferase
MLL2 [EC:2.1.1.43]

ENSG00000167549 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no CORO6 protein_coding chr17:29614756-
29622907:-

gi|767996235|ref|XP
_005258105.2| 2862 0

PREDICTED:
coronin-6 isoform
X2 [Homo sapiens]

gi|24081072|gb|BC0
28205.1| 3950 0

Homo sapiens
cDNA clone
IMAGE:5200275,
with apparent
retained intron

Q6QEF8 414 2.00E-141 Coronin-6 . . . . pfam08954 DUF1900

Domain of
unknown function
(DUF1900). This
domain is
predominantly
found in the
structural protein
coronin, and is
duplicated in some
sequences. It has no
known function.

GO:0030036|actin
cytoskeleton
organization;

GO:0015629|actin
cytoskeleton;

GO:0051015|actin
filament binding; K13886 CORO1B_1C_6;

coronin-1B/1C/6

ENSG00000167552 3453 4201 4780 3631 3404.649674 2131 2434 2658 2284 1.370755352 6.86E-07 2.65E-05 up yes TUBA1A protein_coding chr12:49184796-
49189324:-

gi|545824991|ref|XP
_005655604.1| 2287 0

PREDICTED:
tubulin alpha-1A
chain isoform X1
[Sus scrofa]

gi|393715088|ref|N
M_006009.3| 1915 0

Homo sapiens
tubulin, alpha 1a
(TUBA1A),
transcript variant 1,
mRNA

P08537 106 3.00E-25 Tubulin alpha chain SPBC800.05c 709 0 COG5023 pfam03953 Tubulin_C

Tubulin C-terminal
domain. This family
includes the tubulin
alpha, beta and
gamma chains.
Members of this
family are involved
in polymer
formation. Tubulins
are GTPases. FtsZ
can polymerize into
tubes, sheets, and
rings in vitro and is
ubiquitous in
eubacteria and
archaea. Tubulin is
the major
component of
microtubules. (The
FtsZ GTPases have
been split into their
won family).

GO:0007017|microt
ubule-based
process;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0005200
|structural
constituent of
cytoskeleton;

K07374 TUBA; tubulin
alpha

ENSG00000167553 14 22 37 31 41.6488238 49 85 67 62 -0.773988462 0.036001589 0.090304821 down no TUBA1C protein_coding chr12:49188736-
49274603:+

gi|733605926|ref|NP
_001290043.1| 2652 0

tubulin alpha-1C
chain isoform a
[Homo sapiens]

gi|23346642|gb|AC1
25611.4| 2352 0

Homo sapiens 12
BAC RP11-161H23
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

P02552 307 2.00E-99 Tubulin alpha-1
chain (Fragment) SPBC800.05c 709 0 COG5023 pfam03953 Tubulin_C

Tubulin C-terminal
domain. This family
includes the tubulin
alpha, beta and
gamma chains.
Members of this
family are involved
in polymer
formation. Tubulins
are GTPases. FtsZ
can polymerize into
tubes, sheets, and
rings in vitro and is
ubiquitous in
eubacteria and
archaea. Tubulin is
the major
component of
microtubules. (The
FtsZ GTPases have
been split into their
won family).

GO:0007017|microt
ubule-based
process;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0005200
|structural
constituent of
cytoskeleton;

K07374 TUBA; tubulin
alpha

ENSG00000167554 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ZNF610 protein_coding chr19:52336245-
52367778:+

gi|239787098|ref|NP
_001154897.1| 2487 0

zinc finger protein
610 isoform a
[Homo sapiens]

gi|34193003|gb|BC0
39903.2| 2688 0

Homo sapiens zinc
finger protein 610,
mRNA (cDNA
clone MGC:47801
IMAGE:6049284),
complete cds

Q8N9Z0 962 0 Zinc finger protein
610 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000167565 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SERTAD3 protein_coding chr19:40440844-
40444705:-

gi|635039069|ref|XP
_007995031.1| 809 1.00E-100

PREDICTED:
SERTA domain-
containing protein 3
isoform X1
[Chlorocebus
sabaeus]

gi|193083231|ref|N
M_013368.3| 1515 0

Homo sapiens
SERTA domain
containing 3
(SERTAD3),
transcript variant 1,
mRNA

Q9UJW9 214 1.00E-67 SERTA domain-
containing protein 3 . . . . pfam06031 SERTA

SERTA motif. This
family consists of a
novel motif
designated as
SERTA (for SEI-1,
RBT1, and TARA),
corresponding to
the largest
conserved region
among TRIP-Br
proteins. The
function of this
motif is uncertain,
but the CDK4-
interacting segment
of p34SEI-1 (amino
acid residues 44-
161) includes most
of the SERTA
motif.

GO:0030308|negativ
e regulation of cell
growth;GO:0045893
|positive regulation
of transcription,
DNA-
templated;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005730|nucleol
us;GO:0005634|nucl
eus;

. . .



ENSG00000167601 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AXL protein_coding chr19:41219203-
41261766:+

gi|21536466|ref|NP_
068713.2| 4410 0

tyrosine-protein
kinase receptor
UFO isoform 1
precursor [Homo
sapiens]

gi|520260356|ref|N
M_021913.4| 4737 0

Homo sapiens AXL
receptor tyrosine
kinase (AXL),
transcript variant 1,
mRNA

P30530 301 3.00E-95
Tyrosine-protein
kinase receptor
UFO

YAR019c 92.8 6.00E-18 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine
kinase.

GO:0031100|organ
regeneration;GO:00
43277|apoptotic cell
clearance;GO:00019
74|blood vessel
remodeling;GO:004
8469|cell
maturation;GO:0031
668|cellular
response to
extracellular
stimulus;GO:007030
1|cellular response
to hydrogen
peroxide;GO:00354
57|cellular response
to interferon-
alpha;GO:0071222|c
ellular response to
lipopolysaccharide;
GO:0097028|dendrit
ic cell
differentiation;GO:0
034101|erythrocyte
homeostasis;GO:002
1885|forebrain cell
migration;GO:00069
54|inflammatory
response;GO:00450
87|innate immune
response;GO:00017
79|natural killer cell
differentiation;GO:2
000669|negative
regulation of

GO:0009986|cell
surface;GO:0070062
|extracellular
exosome;GO:00056
15|extracellular
space;GO:0044228|h
ost cell
surface;GO:0005887
|integral component
of plasma
membrane;GO:0005
622|intracellular;GO
:0005886|plasma
membrane;

GO:0005524|ATP
binding;GO:000178
6|phosphatidylserin
e
binding;GO:000471
3|protein tyrosine
kinase
activity;GO:0004714
|transmembrane
receptor protein
tyrosine kinase
activity;GO:0001618
|virus receptor
activity;

K05115
AXL, UFO; AXL
receptor tyrosine
kinase [EC:2.7.10.1]

ENSG00000167615 0 1 0 6 1.674026725 4 1 2 2 -0.053686385 0.965152182 0.977174259 down no LENG8 protein_coding chr19:54448887-
54462037:+

gi|24308382|ref|NP_
443157.1| 3306 0

leukocyte receptor
cluster member 8
[Homo sapiens]

gi|21739383|emb|AL
833879.1| 4667 0

Homo sapiens
mRNA; cDNA
DKFZp434H1015
(from clone
DKFZp434H1015)

Q8CBY3 359 3.00E-115
Leukocyte receptor
cluster member 8
homolog

. . . . pfam03399 SAC3_GANP

SAC3/GANP/Nin1/
mts3/eIF-3 p25
family. This large
family includes
diverse proteins
involved in large
complexes. The
alignment contains
one highly
conserved
negatively charged
residue and one
highly conserved
positively charged
residue that are
probably important
for the function of
these proteins. The
family includes the
yeast nuclear export
factor Sac3, and
mammalian
GANP/MCM3-
associated proteins,
which facilitate the
nuclear localisation
of MCM3, a protein
that associates with
chromatin in the G1
phase of the cell-
cycle. The 26S
protease (or 26S
proteasome) is
responsible for
degrading ubiquitin

GO:0031589|cell-
substrate
adhesion;GO:00468
47|filopodium
assembly;GO:00070
67|mitotic nuclear
division;GO:001633
7|single organismal
cell-cell adhesion;

GO:0034707|chlorid
e channel
complex;GO:003152
7|filopodium
membrane;GO:0032
433|filopodium
tip;GO:0030868|smo
oth endoplasmic
reticulum
membrane;

GO:0005509|calciu
m ion
binding;GO:007232
0|volume-sensitive
chloride channel
activity;

. .

ENSG00000167770 0 0 1 0 0.374756563 1 0 0 1 -0.147790929 0.951137936 NA down no OTUB1 protein_coding chr11:63985853-
64001811:+

gi|544484929|ref|XP
_005577534.1| 1658 0

PREDICTED:
ubiquitin
thioesterase OTUB1
isoform X2 [Macaca
fascicularis]

gi|109148511|ref|NR
_003089.1| 2493 0

Homo sapiens OTU
deubiquitinase,
ubiquitin aldehyde
binding 1 (OTUB1),
transcript variant 2,
non-coding RNA

B2RYG6 451 4.00E-156 Ubiquitin
thioesterase OTUB1 ECU05g0570 57.8 2.00E-08 COG5539 pfam10275 Peptidase_C65

Peptidase C65
Otubain. This
family of proteins
conserved from
plants to humans is
a highly specific
ubiquitin iso-
peptidase that
removes ubiquitin
from proteins. The
modification of
cellular proteins by
ubiquitin (Ub) is an
important event that
underlies protein
stability and
function in
eukaryote being a
dynamic and
reversible process.
Otubain carries
several key
conserved domains:
(i) the OTU
(ovarian tumor
domain) in which
there is an active
cysteine protease
triad (ii) a nuclear
localisation signal,
(iii) a Ub interaction
motif (UIM)-like
motif phi-xx-A-
xxxs-xx-Ac (where
phi indicates an

GO:0030154|cell
differentiation;GO:0
071277|cellular
response to calcium
ion;GO:0046514|cer
amide catabolic
process;GO:000854
4|epidermis
development;GO:00
30216|keratinocyte
differentiation;GO:0
019216|regulation of
lipid metabolic
process;GO:001044
6|response to
alkaline
pH;GO:0030148|sph
ingolipid
biosynthetic
process;GO:000666
5|sphingolipid
metabolic
process;GO:004651
2|sphingosine
biosynthetic
process;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0017040|cerami
dase
activity;GO:0071633
|dihydroceramidase
activity;

K09602

OTUB1; ubiquitin
thioesterase protein
OTUB1
[EC:3.4.19.12]

ENSG00000167778 4 6 5 14 12.7060292 22 20 20 26 -1.107777301 0.013582818 0.044682909 down yes SPRYD3 protein_coding chr12:53064316-
53079420:-

gi|635065538|ref|XP
_008001558.1| 2261 0

PREDICTED:
SPRY domain-
containing protein 3
[Chlorocebus
sabaeus]

gi|296434300|ref|N
M_032840.2| 2932 0

Homo sapiens
SPRY domain
containing 3
(SPRYD3), mRNA

Q5RBR6 233 1.00E-70 SPRY domain-
containing protein 3 . . . . pfam00622 SPRY

SPRY domain.
SPRY Domain is
named from SPla
and the RYanodine
Receptor. Domain
of unknown
function. Distant
homologues are
domains in
butyrophilin/maren
ostrin/pyrin
homologues.

GO:0009235|cobala
min metabolic
process;GO:000155
8|regulation of cell
growth;GO:0030656
|regulation of
vitamin metabolic
process;

GO:0005783|endopl
asmic
reticulum;GO:00100
08|endosome
membrane;GO:0070
062|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0031419|cobala
min
binding;GO:001523
5|cobalamin
transporter activity;

. .

ENSG00000167861 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no HID1 protein_coding chr17:74950743-
74973166:-

gi|29825823|ref|NP_
085133.1| 4098 0 protein HID1

[Homo sapiens]
gi|188528669|ref|N
M_030630.2| 3271 0

Homo sapiens HID1
domain containing
(HID1), mRNA

Q8IV36 239 9.00E-66 Protein HID1 . . . . pfam12722 Hid1

High-temperature-
induced dauer-
formation protein.
Hid1 (high-
temperature-
induced dauer-
formation protein 1)
represents proteins
of approximately
800 residues long
and is conserved
from fungi to
humans. It contains
up to seven
potential
transmembrane
domains separated
by regions of low
complexity.
Functionally it
might be involved
in vesicle secretion
or be an inter-
cellular signalling
protein or be a
novel insulin
receptor.

GO:0006886|intracel
lular protein
transport;GO:00310
01|response to
brefeldin A;

GO:0005737|cytopla
sm;GO:0005881|cyt
oplasmic
microtubule;GO:007
0062|extracellular
exosome;GO:00904
98|extrinsic
component of Golgi
membrane;GO:0005
794|Golgi
apparatus;GO:00057
97|Golgi medial
cisterna;GO:000013
8|Golgi trans
cisterna;

. . .

ENSG00000167977 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no KCTD5 protein_coding chr16:2682475-
2709030:+

gi|694962000|ref|XP
_009428390.1| 1119 2.00E-144

PREDICTED:
BTB/POZ domain-
containing protein
KCTD5 [Pan
troglodytes]

gi|214831684|ref|N
M_018992.3| 2463 0

Homo sapiens
potassium channel
tetramerization
domain containing 5
(KCTD5), mRNA

A5PKG7 71.6 1.00E-13
BTB/POZ domain-
containing protein
KCTD5

. . . . pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:005126
0|protein
homooligomerizatio
n;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;

GO:0097602|cullin
family protein
binding;GO:003240
3|protein complex
binding;

. .

ENSG00000167978 5 11 2 29 26.38190192 85 47 24 50 -1.756962491 0.003034799 0.015009719 down yes SRRM2 protein_coding chr16:2752329-
2772538:+

gi|71891780|dbj|BA
A20782.3| 2912 0 KIAA0324 protein

[Homo sapiens]
gi|118572612|ref|N
M_016333.3| 9353 0

Homo sapiens
serine/arginine
repetitive matrix 2
(SRRM2), mRNA

Q9UQ35 119 3.00E-27
Serine/arginine
repetitive matrix
protein 2

. . . . pfam01500 Keratin_B2

Keratin, high sulfur
B2 protein. High
sulfur proteins are
cysteine-rich
proteins synthesized
during the
differentiation of
hair matrix cells,
and form hair fibres
in association with
hair keratin
intermediate
filaments. This
family has been
divided up into four
regions, with the
second region
containing 8 copies
of a short repeat.
This family is also
known as B2 or
KAP1.

GO:0000398|mRNA
splicing, via
spliceosome;

GO:0015030|Cajal
body;GO:0071013|c
atalytic step 2
spliceosome;GO:00
16607|nuclear
speck;GO:0005654|
nucleoplasm;

GO:0070742|C2H2
zinc finger domain
binding;GO:004482
2|poly(A) RNA
binding;GO:004748
5|protein N-
terminus binding;

K13172

SRRM2, SRM300;
serine/arginine
repetitive matrix
protein 2



ENSG00000168036 34 28 18 26 19.59103953 8 7 10 8 2.281732509 6.58E-07 2.60E-05 up yes CTNNB1 protein_coding chr3:41194837-
41260096:+

gi|4503131|ref|NP_0
01895.1| 4112 0 catenin beta-1

[Homo sapiens]
gi|148228165|ref|N
M_001904.3| 3720 0

Homo sapiens
catenin (cadherin-
associated protein),
beta 1, 88kDa
(CTNNB1),
transcript variant 1,
mRNA

P35222 1574 0 Catenin beta-1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0034333|adhere
ns junction
assembly;GO:00343
32|adherens
junction
organization;GO:00
48513|organ
development;GO:00
09948|anterior/poste
rior axis
specification;GO:00
45453|bone
resorption;GO:0001
658|branching
involved in ureteric
bud
morphogenesis;GO:
0060070|canonical
Wnt signaling
pathway;GO:004433
6|canonical Wnt
signaling pathway
involved in negative
regulation of
apoptotic
process;GO:006132
4|canonical Wnt
signaling pathway
involved in positive
regulation of
cardiac outflow
tract cell
proliferation;GO:00
44334|canonical
Wnt signaling

GO:0005912|adhere
ns
junction;GO:004329
6|apical junction
complex;GO:004517
7|apical part of
cell;GO:0016323|bas
olateral plasma
membrane;GO:0030
877|beta-catenin
destruction
complex;GO:007036
9|beta-catenin-
TCF7L2
complex;GO:000592
3|bicellular tight
junction;GO:001634
2|catenin
complex;GO:007166
4|catenin-TCF7L2
complex;GO:000593
8|cell
cortex;GO:0030054|
cell
junction;GO:007194
4|cell
periphery;GO:00312
53|cell projection
membrane;GO:0005
913|cell-cell
adherens
junction;GO:000591
1|cell-cell
junction;GO:000581
3|centrosome;GO:00

GO:0045294|alpha-
catenin
binding;GO:004529
6|cadherin
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00036
82|chromatin
binding;GO:000367
7|DNA
binding;GO:000369
0|double-stranded
DNA
binding;GO:001989
9|enzyme
binding;GO:003033
1|estrogen receptor
binding;GO:199018
8|euchromatin
binding;GO:199022
6|histone
methyltransferase
binding;GO:007041
1|I-SMAD
binding;GO:004432
5|ion channel
binding;GO:001990
0|kinase
binding;GO:003525
7|nuclear hormone
receptor
binding;GO:000802
2|protein C-
terminus

K02105 CTNNB1; catenin
beta 1

ENSG00000168066 124 173 80 217 157.2083259 180 200 172 182 0.202140476 0.387052977 0.516070636 up no SF1 protein_coding chr11:64764606-
64778786:-

gi|1100209|gb|AAB0
3514.1| 2216 0

transcription factor
ZFM1 [Homo
sapiens]

gi|295842308|ref|N
M_004630.3| 3470 0

Homo sapiens
splicing factor 1
(SF1), transcript
variant 1, mRNA

Q15637 216 2.00E-65 Splicing factor 1 YLR116w_1 219 1.00E-63 COG5176 pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0033327|Leydig
cell
differentiation;GO:0
030238|male sex
determination;GO:0
000389|mRNA 3'-
splice site
recognition;GO:000
0398|mRNA
splicing, via
spliceosome;GO:00
48662|negative
regulation of
smooth muscle cell
proliferation;GO:00
50810|regulation of
steroid biosynthetic
process;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00002
45|spliceosomal
complex
assembly;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:000584
0|ribosome;GO:000
5681|spliceosomal
complex;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0008270
|zinc ion binding;

K13095 SF1; splicing factor
1

ENSG00000168090 0 1 0 3 1.544390212 1 2 4 4 -1.063477897 0.385960925 0.516070636 down no COPS6 protein_coding chr7:100088954-
100092200:+

gi|821021123|ref|XP
_012351783.1| 1556 0

PREDICTED:
COP9 signalosome
complex subunit 6
isoform X2
[Nomascus
leucogenys]

gi|38027945|ref|NM
_006833.4| 1426 0

Homo sapiens
COP9 signalosome
subunit 6 (COPS6),
mRNA

A7TX81 331 1.00E-111 COP9 signalosome
complex subunit 6 SPCC1682.10 87 5.00E-18 COG1310 pfam13012 MitMem_reg

Maintenance of
mitochondrial
structure and
function. This is C-
terminal to the
Mov24 region of the
yeast proteasomal
subunit Rpn11 and
seems likely to
regulate the
mitochondrial
fission and
tubulation
processes, ie the
outer mitochondrial
membrane proteins.
This function
appears to be
unrelated to the
proteasome activity
of the N-terminal
region.

GO:0007268|synapti
c
transmission;GO:00
07565|female
pregnancy;GO:0007
218|neuropeptide
signaling
pathway;GO:000760
0|sensory
perception;GO:0007
165|signal
transduction;

GO:0043679|axon
terminus;GO:00304
25|dendrite;GO:000
5576|extracellular
region;GO:0043025|
neuronal cell
body;GO:0005886|p
lasma membrane;

GO:0005184|neurop
eptide hormone
activity;GO:0031628
|opioid receptor
binding;

K12179
COPS6, CSN6;
COP9 signalosome
complex subunit 6

ENSG00000168096 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ANKS3 protein_coding chr16:4696510-
4734378:-

gi|42734375|ref|NP_
597707.1| 3457 0

ankyrin repeat and
SAM domain-
containing protein 3
isoform 1 [Homo
sapiens]

gi|18916864|dbj|AB
075857.1| 3098 0

Homo sapiens
mRNA for
KIAA1977 protein

Q6ZW76 211 1.00E-74
Ankyrin repeat and
SAM domain-
containing protein 3

all2748 99.4 3.00E-21 COG0666 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016042|lipid
catabolic process;

GO:0005737|cytopla
sm;

GO:0003847|1-
alkyl-2-
acetylglycerophosph
ocholine esterase
activity;

. .

ENSG00000168101 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NUDT16L1 protein_coding chr16:4693694-
4695859:+

gi|694962282|ref|XP
_001169295.2|

1078 2.00E-143

PREDICTED:
protein syndesmos
isoform X1 [Pan
troglodytes]

gi|21751281|dbj|AK
092642.1| 2037 0

Homo sapiens
cDNA FLJ35323 fis,
clone
PROST2012249,
highly similar to
Gallus gallus
syndesmos mRNA

Q9BRJ7 255 3.00E-78 Protein syndesmos . . . . pfam04621 ETS_PEA3_N

PEA3 subfamily
ETS-domain
transcription factor
N terminal domain.
The N terminus of
the PEA3
transcription factors
is implicated in
transactivation and
in inhibition of
DNA binding.
Transactivation is
potentiated by
activation of the
Ras/MAP kinase
and protein kinase
A signalling
cascades. The N
terminal region
contains conserved
MAP kinase
phosphorylation
sites.

. GO:0005737|cytopla
sm;

GO:0016787|hydrol
ase
activity;GO:0044822
|poly(A) RNA
binding;GO:003051
5|snoRNA binding;

K16867
NUDT16L1, SDOS;
NUDT16-like
protein 1

ENSG00000168118 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no RAB4A protein_coding chr1:229271062-
229305894:+

gi|19923260|ref|NP_
004569.2| 1163 3.00E-149

ras-related protein
Rab-4A isoform 1
[Homo sapiens]

gi|433660817|ref|N
M_004578.3| 2966 0

Homo sapiens
RAB4A, member
RAS oncogene
family (RAB4A),
transcript variant 1,
mRNA

P05714 140 2.00E-40 Ras-related protein
Rab-4A . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0019882|antigen
processing and
presentation;GO:003
0100|regulation of
endocytosis;GO:000
7264|small GTPase
mediated signal
transduction;

GO:0005768|endoso
me;GO:0070062|extr
acellular
exosome;GO:00325
93|insulin-
responsive
compartment;GO:00
16020|membrane;G
O:0048471|perinucl
ear region of
cytoplasm;

GO:0019003|GDP
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0008565
|protein transporter
activity;

K07879
RAB4A, RAB4;
Ras-related protein
Rab-4A

ENSG00000168137 8 12 9 25 34.09001943 120 53 26 69 -1.835184936 0.0002933 0.002471691 down yes SETD5 protein_coding chr3:9397615-
9479240:+

gi|530372809|ref|XP
_005265358.1| 6227 0

PREDICTED: SET
domain-containing
protein 5 isoform
X8 [Homo sapiens]

gi|635574618|ref|N
M_001080517.2| 6827 0

Homo sapiens SET
domain containing 5
(SETD5), transcript
variant 1, mRNA

Q9C0A6 130 3.00E-31 SET domain-
containing protein 5 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0061337|cardiac
conduction;GO:001
0107|potassium ion
import;GO:0006813|
potassium ion
transport;

GO:0016323|basolat
eral plasma
membrane;GO:0030
054|cell
junction;GO:003065
9|cytoplasmic
vesicle
membrane;GO:0005
886|plasma
membrane;GO:0045
211|postsynaptic
membrane;GO:0008
076|voltage-gated
potassium channel
complex;

GO:0015467|G-
protein activated
inward rectifier
potassium channel
activity;GO:0005242
|inward rectifier
potassium channel
activity;GO:0030165
|PDZ domain
binding;

. .

ENSG00000168175 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MAPK1IP1L protein_coding chr14:55051631-
55070192:+

gi|344253328|gb|EG
W09432.1| 554 1.00E-59 Galectin-3

[Cricetulus griseus]
gi|93277111|ref|NM
_144578.3| 6467 0

Homo sapiens
mitogen-activated
protein kinase 1
interacting protein
1-like
(MAPK1IP1L),
mRNA

Q05481 66.2 2.00E-11 Zinc finger protein
91 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0031122|cytopla
smic microtubule
organization;GO:00
45022|early
endosome to late
endosome
transport;GO:00070
32|endosome
organization;GO:00
08333|endosome to
lysosome
transport;GO:00516
45|Golgi
localization;GO:002
2027|interkinetic
nuclear
migration;GO:00070
40|lysosome
organization;GO:00
34454|microtubule
anchoring at
centrosome;GO:005
0768|negative
regulation of
neurogenesis;GO:00
97150|neuronal
stem cell population
maintenance;GO:00
71539|protein
localization to
centrosome;GO:001
5031|protein
transport;

GO:0034451|centrio
lar
satellite;GO:0005813
|centrosome;GO:000
5801|cis-Golgi
network;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
70695|FHF
complex;GO:000579
4|Golgi
apparatus;GO:00058
74|microtubule;GO:
0005815|microtubul
e organizing
center;GO:0000242|
pericentriolar
material;

GO:0042802|identic
al protein
binding;GO:000801
7|microtubule
binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein



ENSG00000168214 0 0 0 0 0.493448637 2 1 0 2 -2.183602405 0.308215255 NA down no RBPJ protein_coding chr4:26163455-
26435131:+

gi|821028733|ref|XP
_003258600.2| 2791 0

PREDICTED: LOW
QUALITY
PROTEIN:
recombining
binding protein
suppressor of
hairless [Nomascus
leucogenys]

gi|350606370|ref|N
M_203284.2| 5990 0

Homo sapiens
recombination
signal binding
protein for
immunoglobulin
kappa J region
(RBPJ), transcript
variant 4, mRNA

P31266 365 3.00E-122

Recombining
binding protein
suppressor of
hairless

. . . . pfam09270 BTD

Beta-trefoil DNA-
binding domain.
Members of this
family of DNA
binding domains
adopt a beta-trefoil
fold, that is, a
capped beta-barrel
with internal pseudo
threefold symmetry.
In the DNA-binding
protein LAG-1, it
also is the site of
mutually exclusive
interactions with
NotchIC (and the
viral protein
EBNA2) and co-
repressors
(SMRT/N-Cor and
CIR).

GO:0001525|angiog
enesis;GO:0060844|
arterial endothelial
cell fate
commitment;GO:00
36302|atrioventricul
ar canal
development;GO:00
09912|auditory
receptor cell fate
commitment;GO:00
30183|B cell
differentiation;GO:0
097101|blood vessel
endothelial cell fate
specification;GO:00
72554|blood vessel
lumenization;GO:00
01974|blood vessel
remodeling;GO:000
3214|cardiac left
ventricle
morphogenesis;GO:
0060486|Clara cell
differentiation;GO:0
042742|defense
response to
bacterium;GO:0035
912|dorsal aorta
morphogenesis;GO:
0003160|endocardiu
m
morphogenesis;GO:
0009957|epidermal
cell fate

GO:0005737|cytopla
sm;GO:0002193|MA
ML1-RBP-Jkappa-
ICN1
complex;GO:000573
0|nucleolus;GO:000
5634|nucleus;GO:00
05667|transcription
factor complex;

GO:0003682|chrom
atin
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000813
4|transcription
factor
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K06053

RBPSUH, RBPJK;
recombining
binding protein
suppressor of
hairless

ENSG00000168234 0 1 0 0 0.228051418 1 0 0 0 0.569016491 0.861660548 NA up no TTC39C protein_coding chr18:23992773-
24135610:+

gi|119621575|gb|EA
X01170.1| 3210 0

chromosome 18
open reading frame
17, isoform CRA_b,
partial [Homo
sapiens]

gi|635372902|ref|N
M_001292030.1| 4114 0

Homo sapiens
tetratricopeptide
repeat domain 39C
(TTC39C),
transcript variant 4,
mRNA

Q8N584 219 2.00E-67 Tetratricopeptide
repeat protein 39C . . . . pfam10300 DUF3808

Protein of unknown
function
(DUF3808). This is
a family of proteins
conserved from
fungi to humans.
Members of this
family also carry a
TPR_2 domain
pfam07719 at their
C-terminus.

GO:0046085|adenos
ine metabolic
process;GO:007179
9|cellular response
to prostaglandin D
stimulus;GO:000718
6|G-protein coupled
receptor signaling
pathway;GO:000695
4|inflammatory
response;GO:00302
38|male sex
determination;GO:0
007204|positive
regulation of
cytosolic calcium
ion
concentration;GO:0
045909|positive
regulation of
vasodilation;GO:003
0431|sleep;

GO:0016021|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0016501|prostac
yclin receptor
activity;GO:0004956
|prostaglandin D
receptor
activity;GO:0001785
|prostaglandin J
receptor activity;

. .

ENSG00000168259 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no DNAJC7 protein_coding chr17:41976433-
42021376:-

gi|472382377|ref|XP
_004410574.1| 2557 0

PREDICTED: dnaJ
homolog subfamily
C member 7
isoform X1
[Odobenus
rosmarus divergens]

gi|22657564|gb|AC1
05024.8| 2564 0

Homo sapiens
chromosome 17,
clone CTD-
2132N18, complete
sequence

Q5R8D8 485 2.00E-169
DnaJ homolog
subfamily C
member 7

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09527
DNAJC7; DnaJ
homolog subfamily
C member 7

ENSG00000168273 2 1 2 1 1.190911791 1 0 1 0 2.216042745 0.136245772 0.23534593 up no SMIM4 protein_coding chr3:52534013-
52579237:+

gi|17389971|gb|AAH
17996.1| 548 6.00E-64 LOC440957 protein

[Homo sapiens]
gi|32469524|gb|AC1
12215.3| 1468 0

Homo sapiens
chromosome 3
clone RP11-844E22,
complete sequence

Q8WVI0 142 4.00E-39 Small integral
membrane protein 4 . . . . pfam15114 UPF0640

Uncharacterized
protein family
UPF0640. This
family of proteins is
functionally
uncharacterized.
This family of
proteins is found in
eukaryotes. Proteins
in this family are
typically between 70
and 80 amino acids
in length. There are
two conserved
sequence motifs:
PGK and YRFLP.

. .

GO:0008253|5'-
nucleotidase
activity;GO:0046872
|metal ion binding;

. .

ENSG00000168280 0 1 0 4 3.543371048 12 5 4 9 -2.172956231 0.027945205 0.074406251 down no KIF5C protein_coding chr2:148875250-
149026759:+

gi|795416474|ref|XP
_011758229.1| 4540 0

PREDICTED:
kinesin heavy chain
isoform 5C [Macaca
nemestrina]

gi|352962138|ref|N
M_004522.2| 6931 0

Homo sapiens
kinesin family
member 5C
(KIF5C), transcript
variant 1, mRNA

O60282 436 2.00E-137 Kinesin heavy chain
isoform 5C SPAC1834.07 318 1.00E-92 COG5059 pfam00225 Kinesin Kinesin motor

domain.

GO:0007411|axon
guidance;GO:00307
05|cytoskeleton-
dependent
intracellular
transport;GO:00070
18|microtubule-
based
movement;GO:0008
045|motor neuron
axon
guidance;GO:00510
28|mRNA
transport;GO:00069
96|organelle
organization;GO:00
08104|protein
localization;

GO:0035253|ciliary
rootlet;GO:0005737|
cytoplasm;GO:0005
871|kinesin
complex;GO:000587
4|microtubule;GO:0
043005|neuron
projection;

GO:0005524|ATP
binding;GO:000857
4|ATP-dependent
microtubule motor
activity, plus-end-
directed;GO:000377
7|microtubule motor
activity;

K10396 KIF5; kinesin
family member 5

ENSG00000168300 0 2 0 2 4.106687659 4 12 5 16 -2.740711118 0.006899508 0.027598034 down yes PCMTD1 protein_coding chr8:51817575-
51899186:-

gi|635048090|ref|XP
_007998789.1| 1681 0

PREDICTED:
protein-L-
isoaspartate O-
methyltransferase
domain-containing
protein 1 isoform
X1 [Chlorocebus
sabaeus]

gi|557948050|ref|N
M_052937.3| 3942 0

Homo sapiens
protein-L-
isoaspartate (D-
aspartate) O-
methyltransferase
domain containing 1
(PCMTD1),
transcript variant 1,
mRNA

A2VDP2 265 4.00E-85

Protein-L-
isoaspartate O-
methyltransferase
domain-containing
protein 1

MTH827 88.2 5.00E-18 COG2518 pfam01135 PCMT

Protein-L-
isoaspartate(D-
aspartate) O-
methyltransferase
(PCMT).

.
GO:0005737|cytopla
sm;GO:0016020|me
mbrane;

GO:0004719|protein
-L-isoaspartate (D-
aspartate) O-
methyltransferase
activity;

. .

ENSG00000168303 1 7 3 6 3.741340835 3 4 2 6 0.660022174 0.377534545 0.508456145 up no MPLKIP protein_coding chr7:40126023-
40134659:-

gi|297288471|ref|XP
_001098814.2| 484 4.00E-51

PREDICTED: TTD
non-photosensitive
1 protein [Macaca
mulatta]

gi|588282805|ref|NG
_016989.2| 7239 0

Homo sapiens M-
phase specific PLK1
interacting protein
(MPLKIP),
RefSeqGene on
chromosome 7

Q8TAP9 151 5.00E-39
M-phase-specific
PLK1-interacting
protein

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051301|cell
division;GO:000706
7|mitotic nuclear
division;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000579
4|Golgi
apparatus;GO:00304
96|midbody;GO:000
5654|nucleoplasm;G
O:0005634|nucleus;

. . .

ENSG00000168310 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no IRF2 protein_coding chr4:184387713-
184474580:-

gi|635046005|ref|XP
_007998574.1| 1717 0

PREDICTED:
interferon
regulatory factor 2
isoform X1
[Chlorocebus
sabaeus]

gi|153082751|ref|N
M_002199.3| 2286 0

Homo sapiens
interferon
regulatory factor 2
(IRF2), mRNA

P14316 257 1.00E-83 Interferon
regulatory factor 2 . . . . pfam00605 IRF

Interferon
regulatory factor
transcription factor.
This family of
transcription factors
are important in the
regulation of
interferons in
response to
infection by virus
and in the
regulation of
interferon-inducible
genes. Three of the
five conserved
tryptophan residues
bind to DNA.

GO:0007596|blood
coagulation;GO:000
8283|cell
proliferation;GO:00
60333|interferon-
gamma-mediated
signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00603
37|type I interferon
signaling pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005925|fo
cal
adhesion;GO:00056
54|nucleoplasm;

GO:0003677|DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K10153 IRF2; interferon
regulatory factor 2

ENSG00000168374 6 7 1 9 5.719488841 6 5 7 7 0.383138015 0.53869374 0.653966666 up no ARF4 protein_coding chr3:57571363-
57598220:-

gi|431899854|gb|EL
K07801.1| 1021 2.00E-132

ADP-ribosylation
factor 4 [Pteropus
alecto]

gi|187608297|ref|N
M_001660.3| 1660 0

Homo sapiens ADP-
ribosylation factor 4
(ARF4), mRNA

P51644 50.4 5.00E-07 ADP-ribosylation
factor 4 . . . . pfam00025 Arf

ADP-ribosylation
factor family. Pfam
combines a number
of different Prosite
families together

GO:0015031|protein
transport;GO:00072
64|small GTPase
mediated signal
transduction;GO:00
16192|vesicle-
mediated transport;

GO:0005794|Golgi
apparatus;

GO:0005525|GTP
binding; K07939 ARF4; ADP-

ribosylation factor 4

ENSG00000168386 1 1 0 1 0.730559843 0 1 1 1 0.52872134 0.738174585 NA up no FILIP1L protein_coding chr3:99830141-
100114513:-

gi|109659845|ref|NP
_878913.2| 5376 0

filamin A-
interacting protein
1-like isoform 1
[Homo sapiens]

gi|544346102|ref|N
M_001042459.2| 4219 0

Homo sapiens
filamin A
interacting protein
1-like (FILIP1L),
transcript variant 3,
mRNA

Q4L180 2052 0
Filamin A-
interacting protein
1-like

. . . . pfam09727 CortBP2

Cortactin-binding
protein-2. This
entry is the first
approximately 250
residues of
cortactin-binding
protein 2. In
addition to being a
positional candidate
for autism this
protein is expressed
at highest levels in
the brain in
humans. The
human protein has
six associated
ankyrin repeat
domains pfam00023
towards the C-
terminus which act
as protein-protein
interaction domains.

.

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;GO:000563
4|nucleus;

. . .



ENSG00000168434 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no COG7 protein_coding chr16:23388493-
23453180:-

gi|23957690|ref|NP_
705831.1| 4057 0

conserved
oligomeric Golgi
complex subunit 7
[Homo sapiens]

gi|295821196|ref|N
M_153603.3| 2926 0

Homo sapiens
component of
oligomeric golgi
complex 7 (COG7),
mRNA

P83436 296 6.00E-92
Conserved
oligomeric Golgi
complex subunit 7

. . . . pfam10191 COG7

Golgi complex
component 7
(COG7). COG7 is a
component of the
conserved
oligomeric Golgi
complex which is
required for normal
Golgi morphology
and localisation.
Mutation in COG7
causes a congenital
disorder of
glycosylation.

GO:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00070
30|Golgi
organization;GO:00
06886|intracellular
protein
transport;GO:00064
86|protein
glycosylation;GO:00
34067|protein
localization to Golgi
apparatus;GO:00333
65|protein
localization to
organelle;GO:00508
21|protein
stabilization;GO:000
6890|retrograde
vesicle-mediated
transport, Golgi to
ER;

GO:0005794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0017
119|Golgi transport
complex;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00057
30|nucleolus;GO:00
32588|trans-Golgi
network membrane;

. . .

ENSG00000168439 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no STIP1 protein_coding chr11:64185272-
64204543:+

gi|544484923|ref|XP
_005577531.1| 3165 0

PREDICTED:
stress-induced-
phosphoprotein 1
isoform X1 [Macaca
fascicularis]

gi|544063422|ref|N
M_001282652.1| 2743 0

Homo sapiens
stress-induced
phosphoprotein 1
(STIP1), transcript
variant 1, mRNA

P31948 238 5.00E-74 Stress-induced-
phosphoprotein 1 . . . . pfam13414 TPR_11 TPR repeat.

GO:0000350|generat
ion of catalytic
spliceosome for
second
transesterification
step;

GO:0071013|catalyti
c step 2
spliceosome;

GO:0044822|poly(A
) RNA binding; K09553

STIP1; stress-
induced-
phosphoprotein 1

ENSG00000168453 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no HR protein_coding chr8:22114415-
22133384:-

gi|22547204|ref|NP_
005135.2| 5410 0

lysine-specific
demethylase hairless
isoform a [Homo
sapiens]

gi|20149786|gb|AF0
39196.3| 5624 0

Homo sapiens
putative single zinc
finger transcription
factor protein
(hairless) mRNA,
complete cds

O43593 237 8.00E-71 Lysine-specific
demethylase hairless . . . . pfam02373 JmjC

JmjC domain,
hydroxylase. The
JmjC domain
belongs to the
Cupin superfamily.
JmjC-domain
proteins may be
protein
hydroxylases that
catalyse a novel
histone
modification. This
is confirmed to be a
hydroxylase: the
human JmjC protein
named Tyw5p
unexpectedly acts in
the biosynthesis of a
hypermodified
nucleoside,
hydroxy-
wybutosine, in
tRNA-Phe by
catalyzing
hydroxylation.

GO:0033169|histone
H3-K9
demethylation;GO:0
045892|negative
regulation of
transcription, DNA-
templated;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0000785|chrom
atin;GO:0016604|nu
clear
body;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;

GO:0031490|chrom
atin DNA
binding;GO:000367
7|DNA
binding;GO:003245
4|histone
demethylase activity
(H3-K9
specific);GO:004687
2|metal ion
binding;GO:001649
1|oxidoreductase
activity;GO:0003714
|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA binding;

K00478
HR; lysine-specific
demethylase hairless
[EC:1.14.11.-]

ENSG00000168461 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no RAB31 protein_coding chr18:9708165-
9862551:+

gi|33589861|ref|NP_
006859.2| 1026 1.00E-126

ras-related protein
Rab-31 [Homo
sapiens]

gi|170295841|ref|N
M_006868.3| 3989 0

Homo sapiens
RAB31, member
RAS oncogene
family (RAB31),
mRNA

Q13636 317 7.00E-108 Ras-related protein
Rab-31 . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0032869|cellular
response to insulin
stimulus;GO:004300
1|Golgi to plasma
membrane protein
transport;GO:00903
82|phagosome
maturation;GO:0031
623|receptor
internalization;GO:0
045055|regulated
secretory
pathway;GO:000726
4|small GTPase
mediated signal
transduction;

GO:0005769|early
endosome;GO:0045
335|phagocytic
vesicle;GO:0030670|
phagocytic vesicle
membrane;GO:0032
588|trans-Golgi
network membrane;

GO:0019003|GDP
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase activity;

K07891 RAB22; Ras-related
protein Rab-22

ENSG00000168487 1 1 1 2 0.813664454 0 0 0 1 2.565964468 0.113484233 NA up no BMP1 protein_coding chr8:22164736-
22212326:+

gi|5453579|ref|NP_0
06120.1| 5094 0

bone
morphogenetic
protein 1 isoform 3
precursor [Homo
sapiens]

gi|62088759|dbj|AB
209590.1| 4324 0

Homo sapiens
mRNA for bone
morphogenetic
protein 1 isoform 1,
precursor variant
protein

P13497 236 9.00E-63
Bone
morphogenetic
protein 1

. . . . pfam01400 Astacin

Astacin (Peptidase
family M12A). The
members of this
family are enzymes
that cleave peptides.
These proteases
require zinc for
catalysis. Members
of this family
contain two
conserved
disulphide bridges,
these are joined 1-4
and 2-3. Members
of this family have
an amino terminal
propeptide which is
cleaved to give the
active protease
domain. All other
linked domains are
found to the
carboxyl terminus
of this domain. This
family includes:
Astacin, a digestive
enzyme from
Crayfish. Meprin, a
multiple domain
membrane
component that is
constructed from a
homologous alpha
and beta chain.
Proteins involved in

GO:0030509|BMP
signaling
pathway;GO:000150
2|cartilage
condensation;GO:00
48468|cell
development;GO:00
22617|extracellular
matrix
disassembly;GO:004
2157|lipoprotein
metabolic
process;GO:000727
5|multicellular
organismal
development;GO:00
01503|ossification;G
O:0061036|positive
regulation of
cartilage
development;GO:00
10862|positive
regulation of
pathway-restricted
SMAD protein
phosphorylation;GO
:0006508|proteolysis
;GO:0042981|regulat
ion of apoptotic
process;GO:004340
8|regulation of
MAPK
cascade;GO:000150
1|skeletal system
development;GO:00

GO:0005576|extrace
llular
region;GO:0005615|
extracellular
space;GO:0005794|
Golgi
apparatus;GO:00319
88|membrane-
bounded
vesicle;GO:0005578|
proteinaceous
extracellular matrix;

GO:0005509|calciu
m ion
binding;GO:000512
5|cytokine
activity;GO:0004222
|metalloendopeptida
se
activity;GO:0008237
|metallopeptidase
activity;GO:0008233
|peptidase
activity;GO:0004252
|serine-type
endopeptidase
activity;GO:0005160
|transforming
growth factor beta
receptor
binding;GO:000827
0|zinc ion binding;

K05502

BMP1, TLD; bone
morphogenetic
protein 1
[EC:3.4.24.19]

ENSG00000168488 30 77 24 113 83.23388154 104 133 138 138 -0.652634295 0.061855965 0.132243787 down no ATXN2L protein_coding chr16:28823035-
28837237:+

gi|402908065|ref|XP
_003916775.1| 3991 0

PREDICTED:
ataxin-2-like protein
isoform X8 [Papio
anubis]

gi|3820483|gb|AF03
4373.1|AF034373 4495 0

Homo sapiens
ataxin-2-like protein
A2LP (A2LG)
mRNA, complete
cds

Q7TQH0 243 2.00E-73 Ataxin-2-like
protein . . . . pfam14438 SM-ATX

Ataxin 2 SM
domain. This SM
domain is found in
Ataxin-2.

GO:0010603|regulati
on of cytoplasmic
mRNA processing
body
assembly;GO:00340
63|stress granule
assembly;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:001
0494|cytoplasmic
stress
granule;GO:0016020
|membrane;GO:001
6607|nuclear speck;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00448
22|poly(A) RNA
binding;

. .

ENSG00000168542 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no COL3A1 protein_coding chr2:188974320-
189012746:+

gi|30054|emb|CAA2
9886.1| 1282 1.00E-155 alpha1 (III) collagen

[Homo sapiens]
gi|110224482|ref|N
M_000090.3| 5487 0

Homo sapiens
collagen, type III,
alpha 1 (COL3A1),
mRNA

P02461 214 4.00E-55 Collagen alpha-
1(III) chain . . . . pfam01410 COLFI

Fibrillar collagen C-
terminal domain.
Found at C-termini
of fibrillar
collagens: Ephydatia
muelleri
procollagen EMF1
alpha, vertebrate
collagens
alpha(1)III,
alpha(1)II,
alpha(2)V etc.

GO:0007568|aging
GO:0060414|aorta
smooth muscle
tissue
morphogenesis;GO:
0007160|cell-matrix
adhesion;GO:00712
30|cellular response
to amino acid
stimulus;GO:002198
7|cerebral cortex
development;GO:00
30574|collagen
catabolic
process;GO:003019
9|collagen fibril
organization;GO:00
48565|digestive tract
development;GO:00
43206|extracellular
fibril
organization;GO:00
30198|extracellular
matrix
organization;GO:00
07507|heart
development;GO:00
07229|integrin-
mediated signaling
pathway;GO:005077
7|negative
regulation of
immune
response;GO:20012
23|negative

GO:0005586|collage
n type III
trimer;GO:0005788|
endoplasmic
reticulum
lumen;GO:0031012|
extracellular
matrix;GO:0005576|
extracellular
region;GO:0005615|
extracellular space;

GO:0005201|extrace
llular matrix
structural
constituent;GO:0005
178|integrin
binding;GO:004687
2|metal ion
binding;GO:004840
7|platelet-derived
growth factor
binding;

. .

ENSG00000168556 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no ING2 protein_coding chr4:183504994-
183511096:+

gi|4504695|ref|NP_0
01555.1| 976 6.00E-128

inhibitor of growth
protein 2 isoform 1
[Homo sapiens]

gi|426346102|ref|X
M_004065364.1| 1135 0

PREDICTED:
Gorilla gorilla
gorilla inhibitor of
growth family,
member 2 (ING2),
mRNA

Q9H160 380 2.00E-129 Inhibitor of growth
protein 2 YNL097c 83.2 5.00E-17 COG5034 pfam12998 ING

Inhibitor of growth
proteins N-terminal
histone-binding.
Histones undergo
numerous post-
translational
modifications,
including
acetylation and
methylation, at
residues which are
then probable
docking sites for
various chromatin
remodelling
complexes.
Inhibitor of growth
proteins (INGs)
specifically bind to
residues that have
been thus modified.
INGs carry a well-
characterized C-
terminal PHD-type
zinc-finger domain,
binding with lysine
4-tri-methylated
histone H3
(H3K4me3), as well
as this N-terminal
domain that binds
unmodified H3 tails.
Although these two
regions can bind
histones

GO:0016569|covale
nt chromatin
modification;GO:00
30317|sperm
motility;GO:004813
3|male germ-line
stem cell
asymmetric
division;GO:000714
1|male meiosis
I;GO:0008285|negati
ve regulation of cell
proliferation;GO:19
02166|negative
regulation of
intrinsic apoptotic
signaling pathway
in response to DNA
damage by p53 class
mediator;GO:00430
65|positive
regulation of
apoptotic
process;GO:003106
5|positive regulation
of histone
deacetylation;GO:00
45893|positive
regulation of
transcription, DNA-
templated;GO:00305
11|positive
regulation of
transforming
growth factor beta

GO:0016602|CCAA
T-binding factor
complex;GO:000573
7|cytoplasm;GO:000
5794|Golgi
apparatus;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0005886|plasma
membrane;GO:0016
580|Sin3 complex;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:003506
4|methylated histone
binding;GO:003509
1|phosphatidylinosit
ol
binding;GO:003240
3|protein complex
binding;GO:000827
0|zinc ion binding;

K19198 ING2; inhibitor of
growth protein 2



ENSG00000168610 0 0 0 1 0.802650462 0 4 2 1 -1.955098911 0.27229691 NA down no STAT3 protein_coding chr17:42313324-
42388568:-

gi|675725098|ref|XP
_008964735.1| 4320 0

PREDICTED: signal
transducer and
activator of
transcription 3
isoform X2 [Pan
paniscus]

gi|47080104|ref|NM
_139276.2| 4973 0

Homo sapiens
signal transducer
and activator of
transcription 3
(acute-phase
response factor)
(STAT3), transcript
variant 1, mRNA

P40763 81.3 3.00E-14
Signal transducer
and activator of
transcription 3

. . . . pfam02864 STAT_bind

STAT protein, DNA
binding domain.
STAT proteins
(Signal Transducers
and Activators of
Transcription) are a
family of
transcription factors
that are specifically
activated to regulate
gene transcription
when cells
encounter cytokines
and growth factors.
This family
represents the DNA
binding domain of
STAT, which has
an ig-like fold.
STAT proteins also
include an SH2
domain pfam00017.

GO:0007283|sperma
togenesis;

GO:0005887|integral
component of
plasma membrane;

GO:0004222|metallo
endopeptidase
activity;GO:0008237
|metallopeptidase
activity;

K04692

STAT3; signal
transducer and
activator of
transcription 3

ENSG00000168646 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no AXIN2 protein_coding chr17:65528563-
65561647:-

gi|195927059|ref|NP
_004646.3| 3718 0 axin-2 [Homo

sapiens]
gi|57999495|emb|CR
933657.1| 4238 0

Homo sapiens
mRNA; cDNA
DKFZp781B0869
(from clone
DKFZp781B0869)

Q9Y2T1 318 9.00E-102 Axin-2 . . . . pfam00615 RGS

Regulator of G
protein signaling
domain. RGS
family members are
GTPase-activating
proteins for
heterotrimeric G-
protein alpha-
subunits.

GO:0030282|bone
mineralization;GO:0
008283|cell
proliferation;GO:00
34613|cellular
protein
localization;GO:007
1407|cellular
response to organic
cyclic
compound;GO:0003
413|chondrocyte
differentiation
involved in
endochondral bone
morphogenesis;GO:
0009950|dorsal/vent
ral axis
specification;GO:00
01957|intramembran
ous
ossification;GO:004
3570|maintenance
of DNA repeat
elements;GO:00482
55|mRNA
stabilization;GO:009
0090|negative
regulation of
canonical Wnt
signaling
pathway;GO:003541
4|negative
regulation of
catenin import into

GO:0030877|beta-
catenin destruction
complex;GO:000593
8|cell
cortex;GO:0005813|
centrosome;GO:000
5737|cytoplasm;GO:
0005881|cytoplasmi
c
microtubule;GO:001
6023|cytoplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0005794
|Golgi
apparatus;GO:00156
30|microtubule
cytoskeleton;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0005886|plasm
a
membrane;GO:0014
069|postsynaptic
density;

GO:0070016|armadi
llo repeat domain
binding;GO:000801
3|beta-catenin
binding;GO:001989
9|enzyme
binding;GO:000509
6|GTPase activator
activity;GO:0019901
|protein kinase
binding;GO:003162
5|ubiquitin protein
ligase binding;

K04385 AXIN2; axin 2

ENSG00000168672 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no FAM84B protein_coding chr8:126552442-
126558393:-

gi|28557798|ref|NP_
777571.1| 1369 3.00E-171 protein FAM84B

[Homo sapiens]
gi|307611973|ref|N
M_174911.4| 5404 0

Homo sapiens
family with
sequence similarity
84, member B
(FAM84B), mRNA

Q96KN1 531 1.00E-172 Protein FAM84B . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0005737|cytopla
sm;GO:0005886|plas
ma membrane;

. . .

ENSG00000168675 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no LDLRAD4 protein_coding chr18:13217498-
13652755:+

gi|41281943|ref|NP_
852146.1| 1447 2.00E-179

low-density
lipoprotein receptor
class A domain-
containing protein 4
isoform alpha 1
[Homo sapiens]

gi|442734417|ref|N
M_181482.4| 8632 0

Homo sapiens low
density lipoprotein
receptor class A
domain containing 4
(LDLRAD4),
transcript variant a2,
mRNA

O15165 370 5.00E-123

Low-density
lipoprotein receptor
class A domain-
containing protein 4

. . . . pfam00057 Ldl_recept_a
Low-density
lipoprotein receptor
domain class A.

GO:0030336|negativ
e regulation of cell
migration;GO:00107
19|negative
regulation of
epithelial to
mesenchymal
transition;GO:00603
94|negative
regulation of
pathway-restricted
SMAD protein
phosphorylation;GO
:0010991|negative
regulation of SMAD
protein complex
assembly;GO:00305
12|negative
regulation of
transforming
growth factor beta
receptor signaling
pathway;

GO:0031901|early
endosome
membrane;GO:0016
021|integral
component of
membrane;

GO:0070412|R-
SMAD binding; . .

ENSG00000168702 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no LRP1B protein_coding chr2:140231423-
142131701:-

gi|694896575|ref|XP
_009441673.1| 23209 0

PREDICTED: low-
density lipoprotein
receptor-related
protein 1B [Pan
troglodytes]

gi|93102378|ref|NM
_018557.2| 16531 0

Homo sapiens low
density lipoprotein
receptor-related
protein 1B
(LRP1B), mRNA

Q9NZR2 51.2 1.00E-06

Low-density
lipoprotein
receptor-related
protein 1B

. . . . pfam00057 Ldl_recept_a
Low-density
lipoprotein receptor
domain class A.

GO:0015031|protein
transport;GO:00068
98|receptor-
mediated
endocytosis;

GO:0016021|integral
component of
membrane;GO:0043
235|receptor
complex;

GO:0005509|calciu
m ion binding; . .

ENSG00000168710 5 32 7 82 123.0675552 336 295 151 305 -2.809207245 2.09E-06 5.50E-05 down yes AHCYL1 protein_coding chr1:109984686-
110023741:+

gi|148743914|gb|AA
I42523.1| 2685 0 AHCYL1 protein

[Bos taurus]
gi|336455094|ref|N
M_001242673.1| 4310 0

Homo sapiens
adenosylhomocystei
nase-like 1
(AHCYL1),
transcript variant 2,
mRNA

Q80SW1 185 4.00E-111
Putative
adenosylhomocystei
nase 2

mll5088 439 3.00E-139 COG0499 pfam05221 AdoHcyase
S-adenosyl-L-
homocysteine
hydrolase.

GO:0006730|one-
carbon metabolic
process;GO:003335
3|S-
adenosylmethionine
cycle;

GO:0005829|cytosol
;GO:0005783|endopl
asmic
reticulum;GO:00430
05|neuron
projection;

GO:0016787|hydrol
ase activity; K01251

E3.3.1.1, ahcY;
adenosylhomocystei
nase [EC:3.3.1.1]

ENSG00000168772 0 0 1 1 2.964419304 12 10 0 5 -3.206614293 0.020808094 0.060710674 down no CXXC4 protein_coding chr4:104468312-
104494901:-

gi|365812517|ref|NP
_079488.2| 1283 6.00E-158

CXXC-type zinc
finger protein 4
[Homo sapiens]

gi|365812516|ref|N
M_025212.2| 5565 0

Homo sapiens
CXXC finger
protein 4 (CXXC4),
mRNA

Q9EQC9 340 3.00E-105 CXXC-type zinc
finger protein 4 . . . . pfam02008 zf-CXXC

CXXC zinc finger
domain. This
domain contains
eight conserved
cysteine residues
that bind to two zinc
ions. The CXXC
domain is found in
a variety of
chromatin-
associated proteins.
This domain binds
to nonmethyl-CpG
dinucleotides. The
domain is
characterized by
two repeats, and
shows a peculiar
internal duplication
in which the second
unit is inserted into
the first one. Each
of these units is
characterized by
four conserved
cysteines, displaying
a CXXCXXCX(n)C
motif that chelate a
Zn+2 ion. The DNA
binding interface
has been identified
by NMR. In
eukaryotes, the
CXXC domain is
found in

GO:0016055|Wnt
signaling pathway;

GO:0005829|cytosol
;

GO:0003677|DNA
binding;GO:003016
5|PDZ domain
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000168779 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SHOX2 protein_coding chr3:158095954-
158106503:-

gi|254750647|ref|NP
_003021.3| 1331 6.00E-176

short stature
homeobox protein 2
isoform b [Homo
sapiens]

gi|254750645|ref|N
M_006884.3| 3038 0

Homo sapiens short
stature homeobox 2
(SHOX2), transcript
variant 2, mRNA

O35750 249 5.00E-73
Short stature
homeobox protein 2
(Fragment)

ECU03g1170 54.3 6.00E-07 COG5576 pfam00046 Homeobox Homeobox domain.

GO:0003209|cardiac
atrium
morphogenesis;GO:
0060351|cartilage
development
involved in
endochondral bone
morphogenesis;GO:
0002063|chondrocyt
e
development;GO:00
48557|embryonic
digestive tract
morphogenesis;GO:
0035115|embryonic
forelimb
morphogenesis;GO:
0060272|embryonic
skeletal joint
morphogenesis;GO:
0007507|heart
development;GO:00
03170|heart valve
development;GO:00
60415|muscle tissue
morphogenesis;GO:
0000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00073
99|nervous system
development;GO:00
01649|osteoblast
differentiation;GO:0

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;

K09331 SHOX; short stature
homeobox protein



ENSG00000168781 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PPIP5K1 protein_coding chr15:43533462-
43590253:-

gi|195947359|ref|NP
_001124330.1| 7194 0

inositol
hexakisphosphate
and
diphosphoinositol-
pentakisphosphate
kinase 1 isoform 5
[Homo sapiens]

gi|298231209|ref|N
M_001130858.2| 5718 0

Homo sapiens
diphosphoinositol
pentakisphosphate
kinase 1 (PPIP5K1),
transcript variant 5,
mRNA

A2ARP1 132 2.00E-34

Inositol
hexakisphosphate
and
diphosphoinositol-
pentakisphosphate
kinase 1

. . . . pfam00328 His_Phos_2

Histidine
phosphatase
superfamily (branch
2). The histidine
phosphatase
superfamily is so
named because
catalysis centres on
a conserved His
residue that is
transiently
phosphorylated
during the catalytic
cycle. Other
conserved residues
contribute to a
'phosphate pocket'
and interact with the
phospho group of
substrate before,
during and after its
transfer to the His
residue. Structure
and sequence
analyses show that
different families
contribute different
additional residues
to the 'phosphate
pocket' and, more
surprisingly, differ
in the position, in
sequence and in
three dimensions, of
a catalytically

GO:0006020|inositol
metabolic
process;GO:003295
8|inositol phosphate
biosynthetic
process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005654|nu
cleoplasm;GO:0005
886|plasma
membrane;

GO:0003993|acid
phosphatase
activity;GO:0005524
|ATP
binding;GO:003385
7|diphosphoinositol
-pentakisphosphate
kinase
activity;GO:0000829
|inositol
heptakisphosphate
kinase
activity;GO:0052723
|inositol
hexakisphosphate 1-
kinase
activity;GO:0052724
|inositol
hexakisphosphate 3-
kinase
activity;GO:0000832
|inositol
hexakisphosphate 5-
kinase
activity;GO:0000828
|inositol
hexakisphosphate
kinase
activity;GO:0000827
|inositol-1,3,4,5,6-
pentakisphosphate
kinase activity;

K13024

PPIP5K, VIP;
inositol-
hexakisphosphate/di
phosphoinositol-
pentakisphosphate
1-kinase
[EC:2.7.4.24]

ENSG00000168785 0 1 0 2 0.444679656 0 0 1 0 1.62789963 0.473699269 NA up no TSPAN5 protein_coding chr4:98470367-
98658629:-

gi|9625045|ref|NP_0
62517.1| 1394 0 tetraspanin-5 [Mus

musculus]
gi|34533283|dbj|AK
126702.1| 4036 0

Homo sapiens
cDNA FLJ44748 fis,
clone
BRACE3029005

Q68VK5 200 1.00E-61 Tetraspanin-5 . . . . pfam00335 Tetraspannin Tetraspanin family.

GO:0007155|cell
adhesion;GO:00082
83|cell
proliferation;GO:00
07166|cell surface
receptor signaling
pathway;GO:009000
2|establishment of
protein localization
to plasma
membrane;GO:0045
747|positive
regulation of Notch
signaling
pathway;GO:005160
4|protein
maturation;

GO:0016021|integral
component of
membrane;GO:0005
887|integral
component of
plasma membrane;

. K17345 TSPAN5;
tetraspanin-5

ENSG00000168802 0 0 0 2 1.823348445 4 3 6 3 -2.510324241 0.053955449 0.120085462 down no CHTF8 protein_coding chr16:69118010-
69132584:-

gi|21739431|emb|C
AD38758.1| 1206 2.00E-152 hypothetical protein

[Homo sapiens]
gi|283806530|ref|N
M_001039690.3| 2903 0

Homo sapiens
chromosome
transmission fidelity
factor 8 (CHTF8),
transcript variant 1,
mRNA

P0CG12 206 3.00E-61

Chromosome
transmission fidelity
protein 8 homolog
isoform 2

. . . . pfam09696 Ctf8

Ctf8. Ctf8
(chromosome
transmissions
fidelity 8) is a
component of the
Ctf18 RFC-like
complex which is a
DNA clamp loader
involved in sister
chromatid cohesion.

GO:0006260|DNA
replication;GO:0007
064|mitotic sister
chromatid
cohesion;GO:19002
64|positive
regulation of DNA-
directed DNA
polymerase activity;

GO:0031390|Ctf18
RFC-like
complex;GO:000563
4|nucleus;

GO:0003677|DNA
binding; K11270

CTF8; chromosome
transmission fidelity
protein 8

ENSG00000168807 1 0 0 1 0.598832183 0 2 0 1 -0.024487986 0.989898797 NA down no SNTB2 protein_coding chr16:69187129-
69309052:+

gi|426382678|ref|XP
_004057930.1| 2278 0

PREDICTED: beta-
2-syntrophin
[Gorilla gorilla
gorilla]

gi|109633042|ref|N
M_006750.3| 9771 0

Homo sapiens
syntrophin, beta 2
(dystrophin-
associated protein
A1, 59kDa, basic
component 2)
(SNTB2), mRNA

Q13425 189 6.00E-69 Beta-2-syntrophin . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005737|cytopla
sm;GO:0016010|dys
trophin-associated
glycoprotein
complex;GO:007006
2|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00160
20|membrane;GO:0
005874|microtubule;
GO:0043234|protein
complex;GO:004520
2|synapse;GO:00306
58|transport vesicle
membrane;

GO:0044822|poly(A
) RNA
binding;GO:000519
8|structural
molecule activity;

. .

ENSG00000168874 1 1 0 2 0.937655004 2 1 0 1 0.482543916 0.736002553 NA up no ATOH8 protein_coding chr2:85751344-
85788066:+

gi|578803229|ref|XP
_006712185.1| 1113 4.00E-142

PREDICTED:
protein atonal
homolog 8 isoform
X2 [Homo sapiens]

gi|21732345|emb|AL
831857.1| 3090 0

Homo sapiens
mRNA; cDNA
DKFZp761E2117
(from clone
DKFZp761E2117)

Q96SQ7 283 8.00E-85 Protein atonal
homolog 8 . . . . pfam00010 HLH

Helix-loop-helix
DNA-binding
domain.

GO:0030154|cell
differentiation;GO:0
001704|formation of
primary germ
layer;GO:0051450|m
yoblast
proliferation;GO:00
01937|negative
regulation of
endothelial cell
proliferation;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00073
99|nervous system
development;GO:00
45603|positive
regulation of
endothelial cell
differentiation;GO:0
010595|positive
regulation of
endothelial cell
migration;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00603
95|SMAD protein
signal
transduction;GO:00
06351|transcription,
DNA-
templated;GO:00351

GO:0005737|cytopla
sm;GO:0016607|nuc
lear
speck;GO:0005634|
nucleus;

GO:0033613|activati
ng transcription
factor
binding;GO:007088
8|E-box
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000813
4|transcription
factor binding;

K09084 ATOH8; atonal
protein 8

ENSG00000168875 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SOX14 protein_coding chr3:137764284-
137766338:+

gi|655854417|ref|XP
_002716514.2| 1274 8.00E-167

PREDICTED: LOW
QUALITY
PROTEIN:
transcription factor
SOX-14
[Oryctolagus
cuniculus]

gi|4557087|gb|AC00
7159.4|AC007159 2055 0

Homo sapiens,
clone 2_A_4,
complete sequence

P61259 452 4.00E-154 Transcription factor
SOX-14 . . . . pfam00505 HMG_box HMG (high mobility

group) box.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;

K09267

SOX1S;
transcription factor
SOX1/3/14/21 (SOX
group B)

ENSG00000168883 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no USP39 protein_coding chr2:85602856-
85649282:+

gi|56550051|ref|NP_
006581.2| 2756 0

U4/U6.U5 tri-
snRNP-associated
protein 2 isoform 1
[Homo sapiens]

gi|376000080|ref|N
M_006590.3| 2177 0

Homo sapiens
ubiquitin specific
peptidase 39
(USP39), transcript
variant 1, mRNA

Q3TIX9 100 5.00E-51
U4/U6.U5 tri-
snRNP-associated
protein 2

. . . . pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0007049|cell
cycle;GO:0051301|c
ell
division;GO:000639
7|mRNA
processing;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
16579|protein
deubiquitination;GO
:0008380|RNA
splicing;GO:000024
5|spliceosomal
complex assembly;

GO:0005654|nucleo
plasm;GO:0005681|s
pliceosomal
complex;

GO:0036459|ubiquit
inyl hydrolase
activity;GO:0008270
|zinc ion binding;

K12847

USP39, SAD1;
U4/U6.U5 tri-
snRNP-associated
protein 2

ENSG00000168906 4 9 5 23 17.53781313 28 32 29 34 -1.139246314 0.009786539 0.035427338 down yes MAT2A protein_coding chr2:85539165-
85545280:+

gi|431899729|gb|EL
K07680.1| 2040 0

S-
adenosylmethionine
synthetase isoform
type-2 [Pteropus
alecto]

gi|336595075|ref|N
M_005911.5| 2819 0

Homo sapiens
methionine
adenosyltransferase
II, alpha (MAT2A),
mRNA

Q5R5H1 186 6.00E-52

S-
adenosylmethionine
synthase isoform
type-2

SPBC14F5.05c 545 0 COG0192 pfam02773 S-AdoMet_synt_C

S-
adenosylmethionine
synthetase, C-
terminal domain.
The three domains
of S-
adenosylmethionine
synthetase have the
same alpha+beta
fold.

GO:0006730|one-
carbon metabolic
process;GO:005129
1|protein
heterooligomerizatio
n;GO:0034214|prote
in
hexamerization;GO:
0006556|S-
adenosylmethionine
biosynthetic
process;

GO:0048269|methio
nine
adenosyltransferase
complex;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000447
8|methionine
adenosyltransferase
activity;

K00789

metK; S-
adenosylmethionine
synthetase
[EC:2.5.1.6]

ENSG00000168916 3 10 5 5 6.066142286 5 6 7 10 0.245402244 0.680963711 0.77315435 up no ZNF608 protein_coding chr5:124636913-
124748807:-

gi|20521822|dbj|BA
A86595.2| 5691 0 KIAA1281 protein

[Homo sapiens]
gi|530380054|ref|X
M_005272038.1| 5705 0

PREDICTED:
Homo sapiens zinc
finger protein 608
(ZNF608), transcript
variant X2, mRNA

Q9ULD9 158 1.00E-42 Zinc finger protein
608 SPAC16.05c 52.4 9.00E-06 COG5189 pfam06583 Neogenin_C

Neogenin C-
terminus. This
family represents
the C-terminus of
eukaryotic neogenin
precursor proteins,
which contains
several potential
phosphorylation
sites. Neogenin is a
member of the N-
CAM family of cell
adhesion molecules
(and therefore
contains multiple
copies of
pfam00047 and
pfam00041) and is
closely related to the
DCC tumor
suppressor gene
product - these
proteins may play
an integral role in
regulating
differentiation
programmes and/or
cell migration
events within many
adult and
embryonic tissues.

. . GO:0046872|metal
ion binding; . .



ENSG00000168952 0 1 0 0 0.830220431 5 2 0 0 -1.969191031 0.339401634 NA down no STXBP6 protein_coding chr14:24809656-
25050297:-

gi|675689171|ref|XP
_009004103.1| 1215 3.00E-159

PREDICTED:
syntaxin-binding
protein 6 isoform
X1 [Callithrix
jacchus]

gi|426376597|ref|X
M_004055036.1| 3796 0

PREDICTED:
Gorilla gorilla
gorilla syntaxin
binding protein 6
(amisyn), transcript
variant 1 (STXBP6),
mRNA

Q2YDL1 124 5.00E-33 Syntaxin-binding
protein 6 . . . . pfam15277 Sec3-PIP2_bind

Exocyst complex
component SEC3
N-terminal PIP2
binding PH. This is
the N-terminal
domain of fungal
and eukaryotic Sec3
proteins. Sec3 is a
component of the
exocyst complex
that is involved in
the docking of
exocytic vesicles
with fusion sites on
the plasma
membrane.This N-
terminal domain
contains a cryptic
pleckstrin
homology (PH)
fold, and all six
positively charged
lysine and arginine
residues in the PH
domain predicted to
bind the PIP2 head
group are
conserved. The
exocyst complex is
essential for many
exocytic events, by
tethering vesicles at
the plasma
membrane for
fusion In fission

GO:0051601|exocyst
localization;GO:000
6887|exocytosis;GO:
0006893|Golgi to
plasma membrane
transport;

GO:0000145|exocyst
;GO:0016021|integra
l component of
membrane;GO:0005
886|plasma
membrane;

GO:0017049|GTP-
Rho
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;

K08519 STXBP6; syntaxin-
binding protein 6

ENSG00000168958 3 1 1 0 1.297898355 2 1 0 1 1.048079494 0.455066759 0.580748276 up no MFF protein_coding chr2:227325151-
227357836:+

gi|31377607|ref|NP_
064579.3| 1701 0

mitochondrial
fission factor
isoform a [Homo
sapiens]

gi|197102687|ref|N
M_001132919.1| 3177 0

Pongo abelii
mitochondrial
fission factor
(MFF), mRNA

Q5R795 385 2.00E-129 Mitochondrial
fission factor . . . . pfam05644 Miff

Mitochondrial and
peroxisomal fission
factor Mff. This
protein has a role in
mitochondrial and
peroxisomal fission.

GO:0000266|mitoch
ondrial
fission;GO:0008053|
mitochondrial
fusion;GO:0090141|
positive regulation
of mitochondrial
fission;GO:0090314|
positive regulation
of protein targeting
to membrane;

GO:0030054|cell
junction;GO:001602
1|integral
component of
membrane;GO:0005
741|mitochondrial
outer
membrane;GO:0005
777|peroxisome;GO:
0008021|synaptic
vesicle;

GO:0042803|protein
homodimerization
activity;

. .

ENSG00000168961 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no LGALS9 protein_coding chr17:27629798-
27649560:+

gi|6806890|ref|NP_0
33665.1| 1697 0

galectin-9 isoform
long [Homo
sapiens]

gi|34532343|dbj|AK
126017.1| 2996 0

Homo sapiens
cDNA FLJ44029 fis,
clone
TESTI4027557,
highly  similar to
Galectin-9

O00182 222 6.00E-63 Galectin-9 . . . . pfam00337 Gal-bind_lectin

Galactoside-binding
lectin. This family
contains galactoside
binding lectins.
The family also
includes enzymes
such as human
eosinophil
lysophospholipase
(EC:3.1.1.5).

GO:0071346|cellular
response to
interferon-
gamma;GO:0098586
|cellular response to
virus;GO:0006935|c
hemotaxis;GO:0070
371|ERK1 and
ERK2
cascade;GO:000756
5|female
pregnancy;GO:0006
954|inflammatory
response;GO:00601
35|maternal process
involved in female
pregnancy;GO:0002
519|natural killer
cell tolerance
induction;GO:00460
07|negative
regulation of
activated T cell
proliferation;GO:20
00562|negative
regulation of CD4-
positive, alpha-beta
T cell
proliferation;GO:00
32682|negative
regulation of
chemokine
production;GO:0010
629|negative
regulation of gene

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
15|extracellular
space;GO:0005622|i
ntracellular;GO:000
5634|nucleus;

GO:0030246|carboh
ydrate
binding;GO:004803
0|disaccharide
binding;GO:001989
9|enzyme
binding;GO:000553
4|galactose
binding;GO:000487
1|signal transducer
activity;

K10093 LGALS9; galectin-9

ENSG00000169018 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no FEM1B protein_coding chr15:68277803-
68295865:+

gi|7657265|ref|NP_0
56137.1| 3336 0

protein fem-1
homolog B [Homo
sapiens]

gi|531990850|ref|N
M_015322.4| 7122 0

Homo sapiens fem-
1 homolog b (C.
elegans) (FEM1B),
mRNA

P0C6P7 321 6.00E-105 Protein fem-1
homolog B all2748 92.4 2.00E-18 COG0666 pfam12796 Ank_2 Ankyrin repeats (3

copies).

GO:0006915|apopto
tic
process;GO:006044
2|branching
involved in prostate
gland
morphogenesis;GO:
0060743|epithelial
cell maturation
involved in prostate
gland
development;GO:20
00001|regulation of
DNA damage
checkpoint;GO:1902
041|regulation of
extrinsic apoptotic
signaling pathway
via death domain
receptors;GO:00514
38|regulation of
ubiquitin-protein
transferase activity;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0004842|ubiquit
in-protein
transferase activity;

K10349 FEM1B; Fem-1
homolog b

ENSG00000169045 250 526 306 587 478.2405547 581 589 650 632 -0.063773143 0.718926522 0.80156903 down no HNRNPH1 protein_coding chr5:179614178-
179634784:-

gi|10946928|ref|NP_
067485.1| 1988 0

heterogeneous
nuclear
ribonucleoprotein H
[Mus musculus]

gi|34366233|emb|BX
647205.1| 5534 0

Homo sapiens
mRNA; cDNA
DKFZp686D2162
(from clone
DKFZp686D2162)

O35737 258 6.00E-81
Heterogeneous
nuclear
ribonucleoprotein H

. . . . pfam08080 zf-RNPHF

RNPHF zinc finger.
This domain is a
putative zinc-
binding domain
(CHHC motif) in
RNP H and F. The
domain is often
associated with
pfam00076.

GO:1901653|cellular
response to
peptide;GO:0006397
|mRNA
processing;GO:0043
484|regulation of
RNA
splicing;GO:000639
6|RNA
processing;GO:0008
380|RNA splicing;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:000568
1|spliceosomal
complex;

GO:0019899|enzym
e
binding;GO:000016
6|nucleotide
binding;GO:000372
3|RNA binding;

K12898

HNRNPF_H;
heterogeneous
nuclear
ribonucleoprotein
F/H

ENSG00000169057 32 25 27 14 25.19455648 37 21 14 22 0.728343351 0.145844535 0.24919893 up no MECP2 protein_coding chrX:154021573-
154137103:-

gi|306450689|gb|AD
M88591.1| 1198 1.00E-143

methyl CpG binding
protein 2 transcript
variant 1 [Homo
sapiens]

gi|160707948|ref|N
M_004992.3| 10238 0

Homo sapiens
methyl CpG binding
protein 2 (MECP2),
transcript variant 1,
mRNA

E7EU14 55.1 1.00E-07 Protein PPP5D1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0032869|cellular
response to insulin
stimulus;GO:004259
3|glucose
homeostasis;GO:000
8286|insulin
receptor signaling
pathway;GO:004800
9|insulin-like
growth factor
receptor signaling
pathway;GO:000016
5|MAPK
cascade;GO:004662
7|negative
regulation of insulin
receptor signaling
pathway;GO:004667
6|negative
regulation of insulin
secretion;GO:00140
65|phosphatidylinos
itol 3-kinase
signaling;GO:00480
15|phosphatidylinos
itol-mediated
signaling;GO:00082
84|positive
regulation of cell
proliferation;GO:00
32000|positive
regulation of fatty
acid beta-
oxidation;GO:00463
26|positive

GO:0005901|caveol
a;GO:0005737|cytop
lasm;GO:0005829|cy
tosol;GO:0005899|in
sulin receptor
complex;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0016303|1-
phosphatidylinositol
-3-kinase
activity;GO:0005158
|insulin receptor
binding;GO:000515
9|insulin-like
growth factor
receptor
binding;GO:004354
8|phosphatidylinosit
ol 3-kinase
binding;GO:004693
4|phosphatidylinosit
ol-4,5-bisphosphate
3-kinase
activity;GO:0005080
|protein kinase C
binding;GO:000508
8|Ras guanyl-
nucleotide exchange
factor
activity;GO:0042169
|SH2 domain
binding;GO:000487
1|signal transducer
activity;GO:0005068
|transmembrane
receptor protein
tyrosine kinase
adaptor activity;

K11588
MECP2; methyl
CpG binding
protein 2

ENSG00000169083 0 0 0 0 0.300942813 1 0 1 1 -1.464893049 0.554339694 NA down no AR protein_coding chrX:67544032-
67730619:+

gi|21322252|ref|NP_
000035.2| 3739 0

androgen receptor
isoform 1 [Homo
sapiens]

gi|349501065|ref|N
M_000044.3| 10652 0

Homo sapiens
androgen receptor
(AR), transcript
variant 1, mRNA

P10275 108 9.00E-22 Androgen receptor . . . . pfam02166 Androgen_recep Androgen receptor.

GO:0030521|androg
en receptor
signaling
pathway;GO:003052
2|intracellular
receptor signaling
pathway;GO:200123
7|negative
regulation of
extrinsic apoptotic
signaling
pathway;GO:004572
0|negative
regulation of
integrin biosynthetic
process;GO:000828
4|positive regulation
of cell
proliferation;GO:00
51092|positive
regulation of NF-
kappaB
transcription factor
activity;GO:0042327
|positive regulation
of
phosphorylation;GO
:0045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription DNA

GO:0005737|cytopla
sm;GO:0000790|nuc
lear
chromatin;GO:0005
634|nucleus;

GO:0005497|androg
en
binding;GO:000488
2|androgen receptor
activity;GO:0008013
|beta-catenin
binding;GO:000487
9|RNA polymerase
II transcription
factor activity,
ligand-activated
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000549
6|steroid
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000827
0|zinc ion binding;

K08557 NR3C4, AR;
androgen receptor

ENSG00000169122 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no FAM110B protein_coding chr8:57994509-
58204279:+

gi|148673748|gb|ED
L05695.1| 1644 0

RIKEN cDNA
1700012H17,
isoform CRA_c,
partial [Mus
musculus]

gi|83281205|ref|NM
_147189.2| 3438 0

Homo sapiens
family with
sequence similarity
110, member B
(FAM110B), mRNA

Q8TC76 624 0 Protein FAM110B . . . . pfam14160 FAM110_C

Centrosome-
associated C
terminus. This is the
C-terminus of a
family of proteins
that colocalize with
the
centrosome/microtu
bule organisation
centre in interphase
and at the spindle
poles in mitosis.

.

GO:0005737|cytopla
sm;GO:0005815|mic
rotubule organizing
center;GO:0005739|
mitochondrion;

. . .



ENSG00000169126 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ARMC4 protein_coding chr10:27812164-
27999048:-

gi|31657114|ref|NP_
060546.2| 5223 0

armadillo repeat-
containing protein 4
isoform 1 [Homo
sapiens]

gi|585866347|ref|N
M_018076.3| 3572 0

Homo sapiens
armadillo repeat
containing 4
(ARMC4),
transcript variant 3,
mRNA

Q5T2S8 2017 0 Armadillo repeat-
containing protein 4 . . . . pfam13646 HEAT_2

HEAT repeats. This
family includes
multiple HEAT
repeats.

GO:0003341|cilium
movement;GO:0007
368|determination
of left/right
symmetry;GO:00075
07|heart
development;GO:00
36158|outer dynein
arm
assembly;GO:00033
56|regulation of
cilium beat
frequency;GO:0021
591|ventricular
system
development;

GO:0005930|axone
me;GO:0097546|cili
ary
base;GO:0005737|cy
toplasm;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

. . .

ENSG00000169139 39 53 39 65 67.7768193 92 95 120 87 -0.478625387 0.052070537 0.116990522 down no UBE2V2 protein_coding chr8:48008400-
48064708:+

gi|795085008|ref|XP
_011825829.1| 841 3.00E-104

PREDICTED:
ubiquitin-
conjugating enzyme
E2 variant 2 isoform
X1 [Mandrillus
leucophaeus]

gi|530388561|ref|X
M_005251300.1| 4304 0

PREDICTED:
Homo sapiens
ubiquitin-
conjugating enzyme
E2 variant 2
(UBE2V2),
transcript variant
X2, mRNA

Q5R6C9 285 4.00E-97
Ubiquitin-
conjugating enzyme
E2 variant 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000729|DNA
double-strand break
processing;GO:0042
275|error-free
postreplication
DNA repair;

GO:0070062|extrace
llular
exosome;GO:00056
34|nucleus;GO:0031
372|UBC13-MMS2
complex;

GO:0061631|ubiquit
in conjugating
enzyme activity;

K10704
UBE2V; ubiquitin-
conjugating enzyme
E2 variant

ENSG00000169180 0 0 0 0 0.301084506 2 1 0 0 -1.466319027 0.62641174 NA down no XPO6 protein_coding chr16:28097979-
28211920:-

gi|795122448|ref|XP
_011788853.1| 5644 0

PREDICTED:
exportin-6 isoform
X1 [Colobus
angolensis palliatus]

gi|401461772|ref|N
M_015171.3| 4422 0

Homo sapiens
exportin 6 (XPO6),
transcript variant 2,
mRNA

Q924Z6 266 3.00E-81 Exportin-6 . . . . pfam08389 Xpo1

Exportin 1-like
protein. The
sequences featured
in this family are
similar to a region
close to the N-
terminus of yeast
exportin 1 (Xpo1,
Crm1). This region
is found just C-
terminal to an
importin-beta N-
terminal domain
(pfam03810) in
many members of
this family. Exportin
1 is a nuclear export
receptor that
interacts with
leucine-rich nuclear
export signal (NES)
sequences, and
Ran-GTP, and is
involved in
translocation of
proteins out of the
nucleus.

GO:0006611|protein
export from
nucleus;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005634|
nucleus;GO:000588
6|plasma membrane;

GO:0008565|protein
transporter activity; . .

ENSG00000169282 0 0 0 3 2.496125799 3 7 4 8 -2.448937726 0.039805368 0.096828014 down no KCNAB1 protein_coding chr3:156037701-
156539138:+

gi|27436962|ref|NP_
003462.2| 2179 0

voltage-gated
potassium channel
subunit beta-1
isoform 2 [Homo
sapiens]

gi|426342614|ref|X
M_004037885.1| 4103 0

PREDICTED:
Gorilla gorilla
gorilla potassium
voltage-gated
channel, shaker-
related subfamily,
beta member 1,
transcript variant 2
(KCNAB1), mRNA

P63143 218 7.00E-68
Voltage-gated
potassium channel
subunit beta-1

SPCC965.06 110 9.00E-28 COG0667 pfam00248 Aldo_ket_red

Aldo/keto reductase
family. This family
includes a number
of K+ ion channel
beta chain
regulatory domains
- these are reported
to have
oxidoreductase
activity.

GO:0055114|oxidati
on-reduction
process;GO:190225
9|regulation of
delayed rectifier
potassium channel
activity;GO:1901379
|regulation of
potassium ion
transmembrane
transport;

GO:0005829|cytosol
;GO:0031234|extrins
ic component of
cytoplasmic side of
plasma
membrane;GO:0034
705|potassium
channel complex;

GO:0004033|aldo-
keto reductase
(NADP)
activity;GO:0070402
|NADPH
binding;GO:001545
9|potassium channel
regulator
activity;GO:0005249
|voltage-gated
potassium channel
activity;

K04882

KCNAB1;
potassium voltage-
gated channel
Shaker-related
subfamily A, beta
member 1

ENSG00000169371 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no SNUPN protein_coding chr15:75598083-
75626469:-

gi|193786121|dbj|B
AG51404.1| 1850 0

unnamed protein
product [Homo
sapiens]

gi|16549224|dbj|AK
054641.1| 1924 0

Homo sapiens
cDNA FLJ30079 fis,
clone
BGGI12000544,
highly similar to
Snurportin-1 (RNA
U transporter 1)

O95149 116 1.00E-28 Snurportin-1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030509|BMP
signaling
pathway;GO:006039
5|SMAD protein
signal
transduction;GO:00
55085|transmembra
ne
transport;GO:00068
10|transport;

GO:0005789|endopl
asmic reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0016
020|membrane;

GO:0008521|acetyl-
CoA transporter
activity;GO:0015295
|solute:proton
symporter activity;

K13151 SNUPN, RNUT1;
snurportin-1

ENSG00000169372 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no CRADD protein_coding chr12:93677375-
93894840:+

gi|742117211|ref|XP
_010837999.1| 972 5.00E-128

PREDICTED: death
domain-containing
protein CRADD
[Bison bison bison]

gi|23138678|gb|BC0
37905.1| 1384 0

Homo sapiens
CASP2 and RIPK1
domain containing
adaptor with death
domain, mRNA
(cDNA clone
MGC:43958
IMAGE:5276510),
complete cds

P78560 167 7.00E-49
Death domain-
containing protein
CRADD

. . . . pfam00619 CARD

Caspase recruitment
domain. Motif
contained in
proteins involved in
apoptotic signaling.
Predicted to possess
a DEATH
(pfam00531)
domain-like fold.

GO:0006919|activati
on of cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:007126
0|cellular response
to mechanical
stimulus;GO:000697
7|DNA damage
response, signal
transduction by p53
class mediator
resulting in cell
cycle
arrest;GO:0008625|e
xtrinsic apoptotic
signaling pathway
via death domain
receptors;GO:20012
35|positive
regulation of
apoptotic signaling
pathway;GO:004298
1|regulation of
apoptotic process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0070513|death
domain
binding;GO:000202
0|protease
binding;GO:003067
4|protein binding,
bridging;

K02832

RAIDD; CASP2 and
RIPK1 domain
containing adaptor
with death domain

ENSG00000169375 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SIN3A protein_coding chr15:75369379-
75455842:-

gi|23397666|ref|NP_
056292.1| 6033 0

paired amphipathic
helix protein Sin3a
[Homo sapiens]

gi|223941784|ref|N
M_001145358.1| 6737 0

Homo sapiens SIN3
transcription
regulator family
member A (SIN3A),
transcript variant 1,
mRNA

Q60520 235 1.00E-69 Paired amphipathic
helix protein Sin3a SPBC12C2.10c 327 1.00E-93 COG5602 pfam08295 Sin3_corepress

Sin3 family co-
repressor. This
domain is found on
transcriptional
regulators. It forms
interactions with
histone
deacetylases.

GO:0002218|activati
on of innate
immune
response;GO:00075
68|aging;GO:003461
3|cellular protein
localization;GO:190
3351|cellular
response to
dopamine;GO:0071
333|cellular
response to glucose
stimulus;GO:000018
3|chromatin
silencing at
rDNA;GO:0006260|
DNA
replication;GO:0002
244|hematopoietic
progenitor cell
differentiation;GO:0
016575|histone
deacetylation;GO:00
01701|in utero
embryonic
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:004275
4|negative
regulation of
circadian
rhythm;GO:1901675
|negative regulation

GO:0005737|cytopla
sm;GO:0045171|inte
rcellular
bridge;GO:0000776|
kinetochore;GO:000
5730|nucleolus;GO:
0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0016580|Sin
3
complex;GO:000566
7|transcription
factor
complex;GO:001705
3|transcriptional
repressor complex;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:003355
8|protein
deacetylase
activity;GO:0003723
|RNA
binding;GO:000110
2|RNA polymerase
II activating
transcription factor
binding;GO:000110
3|RNA polymerase
II repressing
transcription factor
binding;GO:000110
6|RNA polymerase
II transcription
corepressor
activity;GO:0003714
|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000813
4|transcription
factor
binding;GO:000097
6|transcription
regulatory region
sequence specific

K11644
SIN3A; paired
amphipathic helix
protein Sin3a

ENSG00000169398 1 14 2 35 20.92211674 44 42 27 36 -1.223187703 0.066633905 0.138837964 down no PTK2 protein_coding chr8:140657900-
141002216:-

gi|675753433|ref|XP
_008971126.1| 5598 0

PREDICTED: focal
adhesion kinase 1
isoform X7 [Pan
paniscus]

gi|313851041|ref|N
M_153831.3| 4473 0

Homo sapiens
protein tyrosine
kinase 2 (PTK2),
transcript variant 1,
mRNA

O35346 146 8.00E-80 Focal adhesion
kinase 1 . . . . pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0019731|antibac
terial humoral
response;GO:00508
30|defense response
to Gram-positive
bacterium;GO:0002
227|innate immune
response in
mucosa;GO:000640
1|RNA catabolic
process;

GO:0070062|extrace
llular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular space;

GO:0004519|endon
uclease
activity;GO:0003676
|nucleic acid
binding;GO:000454
0|ribonuclease
activity;

K05725
PTK2, FAK; focal
adhesion kinase 1
[EC:2.7.10.2]

ENSG00000169410 0 1 3 3 3.083621566 8 3 5 5 -1.075905497 0.223744872 0.344344945 down no PTPN9 protein_coding chr15:75463251-
75579289:-

gi|4506301|ref|NP_0
02824.1| 3208 0

tyrosine-protein
phosphatase non-
receptor type 9
[Homo sapiens]

gi|117320638|gb|AC
105137.18| 5736 0

Homo sapiens
chromosome 15,
clone CTD-
2562G15, complete
sequence

P43378 110 9.00E-28
Tyrosine-protein
phosphatase non-
receptor type 9

SPAC11E3.09 132 1.00E-31 COG5599 pfam00102 Y_phosphatase Protein-tyrosine
phosphatase.

GO:0006470|protein
dephosphorylation;

GO:0005737|cytopla
sm;

GO:0004726|non-
membrane spanning
protein tyrosine
phosphatase
activity;GO:0004725
|protein tyrosine
phosphatase
activity;

K18038

PTPN9, MEG2;
tyrosine-protein
phosphatase non-
receptor type 9
[EC:3.1.3.48]

ENSG00000169439 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no SDC2 protein_coding chr8:96493351-
96611780:+

gi|386787|gb|AAA5
2701.1| 970 6.00E-149

heparan sulfate
proteoglycan core
protein, partial
[Homo sapiens]

gi|426360293|ref|X
M_004047334.1| 3551 0

PREDICTED:
Gorilla gorilla
gorilla syndecan 2,
transcript variant 2
(SDC2), mRNA

P34741 220 2.00E-71 Syndecan-2 . . . . pfam01034 Syndecan

Syndecan domain.
Syndecans are
transmembrane
heparin sulfate
proteoglycans
which are
implicated in the
binding of
extracellular matrix
components and
growth factors.

GO:0008218|biolum
inescence;GO:00164
77|cell
migration;GO:00488
13|dendrite
morphogenesis;GO:
0048013|ephrin
receptor signaling
pathway;GO:000602
4|glycosaminoglyca
n biosynthetic
process;GO:000602
7|glycosaminoglyca
n catabolic
process;GO:003020
3|glycosaminoglyca
n metabolic
process;GO:004881
4|regulation of
dendrite
morphogenesis;GO:
0001523|retinoid
metabolic process;

GO:0009986|cell
surface;GO:0005796
|Golgi
lumen;GO:0016021|i
ntegral component
of
membrane;GO:0043
202|lysosomal
lumen;GO:0005886|
plasma membrane;

GO:0030165|PDZ
domain binding; K16336 SDC2; syndecan 2



ENSG00000169504 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CLIC4 protein_coding chr1:24745357-
24844324:+

gi|635110599|ref|XP
_007978188.1| 1358 1.00E-170

PREDICTED:
chloride
intracellular channel
protein 4
[Chlorocebus
sabaeus]

gi|209870110|ref|N
M_013943.2| 4346 0

Homo sapiens
chloride
intracellular channel
4 (CLIC4), mRNA

Q9Y696 49.7 5.00E-06
Chloride
intracellular channel
protein 4

. . . . pfam13409 GST_N_2

Glutathione S-
transferase, N-
terminal domain.
This family is
closely related to
pfam02798.

GO:0001525|angiog
enesis;GO:0006915|
apoptotic
process;GO:004875
4|branching
morphogenesis of
an epithelial
tube;GO:0030154|ce
ll
differentiation;GO:0
071277|cellular
response to calcium
ion;GO:0006821|chl
oride
transport;GO:00018
86|endothelial cell
morphogenesis;GO:
0035088|establishme
nt or maintenance
of apical/basal cell
polarity;GO:000956
6|fertilization;GO:00
30216|keratinocyte
differentiation;GO:0
035264|multicellular
organism
growth;GO:0030336
|negative regulation
of cell
migration;GO:00514
93|regulation of
cytoskeleton
organization;GO:00
61299|retina
vasculature

GO:0015629|actin
cytoskeleton;GO:00
45177|apical part of
cell;GO:0009986|cell
surface;GO:0005911
|cell-cell
junction;GO:000581
3|centrosome;GO:00
34707|chloride
channel
complex;GO:000573
7|cytoplasm;GO:003
0659|cytoplasmic
vesicle
membrane;GO:0005
829|cytosol;GO:007
0062|extracellular
exosome;GO:00056
22|intracellular;GO:
0005902|microvillus
;GO:0030496|midbo
dy;GO:0005739|mit
ochondrion;GO:001
6363|nuclear
matrix;GO:0048471|
perinuclear region
of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0005254|chlorid
e channel
activity;GO:0005244
|voltage-gated ion
channel activity;

K05024
CLIC4; chloride
intracellular channel
protein 4

ENSG00000169554 333 184 255 152 192.5294362 104 91 133 86 1.860500842 2.46E-05 0.000367831 up yes ZEB2 protein_coding chr2:144364364-
144524583:-

gi|40788290|dbj|BA
A25495.2| 6035 0 KIAA0569 protein

[Homo sapiens]
gi|284413744|ref|N
M_014795.3| 9243 0

Homo sapiens zinc
finger E-box
binding homeobox
2 (ZEB2), transcript
variant 1, mRNA

E7EU14 66.6 7.00E-11 Protein PPP5D1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016266|O-
glycan processing;

GO:0005576|extrace
llular
region;GO:0005796|
Golgi
lumen;GO:0016021|i
ntegral component
of
membrane;GO:0005
886|plasma
membrane;

. K09299
ZEB1_2; zinc finger
homeobox protein
1/2

ENSG00000169562 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no GJB1 protein_coding chrX:71215194-
71225516:+

gi|4504005|ref|NP_0
00157.1| 1452 0

gap junction beta-1
protein [Homo
sapiens]

gi|426396337|ref|X
M_004064356.1| 1851 0

PREDICTED:
Gorilla gorilla
gorilla gap junction
protein, beta 1,
32kDa, transcript
variant 3 (GJB1),
mRNA

P08034 562 0 Gap junction beta-1
protein . . . . pfam00029 Connexin Connexin.

GO:0007267|cell-
cell
signaling;GO:00162
64|gap junction
assembly;GO:00073
99|nervous system
development;GO:00
51259|protein
oligomerization;GO:
0015868|purine
ribonucleotide
transport;GO:00068
10|transport;

GO:0005922|connex
on
complex;GO:000578
9|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0005243|gap
junction channel
activity;

K07620
GJB1, CX32; gap
junction protein,
beta 1

ENSG00000169714 1479 1113 1342 720 953.1936881 380 492 649 511 1.884876143 4.20E-06 9.58E-05 up yes CNBP protein_coding chr3:129169484-
129183922:-

gi|297263145|ref|XP
_001093980.2| 968 1.00E-123

PREDICTED:
hypothetical protein
LOC705622
[Macaca mulatta]

gi|187608720|ref|N
M_003418.4| 1664 0

Homo sapiens
CCHC-type zinc
finger, nucleic acid
binding protein
(CNBP), transcript
variant 3, mRNA

O42395 107 2.00E-40 Cellular nucleic
acid-binding protein SPAC13D6.02c 107 5.00E-26 COG5082 pfam00098 zf-CCHC

Zinc knuckle. The
zinc knuckle is a
zinc binding motif
composed of the the
following
CX2CX4HX4C
where X can be any
amino acid. The
motifs are mostly
from retroviral gag
proteins
(nucleocapsid).
Prototype structure
is from HIV. Also
contains members
involved in
eukaryotic gene
regulation, such as
C. elegans GLH-1.
Structure is an 18-
residue zinc finger.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005783|endopl
asmic reticulum;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

K09250
CNBP; cellular
nucleic acid-binding
protein

ENSG00000169740 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ZNF32 protein_coding chr10:43643859-
43648856:-

gi|24307925|ref|NP_
008904.1| 1454 0 zinc finger protein

32 [Homo sapiens]
gi|53759140|ref|NM
_001005368.1| 1201 0

Homo sapiens zinc
finger protein 32
(ZNF32), transcript
variant 2, mRNA

P17041 564 0 Zinc finger protein
32 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000169744 0 3 0 10 5.945023469 7 10 15 13 -1.456474042 0.078159666 0.156468617 down no LDB2 protein_coding chr4:16501541-
16898809:-

gi|514451912|ref|XP
_003465082.2| 1831 0

PREDICTED: LIM
domain-binding
protein 2 isoform
X1 [Cavia
porcellus]

gi|21754450|dbj|AK
095238.1| 2702 0

Homo sapiens
cDNA FLJ37919 fis,
clone
CTONG1000180

O43679 232 2.00E-73 LIM domain-
binding protein 2 . . . . pfam01803 LIM_bind

LIM-domain
binding protein.
The LIM-domain
binding protein,
binds to the LIM
domain pfam00412
of LIM
homeodomain
proteins which are
transcriptional
regulators of
development.
Nuclear LIM
interactor (NLI) /
LIM domain-
binding protein 1
(LDB1) is located in
the nuclei of
neuronal cells
during
development, it is
co-expressed with
Isl1 in early motor
neuron
differentiation and
has a suggested role
in the Isl1
dependent
development of
motor neurons. It is
suggested that these
proteins act
synergistically to
enhance
transcriptional

GO:0010669|epitheli
al structure
maintenance;GO:00
01942|hair follicle
development;GO:00
44089|positive
regulation of
cellular component
biogenesis;GO:0045
944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00303
34|regulation of cell
migration;GO:00435
49|regulation of
kinase
activity;GO:0035019
|somatic stem cell
population
maintenance;

GO:0031252|cell
leading
edge;GO:0005634|n
ucleus;GO:0005667|
transcription factor
complex;

GO:0019899|enzym
e
binding;GO:003027
4|LIM domain
binding;GO:000098
9|transcription
factor activity,
transcription factor
binding;

. .

ENSG00000169758 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no TMEM266 protein_coding chr15:76059837-
76229121:+

gi|118442841|ref|NP
_689548.2| 2228 0

transmembrane
protein C15orf27
[Homo sapiens]

gi|118442840|ref|N
M_152335.2| 2399 0

Homo sapiens
chromosome 15
open reading frame
27 (C15orf27),
mRNA

Q2M3C6 424 3.00E-139 Transmembrane
protein 266 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0045216|cell-
cell junction
organization;GO:00
07160|cell-matrix
adhesion;GO:00430
09|chordate
embryonic
development;GO:00
45184|establishment
of protein
localization;GO:000
7163|establishment
or maintenance of
cell
polarity;GO:004306
6|negative
regulation of
apoptotic
process;GO:005068
0|negative
regulation of
epithelial cell
proliferation;GO:20
00346|negative
regulation of
hepatocyte
proliferation;GO:20
00178|negative
regulation of neural
precursor cell
proliferation;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00108

GO:0005911|cell-
cell
junction;GO:000592
5|focal
adhesion;GO:00484
71|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0019901|protein
kinase
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000169760 0 3 1 0 3.449951125 9 7 6 7 -2.334085337 0.015955285 0.049997066 down yes NLGN1 protein_coding chr3:173396284-
174286644:+

gi|40789036|dbj|BA
A83022.2| 3986 0 KIAA1070 protein

[Homo sapiens]
gi|530374161|ref|X
M_005247234.1| 8133 0

PREDICTED:
Homo sapiens
neuroligin 1
(NLGN1), transcript
variant X6, mRNA

Q8N2Q7 465 6.00E-157 Neuroligin-1 BS_pnbA 204 3.00E-54 COG2272 pfam00135 COesterase Carboxylesterase
family.

GO:0097113|AMPA
glutamate receptor
clustering;GO:00163
39|calcium-
dependent cell-cell
adhesion via plasma
membrane cell
adhesion
molecules;GO:0048
789|cytoskeletal
matrix organization
at active
zone;GO:0045184|es
tablishment of
protein
localization;GO:000
7157|heterophilic
cell-cell adhesion
via plasma
membrane cell
adhesion
molecules;GO:0060
291|long-term
synaptic
potentiation;GO:006
1002|negative
regulation of
dendritic spine
morphogenesis;GO:
0007399|nervous
system
development;GO:00
97115|neurexin
clustering involved
in presynaptic

GO:0030054|cell
junction;GO:000998
6|cell
surface;GO:0030425
|dendrite;GO:00431
98|dendritic
shaft;GO:0043197|d
endritic
spine;GO:0009897|e
xternal side of
plasma
membrane;GO:0032
433|filopodium
tip;GO:0005794|Gol
gi
apparatus;GO:00058
87|integral
component of
plasma
membrane;GO:0017
146|NMDA selective
glutamate receptor
complex;GO:000588
6|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0098
793|presynapse;GO:
0045202|synapse;

GO:0052689|carbox
ylic ester hydrolase
activity;GO:0050839
|cell adhesion
molecule
binding;GO:004204
3|neurexin family
protein
binding;GO:003016
5|PDZ domain
binding;GO:004698
3|protein
dimerization
activity;GO:0004872
|receptor
activity;GO:0097110
|scaffold protein
binding;

K07378 NLGN; neuroligin

ENSG00000169783 0 2 1 8 7.525525315 16 18 8 21 -2.099999948 0.004058926 0.018619093 down yes LINGO1 protein_coding chr15:77613027-
77820900:-

gi|731493514|ref|XP
_010592069.1| 3102 0

PREDICTED:
leucine-rich repeat
and
immunoglobulin-
like domain-
containing nogo
receptor-interacting
protein 1 isoform
X1 [Loxodonta
africana]

gi|426379918|ref|X
M_004056586.1| 2971 0

PREDICTED:
Gorilla gorilla
gorilla leucine rich
repeat and Ig
domain containing
1, transcript variant
1 (LINGO1),
mRNA

Q96FE5 241 3.00E-74

Leucine-rich repeat
and
immunoglobulin-
like domain-
containing nogo
receptor-interacting
protein 1

SPy1798 68.6 8.00E-11 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0007409|axonog
enesis;GO:0050771|
negative regulation
of
axonogenesis;GO:00
07165|signal
transduction;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005154|epider
mal growth factor
receptor binding;

. .



ENSG00000169813 43 26 22 10 19.32453834 3 8 10 4 2.728225566 4.08E-05 0.00054021 up yes HNRNPF protein_coding chr10:43385617-
43409166:-

gi|4826760|ref|NP_0
04957.1| 2095 0

heterogeneous
nuclear
ribonucleoprotein F
[Homo sapiens]

gi|148470396|ref|N
M_001098208.1| 2755 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein F
(HNRNPF),
transcript variant 1,
mRNA

P52597 811 0
Heterogeneous
nuclear
ribonucleoprotein F

. . . . pfam08080 zf-RNPHF

RNPHF zinc finger.
This domain is a
putative zinc-
binding domain
(CHHC motif) in
RNP H and F. The
domain is often
associated with
pfam00076.

GO:0006397|mRNA
processing;GO:0043
484|regulation of
RNA
splicing;GO:000838
0|RNA splicing;

GO:0005654|nucleo
plasm;GO:0005681|s
pliceosomal
complex;

GO:0000166|nucleot
ide
binding;GO:000372
7|single-stranded
RNA binding;

K12898

HNRNPF_H;
heterogeneous
nuclear
ribonucleoprotein
F/H

ENSG00000169826 1 3 2 4 2.463947227 1 5 4 1 0.348457322 0.704750844 0.793415996 up no CSGALNACT2 protein_coding chr10:43138486-
43185308:+

gi|114630276|ref|XP
_507752.2| 2690 0

PREDICTED:
chondroitin sulfate
N-
acetylgalactosaminyl
transferase 2
isoform X1 [Pan
troglodytes]

gi|427197602|ref|N
M_018590.4| 3730 0

Homo sapiens
chondroitin sulfate
N-
acetylgalactosaminyl
transferase 2
(CSGALNACT2),
mRNA

Q8N6G5 1039 0

Chondroitin sulfate
N-
acetylgalactosaminyl
transferase 2

. . . . pfam05679 CHGN
Chondroitin N-
acetylgalactosaminyl
transferase.

GO:0030206|chondr
oitin sulfate
biosynthetic
process;GO:005065
0|chondroitin
sulfate proteoglycan
biosynthetic
process;GO:005065
3|chondroitin
sulfate proteoglycan
biosynthetic
process,
polysaccharide
chain biosynthetic
process;GO:005065
1|dermatan sulfate
proteoglycan
biosynthetic
process;GO:005065
2|dermatan sulfate
proteoglycan
biosynthetic
process,
polysaccharide
chain biosynthetic
process;GO:003016
6|proteoglycan
biosynthetic
process;

GO:0032580|Golgi
cisterna
membrane;GO:0000
139|Golgi
membrane;GO:0030
173|integral
component of Golgi
membrane;GO:0016
020|membrane;

GO:0008376|acetylg
alactosaminyltransfe
rase
activity;GO:0047238
|glucuronosyl-N-
acetylgalactosaminyl
-proteoglycan 4-
beta-N-
acetylgalactosaminyl
transferase
activity;GO:0047237
|glucuronylgalactosy
lproteoglycan 4-
beta-N-
acetylgalactosaminyl
transferase
activity;GO:0046872
|metal ion binding;

K00746

CSGALNACT1_2;
chondroitin sulfate
N-
acetylgalactosaminyl
transferase 1/2
[EC:2.4.1.174
2.4.1.175]

ENSG00000169851 0 1 0 2 6.994035575 23 19 7 18 -3.998459291 7.45E-05 0.000852776 down yes PCDH7 protein_coding chr4:30720415-
31146805:+

gi|2979420|dbj|BAA
25195.1| 5001 0 PCDH7 (BH-Pcdh)b

[Homo sapiens]
gi|291084608|ref|N
M_032457.3| 6765 0

Homo sapiens
protocadherin 7
(PCDH7), transcript
variant c, mRNA

O60245 1920 0 Protocadherin-7 . . . . pfam08374 Protocadherin

Protocadherin. The
structure of
protocadherins is
similar to that of
classic cadherins
(pfam00028), but
particularly on the
cytoplasmic
domains they also
have some unique
features. They are
expressed in a
variety of organisms
and are found in
high concentrations
in the brain where
they seem to be
localized mainly at
cell-cell contact
sites. Their
expression seems to
be developmentally
regulated.

GO:0007156|homop
hilic cell adhesion
via plasma
membrane adhesion
molecules;GO:0002
576|platelet
degranulation;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0031
092|platelet alpha
granule membrane;

GO:0005509|calciu
m ion binding; K16498

PCDHD1;
protocadherin delta
1

ENSG00000169855 0 0 0 0 1.077780863 3 2 0 6 -3.311641805 0.065098611 0.137034589 down no ROBO1 protein_coding chr3:78597240-
79767815:-

gi|4506569|ref|NP_0
02932.1| 7880 0

roundabout
homolog 1 isoform
a precursor [Homo
sapiens]

gi|294345406|ref|N
M_133631.3| 7477 0

Homo sapiens
roundabout
guidance receptor 1
(ROBO1), transcript
variant 2, mRNA

O55005 86.3 8.00E-18 Roundabout
homolog 1 . . . . pfam07679 I-set Immunoglobulin I-

set domain.

GO:0006919|activati
on of cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:000741
1|axon
guidance;GO:00161
99|axon midline
choice point
recognition;GO:000
7155|cell
adhesion;GO:00020
42|cell migration
involved in
sprouting
angiogenesis;GO:00
21836|chemorepulsi
on involved in
postnatal olfactory
bulb interneuron
migration;GO:00075
07|heart
development;GO:00
07156|homophilic
cell adhesion via
plasma membrane
adhesion
molecules;GO:0030
336|negative
regulation of cell
migration;GO:00701
00|negative
regulation of
chemokine

GO:0030424|axon;G
O:0009986|cell
surface;GO:0005737
|cytoplasm;GO:0005
887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0008046|axon
guidance receptor
activity;GO:0042802
|identical protein
binding;GO:003027
5|LRR domain
binding;

K06753
ROBO1;
roundabout, axon
guidance receptor 1

ENSG00000169862 0 2 2 8 7.438139666 27 15 4 14 -1.91410009 0.01831068 0.055282332 down no CTNND2 protein_coding chr5:10971840-
11904043:-

gi|11034811|ref|NP_
001323.1| 6060 0

catenin delta-2
isoform 1 [Homo
sapiens]

gi|570359545|ref|N
M_001332.3| 5481 0

Homo sapiens
catenin (cadherin-
associated protein),
delta 2 (CTNND2),
transcript variant 1,
mRNA

O35927 259 1.00E-69 Catenin delta-2 . . . . pfam00514 Arm

Armadillo/beta-
catenin-like repeat.
Approx. 40 amino
acid repeat. Tandem
repeats form super-
helix of helices that
is proposed to
mediate interaction
of beta-catenin with
its ligands.
CAUTION: This
family does not
contain all known
armadillo repeats.

GO:0007155|cell
adhesion;GO:00609
97|dendritic spine
morphogenesis;GO:
0060828|regulation
of canonical Wnt
signaling
pathway;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00071
65|signal
transduction;GO:00
16337|single
organismal cell-cell
adhesion;GO:00508
08|synapse
organization;GO:00
06351|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0005912|adhere
ns
junction;GO:000573
7|cytoplasm;GO:003
0425|dendrite;GO:0
005634|nucleus;GO:
0043204|perikaryon;

GO:0008013|beta-
catenin binding; . .

ENSG00000169891 0 0 0 0 0.399066237 1 1 1 1 -1.873889225 0.346507732 NA down no REPS2 protein_coding chrX:16946691-
17153280:+

gi|125625326|ref|NP
_004717.2| 2776 0

ralBP1-associated
Eps domain-
containing protein 2
isoform 1 [Homo
sapiens]

gi|125625325|ref|N
M_004726.2| 7953 0

Homo sapiens
RALBP1 associated
Eps domain
containing 2
(REPS2), transcript
variant 1, mRNA

O00370 164 8.00E-40

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007173|epider
mal growth factor
receptor signaling
pathway;GO:000646
1|protein complex
assembly;

GO:0005737|cytopla
sm;

GO:0005509|calciu
m ion binding; . .

ENSG00000169908 0 0 0 0 0.206560414 0 0 2 0 -0.901932469 0.798356839 NA down no TM4SF1 protein_coding chr3:149369022-
149377865:-

gi|795287498|ref|XP
_011814325.1| 935 2.00E-134

PREDICTED:
transmembrane 4 L6
family member 1
isoform X1
[Colobus angolensis
palliatus]

gi|21752769|dbj|AK
093829.1| 3081 0

Homo sapiens
cDNA FLJ36510 fis,
clone
TRACH2001154,
highly similar to
TUMOR-
ASSOCIATED
ANTIGEN L6

P30408 379 3.00E-127 Transmembrane 4
L6 family member 1 . . . . pfam05805 L6_membrane

L6 membrane
protein. This family
consists of several
eukaryotic L6
membrane proteins.
L6, IL-TMP, and
TM4SF5 are cell
surface proteins
predicted to have
four transmembrane
domains. Previous
sequence analysis
led to their
assignment as
members of the
tetraspanin
superfamily it has
now been found
that that they are not
significantly related
to genuine
tetraspanins, but
instead constitute
their own L6 family.
Several members of
this family have
been implicated in
human cancer.

.
GO:0005887|integral
component of
plasma membrane;

. . .

ENSG00000169918 17 14 40 16 18.7722962 11 10 17 10 1.514348999 0.00601513 0.024891273 up yes OTUD7A protein_coding chr15:31475398-
31870789:-

gi|767983445|ref|XP
_011519589.1| 3830 0

PREDICTED: OTU
domain-containing
protein 7A isoform
X1 [Homo sapiens]

gi|117320655|gb|AC
021316.17| 9330 0

Homo sapiens
chromosome 15,
clone RP11-11J16,
complete sequence

Q8TE49 234 3.00E-69
OTU domain-
containing protein
7A

. . . . pfam02338 OTU

OTU-like cysteine
protease. This
family is comprised
of a group of
predicted cysteine
proteases,
homologous to the
Ovarian tumor
(OTU) gene in
Drosophila.
Members include
proteins from
eukaryotes, viruses
and pathogenic
bacterium. The
conserved cysteine
and histidine, and
possibly the
aspartate, represent
the catalytic
residues in this
putative group of
proteases.

GO:0006955|immun
e
response;GO:00431
24|negative
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00719
47|protein
deubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:003587
1|protein K11-
linked
deubiquitination;GO
:0071108|protein
K48-linked
deubiquitination;GO
:0070536|protein
K63-linked
deubiquitination;GO
:0050727|regulation
of inflammatory
response;GO:00450
88|regulation of
innate immune
response;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003677|DNA
binding;GO:007053
0|K63-linked
polyubiquitin
binding;GO:000484
3|ubiquitin-specific
protease
activity;GO:0008270
|zinc ion binding;

K11860

OTUD7A_B; OTU
domain-containing
protein 7
[EC:3.4.19.12]



ENSG00000169926 0 0 0 2 1.506167468 7 2 0 4 -2.22891697 0.165448552 0.275906519 down no KLF13 protein_coding chr15:31326855-
31435665:+

gi|37693995|ref|NP_
057079.2| 963 2.00E-114

Krueppel-like factor
13 isoform 1 [Homo
sapiens]

gi|114659871|ref|X
M_510269.2| 6476 0

PREDICTED: Pan
troglodytes
Kruppel-like factor
13 (KLF13), mRNA

Q9Y2Y9 375 9.00E-116 Krueppel-like factor
13 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0008285|negativ
e regulation of cell
proliferation;GO:00
45647|negative
regulation of
erythrocyte
differentiation;GO:0
006366|transcription
from RNA
polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09208
KLF9S, BTEB;
krueppel-like factor
9/13/14/16

ENSG00000169946 0 2 2 0 0.703511733 0 0 0 1 2.314854158 0.263063351 NA up no ZFPM2 protein_coding chr8:104590733-
105804532:+

gi|223890230|ref|NP
_036214.2| 6025 0

zinc finger protein
ZFPM2 [Homo
sapiens]

gi|332214056|ref|X
M_003256095.1| 4513 0

PREDICTED:
Nomascus
leucogenys zinc
finger protein, FOG
family member 2
(ZFPM2), transcript
variant X1, mRNA

E7EU14 53.9 7.00E-08 Protein PPP5D1 . . . . pfam13912 zf-C2H2_6 C2H2-type zinc
finger.

GO:0051835|positiv
e regulation of
synapse structural
plasticity;

GO:0005856|cytosk
eleton;GO:0043197|
dendritic spine;

GO:0005546|phosph
atidylinositol-4,5-
bisphosphate
binding;

K17442
ZFPM2, FOG2; zinc
finger protein
ZFPM2

ENSG00000169976 0 0 0 0 0.206560414 0 0 2 0 -0.901932469 0.798356839 NA down no SF3B5 protein_coding chr6:144094881-
144095573:-

gi|13775200|ref|NP_
112577.1| 475 2.00E-57

splicing factor 3B
subunit 5 [Homo
sapiens]

gi|42740890|ref|NM
_031287.2| 693 0

Homo sapiens
splicing factor 3b,
subunit 5, 10kDa
(SF3B5), mRNA

Q9BWJ5 187 6.00E-59 Splicing factor 3B
subunit 5 . . . . pfam07189 SF3b10

Splicing factor 3B
subunit 10
(SF3b10). This
family consists of
several eukaryotic
splicing factor 3B
subunit 10 (SF3b10)
proteins. SF3b10 is
a 10 kDa subunit of
the splicing factor
SF3b. SF3b
associates with the
splicing factor SF3a
and a 12S RNA unit
to form the U2
small nuclear
ribonucleoproteins
complex. SF3b10
and SF3b14b are
also thought to
facilitate the
interaction of U2
with the branch site.

GO:0000398|mRNA
splicing, via
spliceosome;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:007101
1|precatalytic
spliceosome;GO:00
05689|U12-type
spliceosomal
complex;GO:000568
6|U2 snRNP;

. K12832
SF3B5, SF3B10;
splicing factor 3B
subunit 5

ENSG00000169992 0 2 2 11 22.76912382 82 60 19 50 -3.420633932 1.29E-06 4.26E-05 down yes NLGN2 protein_coding chr17:7404874-
7419860:+

gi|402898579|ref|XP
_003912298.1| 3320 0

PREDICTED:
neuroligin-2 [Papio
anubis]

gi|527122072|ref|N
M_020795.3| 4642 0

Homo sapiens
neuroligin 2
(NLGN2), mRNA

Q8NFZ4 1291 0 Neuroligin-2 BS_pnbA 208 3.00E-56 COG2272 pfam00135 COesterase Carboxylesterase
family.

GO:0045217|cell-
cell junction
maintenance;GO:00
97116|gephyrin
clustering involved
in postsynaptic
density
assembly;GO:00356
41|locomotory
exploration
behavior;GO:00508
04|modulation of
synaptic
transmission;GO:00
50885|neuromuscul
ar process
controlling
balance;GO:000715
8|neuron cell-cell
adhesion;GO:20004
63|positive
regulation of
excitatory
postsynaptic
potential;GO:009715
1|positive regulation
of inhibitory
postsynaptic
potential;GO:003202
4|positive regulation
of insulin
secretion;GO:19024
74|positive
regulation of
protein localization

GO:0030054|cell
junction;GO:000998
6|cell
surface;GO:0060077
|inhibitory
synapse;GO:000588
7|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0045211|postsynapti
c
membrane;GO:0042
734|presynaptic
membrane;GO:0045
202|synapse;

GO:0052689|carbox
ylic ester hydrolase
activity;GO:0050839
|cell adhesion
molecule
binding;GO:004204
3|neurexin family
protein
binding;GO:000487
2|receptor activity;

K07378 NLGN; neuroligin

ENSG00000170004 15 23 18 80 63.48771195 83 131 123 123 -1.348449291 0.001115115 0.007144716 down yes CHD3 protein_coding chr17:7884806-
7912760:+

gi|52630326|ref|NP_
001005273.1| 8479 0

chromodomain-
helicase-DNA-
binding protein 3
isoform 1 [Homo
sapiens]

gi|158420730|ref|N
M_001005271.2| 7353 0

Homo sapiens
chromodomain
helicase DNA
binding protein 3
(CHD3), transcript
variant 3, mRNA

Q12873 163 5.00E-150
Chromodomain-
helicase-DNA-
binding protein 3

SPAC1783.05 465 3.00E-135 COG0553 pfam08074 CHDCT2

CHDCT2 (NUC038)
domain. The
CHDCT2 C-
terminal domain is
found in
PHD/RING finger
and chromo
domain-associated
CHD-like helicases.

GO:0051297|centros
ome
organization;GO:00
06333|chromatin
assembly or
disassembly;GO:190
1796|regulation of
signal transduction
by p53 class
mediator;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00070
51|spindle
organization;GO:00
06351|transcription,
DNA-templated;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:004511
1|intermediate
filament
cytoskeleton;GO:00
05730|nucleolus;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0016581|Nu
RD complex;

GO:0005524|ATP
binding;GO:000400
3|ATP-dependent
DNA helicase
activity;GO:0003677
|DNA
binding;GO:000438
6|helicase
activity;GO:0004407
|histone deacetylase
activity;GO:0044822
|poly(A) RNA
binding;GO:000827
0|zinc ion binding;

K11642

CHD3, MI2A;
chromodomain-
helicase-DNA-
binding protein 3
[EC:3.6.4.12]

ENSG00000170017 6 10 2 11 7.579501816 11 7 7 11 0.182601917 0.739668661 0.815797202 up no ALCAM protein_coding chr3:105366909-
105576900:+

gi|68163411|ref|NP_
001618.2| 2927 0

CD166 antigen
isoform 1 precursor
[Homo sapiens]

gi|343168768|ref|N
M_001627.3| 4698 0

Homo sapiens
activated leukocyte
cell adhesion
molecule
(ALCAM),
transcript variant 1,
mRNA

O46651 84.7 3.00E-17 CD166 antigen
(Fragment) . . . . pfam08205 C2-set_2

CD80-like C2-set
immunoglobulin
domain. These
domains belong to
the immunoglobulin
superfamily.

GO:0002250|adaptiv
e immune
response;GO:00488
46|axon extension
involved in axon
guidance;GO:00071
55|cell
adhesion;GO:00071
57|heterophilic cell-
cell adhesion via
plasma membrane
cell adhesion
molecules;GO:1990
138|neuron
projection
extension;GO:00312
90|retinal ganglion
cell axon guidance;

GO:0030424|axon;G
O:0030425|dendrite;
GO:0001772|immun
ological
synapse;GO:000588
7|integral
component of
plasma
membrane;GO:0031
226|intrinsic
component of
plasma membrane;

. K06547
ALCAM; activated
leukocyte cell
adhesion molecule

ENSG00000170027 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no YWHAG protein_coding chr7:76326794-
76359031:-

gi|380764684|pdb|3
UZD|A 1237 3.00E-157

Chain A, Crystal
Structure Of 14-3-3
Gamma

gi|194733744|ref|N
M_012479.3| 3744 0

Homo sapiens
tyrosine 3-
monooxygenase/try
ptophan 5-
monooxygenase
activation protein,
gamma (YWHAG),
mRNA

P61983 480 2.00E-158 14-3-3 protein
gamma SPAC8E11.02c 306 5.00E-94 COG5040 pfam00244 2014/3/3 14-3-3 protein.

GO:0032869|cellular
response to insulin
stimulus;GO:000660
5|protein
targeting;GO:004566
4|regulation of
neuron
differentiation;GO:0
048167|regulation of
synaptic
plasticity;GO:00071
65|signal
transduction;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00059
25|focal
adhesion;GO:00160
20|membrane;GO:0
031988|membrane-
bounded
vesicle;GO:0043209|
myelin sheath;

GO:0003779|actin
binding;GO:003023
4|enzyme regulator
activity;GO:0005159
|insulin-like growth
factor receptor
binding;GO:004482
2|poly(A) RNA
binding;GO:000508
0|protein kinase C
binding;GO:003097
1|receptor tyrosine
kinase binding;

K16198 YWHAG_H; 14-3-3
protein gamma/eta

ENSG00000170035 317 289 302 216 256.7810681 154 181 287 181 1.129469989 0.0022376 0.012101163 up yes UBE2E3 protein_coding chr2:180967248-
181076585:+

gi|641696655|ref|XP
_008136725.1| 1013 6.00E-132

PREDICTED:
ubiquitin-
conjugating enzyme
E2 E3 [Eptesicus
fuscus]

gi|514052662|ref|N
M_006357.3| 1556 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2E 3 (UBE2E3),
transcript variant 1,
mRNA

P52483 146 2.00E-41
Ubiquitin-
conjugating enzyme
E2 E3

YDR059c 169 1.00E-51 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0070979|protein
K11-linked
ubiquitination;GO:0
070936|protein K48-
linked
ubiquitination;GO:0
070534|protein K63-
linked
ubiquitination;GO:0
040008|regulation of
growth;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0004842
|ubiquitin-protein
transferase activity;

. .

ENSG00000170142 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no UBE2E1 protein_coding chr3:23805903-
23891316:+

gi|50925721|gb|AAH
79134.1| 1031 4.00E-135

Ube2e2 protein,
partial [Rattus
norvegicus]

gi|321117162|ref|N
M_003341.4| 1511 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2E 1 (UBE2E1),
transcript variant 1,
mRNA

P51965 238 1.00E-77
Ubiquitin-
conjugating enzyme
E2 E1

YDR059c 205 2.00E-62 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0031145|anapha
se-promoting
complex-dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:003352
3|histone H2B
ubiquitination;GO:0
010390|histone
monoubiquitination;
GO:0032020|ISG15-
protein
conjugation;GO:005
1436|negative
regulation of
ubiquitin-protein
ligase activity
involved in mitotic
cell
cycle;GO:0051437|p
ositive regulation of
ubiquitin-protein
ligase activity
involved in
regulation of mitotic
cell cycle
transition;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:007093
6|protein K48-
linked

GO:0005829|cytosol
;GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:000015
1|ubiquitin ligase
complex;

GO:0005524|ATP
binding;GO:004229
6|ISG15 transferase
activity;GO:0061631
|ubiquitin
conjugating enzyme
activity;GO:0004842
|ubiquitin-protein
transferase activity;

. .



ENSG00000170144 863 738 630 784 678.9247466 481 558 594 552 1.078461543 7.77E-05 0.000870542 up yes HNRNPA3 protein_coding chr2:177212563-
177223958:+

gi|795174449|ref|XP
_011799421.1| 1022 1.00E-131

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
A3 isoform X3
[Colobus angolensis
palliatus]

gi|98961157|ref|NM
_194247.2| 5634 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein
A3 (HNRNPA3),
mRNA

P51991 384 6.00E-127

Heterogeneous
nuclear
ribonucleoprotein
A3

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0010467|gene
expression;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
51028|mRNA
transport;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05737|cytoplasm;G
O:0030529|ribonucl
eoprotein
complex;GO:199012
4|messenger
ribonucleoprotein
complex;GO:004300
5|neuron
projection;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0035770|ribonu
cleoprotein granule;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:005103
3|RNA
transmembrane
transporter activity;

K12741

HNRNPA1_3;
heterogeneous
nuclear
ribonucleoprotein
A1/A3

ENSG00000170185 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no USP38 protein_coding chr4:143184917-
143223830:+

gi|27545313|ref|NP_
115946.2| 5312 0

ubiquitin carboxyl-
terminal hydrolase
38 isoform 1 [Homo
sapiens]

gi|594140524|ref|N
M_032557.6| 7009 0

Homo sapiens
ubiquitin specific
peptidase 38
(USP38), transcript
variant 1, mRNA

Q8NB14 2030 0
Ubiquitin carboxyl-
terminal hydrolase
38

YJL197w 75.5 9.00E-13 COG5560 pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0016579|protein
deubiquitination;GO
:0006511|ubiquitin-
dependent protein
catabolic process;

.
GO:0004843|ubiquit
in-specific protease
activity;

K11854

USP35_38;
ubiquitin carboxyl-
terminal hydrolase
35/38 [EC:3.4.19.12]

ENSG00000170214 0 0 0 0 0.390026736 1 0 0 3 -1.845719404 0.512381754 NA down no ADRA1B protein_coding chr5:159916783-
159972544:+

gi|4501959|ref|NP_0
00670.1| 2561 0

alpha-1B adrenergic
receptor [Homo
sapiens]

gi|73747802|ref|NM
_000679.3| 1738 0

Homo sapiens
adrenoceptor alpha
1B (ADRA1B),
mRNA

P35368 993 0 Alpha-1B
adrenergic receptor . . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0071880|adenyl
ate cyclase-
activating
adrenergic receptor
signaling
pathway;GO:000718
8|adenylate cyclase-
modulating G-
protein coupled
receptor signaling
pathway;GO:000828
3|cell
proliferation;GO:00
07267|cell-cell
signaling;GO:00071
86|G-protein
coupled receptor
signaling
pathway;GO:004259
3|glucose
homeostasis;GO:003
5556|intracellular
signal
transduction;GO:00
07275|multicellular
organismal
development;GO:00
01994|norepinephri
ne-epinephrine
vasoconstriction
involved in
regulation of
systemic arterial
blood
pressure;GO:000720

GO:0005887|integral
component of
plasma
membrane;GO:0031
965|nuclear
membrane;GO:0005
634|nucleus;GO:000
5886|plasma
membrane;

GO:0004937|alpha1-
adrenergic receptor
activity;GO:0046982
|protein
heterodimerization
activity;

K04136
ADRA1B;
adrenergic receptor
alpha-1B

ENSG00000170234 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PWWP2A protein_coding chr5:160061801-
160119423:-

gi|195963316|ref|NP
_001124336.1| 3183 0

PWWP domain-
containing protein
2A isoform b
[Homo sapiens]

gi|195947385|ref|N
M_052927.2| 3991 0

Homo sapiens
PWWP domain
containing 2A
(PWWP2A),
transcript variant 1,
mRNA

Q96N64 54.7 3.00E-07
PWWP domain-
containing protein
2A

. . . . pfam00855 PWWP

PWWP domain.
The PWWP domain
is named after a
conserved Pro-Trp-
Trp-Pro motif. The
domain binds to
Histone-4
methylated at
lysine-20,
H4K20me,
suggesting that it is
methyl-lysine
recognition motif.
Removal of two
conserved aromatic
residues in a
hydrophobic cavity
created by this
domain within the
full-length protein,
Pdp1, abolishes the
interaction o f the
protein with
H4K20me3. In
fission yeast, Set9 is
the sole enzyme that
catalyses all three
states of H4K20me,
and Set9-mediated
H4K20me is
required for
efficient recruitment
of checkpoint
protein Crb2 to sites
of DNA damage

GO:0015721|bile
acid and bile salt
transport;GO:00082
06|bile acid
metabolic
process;GO:000662
9|lipid metabolic
process;GO:000828
5|negative
regulation of cell
proliferation;GO:00
19433|triglyceride
catabolic process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0016020|m
embrane;

GO:0032052|bile
acid
binding;GO:000828
9|lipid
binding;GO:000521
5|transporter
activity;

. .

ENSG00000170242 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no USP47 protein_coding chr11:11841423-
11959323:+

gi|530395515|ref|XP
_005253054.1| 6834 0

PREDICTED:
ubiquitin carboxyl-
terminal hydrolase
47 isoform X1
[Homo sapiens]

gi|71774196|ref|NM
_017944.3| 7775 0

Homo sapiens
ubiquitin specific
peptidase 47
(USP47), transcript
variant 2, mRNA

Q96K76 218 2.00E-64
Ubiquitin carboxyl-
terminal hydrolase
47

YMR304w 225 2.00E-58 COG5077 pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0006284|base-
excision
repair;GO:0006974|c
ellular response to
DNA damage
stimulus;GO:003464
4|cellular response
to
UV;GO:0035520|mo
noubiquitinated
protein
deubiquitination;GO
:0043066|negative
regulation of
apoptotic
process;GO:004315
4|negative
regulation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:001097
2|negative
regulation of G2/M
transition of mitotic
cell
cycle;GO:1902230|n
egative regulation of
intrinsic apoptotic
signaling pathway
in response to DNA
damage;GO:004589
2|negative
regulation of

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0019005|S
CF ubiquitin ligase
complex;

GO:0004843|ubiquit
in-specific protease
activity;GO:0071987
|WD40-repeat
domain binding;

K11857

USP47; ubiquitin
carboxyl-terminal
hydrolase 47
[EC:3.4.19.12]

ENSG00000170248 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PDCD6IP protein_coding chr3:33798352-
33869707:+

gi|241982780|ref|NP
_001155901.1| 3898 0

programmed cell
death 6-interacting
protein isoform 2
[Homo sapiens]

gi|371875324|ref|N
M_001162429.2| 5962 0

Homo sapiens
programmed cell
death 6 interacting
protein (PDCD6IP),
transcript variant 2,
mRNA

Q8WUM4 220 4.00E-122
Programmed cell
death 6-interacting
protein

. . . . pfam03097 BRO1

BRO1-like domain.
This domain is
found in a number
proteins including
Rhophilin and
BRO1. It is known
to have a role in
endosomal
targeting. ESCRT-
III subunit Snf7
binds to a
conserved
hydrophobic patch
in the BRO1
domain that is
required for protein
complex formation
and for the protein-
sorting function of
BRO1.

GO:0006915|apopto
tic
process;GO:000704
9|cell
cycle;GO:0051301|c
ell
division;GO:001503
1|protein transport;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00424
70|melanosome;GO:
0005815|microtubul
e organizing center;

GO:0017124|SH3
domain binding; K12200

PDCD6IP, ALIX,
RIM20;
programmed cell
death 6-interacting
protein

ENSG00000170265 0 1 3 2 2.370681151 3 2 5 5 -0.787044984 0.418119661 0.547402512 down no ZNF282 protein_coding chr7:149195485-
149226248:+

gi|2789430|dbj|BAA
24380.1| 2907 0 repressor protein

[Homo sapiens]
gi|2723456|dbj|D306
12.1| 3663 0

Homo sapiens
mRNA for
repressor protein,
partial cds

Q9UDV7 247 6.00E-71 Zinc finger protein
282 . . . . pfam01352 KRAB

KRAB box. The
KRAB domain (or
Kruppel-associated
box) is present in
about a third of zinc
finger proteins
containing C2H2
fingers. The KRAB
domain is found to
be involved in
protein-protein
interactions. The
KRAB domain is
generally encoded
by two exons. The
regions coded by
the two exons are
known as KRAB-A
and KRAB-B. The
A box plays an
important role in
repression by
binding to
corepressors, while
the B box is thought
to enhance this
repression brought
about by the A box.
KRAB-containing
proteins are thought
to have critical
functions in cell
proliferation and
differentiation,
apoptosis and

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein



ENSG00000170275 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CRTAP protein_coding chr3:33113979-
33147773:+

gi|5453601|ref|NP_0
06362.1| 1906 0

cartilage-associated
protein precursor
[Homo sapiens]

gi|178557737|ref|N
M_006371.4| 6630 0

Homo sapiens
cartilage associated
protein (CRTAP),
mRNA

O75718 344 7.00E-117 Cartilage-associated
protein . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0061077|chaper
one-mediated
protein
folding;GO:1901874
|negative regulation
of post-translational
protein
modification;GO:00
18400|peptidyl-
proline
hydroxylation to 3-
hydroxy-L-
proline;GO:0050821
|protein
stabilization;GO:000
7283|spermatogenes
is;

GO:0005783|endopl
asmic
reticulum;GO:00057
88|endoplasmic
reticulum
lumen;GO:0005615|
extracellular
space;GO:0032991|
macromolecular
complex;GO:000557
8|proteinaceous
extracellular matrix;

GO:0032403|protein
complex binding; K19606 CRTAP; cartilage-

associated protein

ENSG00000170322 0 0 0 1 0.312175034 1 0 1 0 -0.171702821 0.945833621 NA down no NFRKB protein_coding chr11:129863636-
129895590:-

gi|795128431|ref|XP
_011790067.1| 3477 0

PREDICTED:
nuclear factor
related to kappa-B-
binding protein
isoform X2
[Colobus angolensis
palliatus]

gi|219802033|ref|N
M_001143835.1| 4954 0

Homo sapiens
nuclear factor
related to kappaB
binding protein
(NFRKB), transcript
variant 1, mRNA

Q6P4R8 240 9.00E-72
Nuclear factor
related to kappa-B-
binding protein

. . . . pfam14465 NFRKB_winged

NFRKB Winged
Helix-like. This
domain covers
regions 370-495 of
human nuclear
factor related to
kappaB binding
(NFRKB) protein.

GO:0006310|DNA
recombination;GO:0
006281|DNA
repair;GO:0006954|i
nflammatory
response;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
66|transcription
from RNA
polymerase II
promoter;

GO:0031011|Ino80
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0003677|DNA
binding;GO:000202
0|protease binding;

K11671

NFRKB, INO80G;
nuclear factor
related to kappa-B-
binding protein

ENSG00000170345 14 7 5 11 6.724592564 0 5 2 3 2.502066837 0.001232548 0.007837744 up yes FOS protein_coding chr14:75278774-
75282230:+

gi|4885241|ref|NP_0
05243.1| 1594 0 proto-oncogene c-

Fos [Homo sapiens]
gi|254750707|ref|N
M_005252.3| 2154 0

Homo sapiens FBJ
murine
osteosarcoma viral
oncogene homolog
(FOS), mRNA

O88479 66.6 8.00E-12 Proto-oncogene c-
Fos . . . . pfam07716 bZIP_2 Basic region leucine

zipper.

GO:0006357|regulati
on of transcription
from RNA
polymerase II
promoter;

GO:0005829|cytosol
;GO:0005783|endopl
asmic
reticulum;GO:00056
34|nucleus;GO:0005
667|transcription
factor complex;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K04379
FOS; proto-
oncogene protein c-
fos

ENSG00000170348 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no TMED10 protein_coding chr14:75131470-
75176631:-

gi|826327316|ref|XP
_012511626.1| 1063 4.00E-131

PREDICTED:
transmembrane
emp24 domain-
containing protein
10 [Propithecus
coquereli]

gi|98986463|ref|NM
_006827.5| 4127 0

Homo sapiens
transmembrane
emp24-like
trafficking protein
10 (yeast)
(TMED10), mRNA

P49755 223 3.00E-101

Transmembrane
emp24 domain-
containing protein
10

. . . . pfam01105 EMP24_GP25L

emp24/gp25L/p24
family/GOLD.
Members of this
family are
implicated in
bringing cargo
forward from the
ER and binding to
coat proteins by
their cytoplasmic
domains. This
domain corresponds
closely to the beta-
strand rich GOLD
domain described
in. The GOLD
domain is always
found combined
with lipid- or
membrane-
association
domains.

GO:0035459|cargo
loading into
vesicle;GO:0048205|
COPI coating of
Golgi
vesicle;GO:0035964|
COPI-coated vesicle
budding;GO:004820
8|COPII vesicle
coating;GO:0006888
|ER to Golgi
vesicle-mediated
transport;GO:00070
30|Golgi
organization;GO:00
06886|intracellular
protein
transport;GO:00018
22|kidney
development;GO:00
51259|protein
oligomerization;GO:
0045055|regulated
secretory
pathway;GO:190200
3|regulation of beta-
amyloid
formation;GO:0043
279|response to
alkaloid;GO:000689
0|retrograde vesicle-
mediated transport,
Golgi to
ER;GO:0048199|ves
icle targeting to

GO:0005801|cis-
Golgi
network;GO:003013
7|COPI-coated
vesicle;GO:0005783|
endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0005
793|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
33116|endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:0012
507|ER to Golgi
transport vesicle
membrane;GO:0070
062|extracellular
exosome;GO:00707
65|gamma-secretase
complex;GO:000579
4|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0042
470|melanosome;G
O:0005886|plasma

GO:0019905|syntaxi
n binding; . .

ENSG00000170419 1 0 0 1 6.538920947 19 19 5 20 -4.423041523 8.75E-05 0.00094105 down yes VSTM2A protein_coding chr7:54542325-
54571080:+

gi|795193834|ref|XP
_011802906.1| 1436 0

PREDICTED: V-set
and transmembrane
domain-containing
protein 2A isoform
X1 [Colobus
angolensis palliatus]

gi|20306325|gb|BC0
28404.1| 3234 0

Homo sapiens V-set
and transmembrane
domain containing
2A, mRNA (cDNA
clone MGC:33530
IMAGE:4820705),
complete cds

Q8TAG5 238 7.00E-78

V-set and
transmembrane
domain-containing
protein 2A

. . . . pfam07679 I-set Immunoglobulin I-
set domain. .

GO:0005576|extrace
llular
region;GO:0016021|
integral component
of
membrane;GO:0005
886|plasma
membrane;

. . .

ENSG00000170421 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no KRT8 protein_coding chr12:52897187-
52949954:-

gi|119617057|gb|EA
W96651.1| 2112 0

keratin 8, isoform
CRA_a [Homo
sapiens]

gi|196114895|ref|NG
_008351.1| 2219 0

Homo sapiens
keratin 18, type I
(KRT18),
RefSeqGene on
chromosome 12

P05783 89.4 1.00E-19 Keratin, type I
cytoskeletal 18 . . . . pfam00038 Filament Intermediate

filament protein.

GO:0060706|cell
differentiation
involved in
embryonic placenta
development;GO:00
97191|extrinsic
apoptotic signaling
pathway;GO:009728
4|hepatocyte
apoptotic
process;GO:005159
9|response to
hydrostatic
pressure;GO:005170
7|response to other
organism;GO:00452
14|sarcomere
organization;GO:00
33209|tumor
necrosis factor-
mediated signaling
pathway;GO:001603
2|viral process;

GO:0005911|cell-
cell
junction;GO:004303
4|costamere;GO:000
5737|cytoplasm;GO:
0016010|dystrophin-
associated
glycoprotein
complex;GO:007006
2|extracellular
exosome;GO:00058
82|intermediate
filament;GO:004509
5|keratin
filament;GO:001636
3|nuclear
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
042383|sarcolemma;
GO:0030018|Z disc;

GO:0097110|scaffol
d protein
binding;GO:000519
8|structural
molecule activity;

K07604 KRT1; type I
keratin, acidic

ENSG00000170445 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no HARS protein_coding chr5:140673173-
140692024:-

gi|6996014|ref|NP_0
02100.2| 2539 0

histidine--tRNA
ligase, cytoplasmic
isoform 1 [Homo
sapiens]

gi|16550764|dbj|AK
055917.1| 3482 0

Homo sapiens
cDNA FLJ31355 fis,
clone
MESAN2000291,
highly similar to
HISTIDYL-TRNA
SYNTHETASE (EC
6.1.1.21)

P12081 197 5.00E-57 Histidine--tRNA
ligase, cytoplasmic SPBC2G2.12 511 6.00E-168 COG0124 pfam13393 tRNA-synt_His

Histidyl-tRNA
synthetase. This is a
family of class II
aminoacyl-tRNA
synthetase-like and
ATP
phosphoribosyltrans
ferase regulatory
subunits.

GO:0006427|histidyl
-tRNA
aminoacylation;GO:
0032543|mitochondr
ial
translation;GO:0006
412|translation;GO:0
006418|tRNA
aminoacylation for
protein translation;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005739|mi
tochondrion;

GO:0005524|ATP
binding;GO:000482
1|histidine-tRNA
ligase activity;

K01892

HARS, hisS;
histidyl-tRNA
synthetase
[EC:6.1.1.21]

ENSG00000170471 1 2 0 4 15.17086432 56 33 11 44 -3.890189683 7.22E-07 2.72E-05 down yes RALGAPB protein_coding chr20:38472816-
38578861:+

gi|58257741|dbj|BA
A86533.3| 7648 0 KIAA1219 protein

[Homo sapiens]
gi|544711122|ref|N
M_020336.3| 8660 0

Homo sapiens Ral
GTPase activating
protein, beta
subunit (non-
catalytic)
(RALGAPB),
transcript variant 1,
mRNA

P86410 166 3.00E-45
Ral GTPase-
activating protein
subunit beta

. . . . pfam02145 Rap_GAP Rap/ran-GAP.

GO:0090630|activati
on of GTPase
activity;GO:0051056
|regulation of small
GTPase mediated
signal transduction;

.

GO:0005096|GTPas
e activator
activity;GO:0046982
|protein
heterodimerization
activity;

. .

ENSG00000170522 0 0 0 0 0.60008596 3 0 1 2 -2.461845206 0.231695439 NA down no ELOVL6 protein_coding chr4:110045846-
110199199:-

gi|13129088|ref|NP_
076995.1| 1418 3.00E-177

elongation of very
long chain fatty
acids protein 6
[Homo sapiens]

gi|4001528|gb|AC00
4050.1| 5919 0

Homo sapiens
chromosome 4
clone B207D4 map
4q25, complete
sequence

Q9H5J4 225 1.00E-72
Elongation of very
long chain fatty
acids protein 6

. . . . pfam01151 ELO

GNS1/SUR4 family.
Members of this
family are involved
in long chain fatty
acid elongation
systems that
produce the 26-
carbon precursors
for ceramide and
sphingolipid
synthesis. Predicted
to be integral
membrane proteins,
in eukaryotes they
are probably located
on the endoplasmic
reticulum. Yeast
ELO3 affects
plasma membrane
H+-ATPase activity,
and may act on a
glucose-signaling
pathway that
controls the
expression of
several genes that
are transcriptionally
regulated by glucose
such as PMA1.

GO:0034625|fatty
acid elongation,
monounsaturated
fatty
acid;GO:0034626|fat
ty acid elongation,
polyunsaturated
fatty
acid;GO:0019367|fat
ty acid elongation,
saturated fatty
acid;GO:0042759|lo
ng-chain fatty acid
biosynthetic
process;GO:003533
8|long-chain fatty-
acyl-CoA
biosynthetic
process;GO:003014
8|sphingolipid
biosynthetic
process;GO:000663
6|unsaturated fatty
acid biosynthetic
process;GO:004276
1|very long-chain
fatty acid
biosynthetic
process;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0030
176|integral
component of
endoplasmic
reticulum
membrane;

GO:0009922|fatty
acid elongase
activity;

K10203

ELOVL6;
elongation of very
long chain fatty
acids protein 6
[EC:2.3.1.199]

ENSG00000170558 1 8 1 9 5.136445575 6 7 6 9 -0.137096171 0.84127021 0.89707929 down no CDH2 protein_coding chr18:27950966-
28177446:-

gi|14589889|ref|NP_
001783.2| 4146 0

cadherin-2 isoform
1 preproprotein
[Homo sapiens]

gi|253482|gb|S42303
.1| 4012 0

N-cadherin [human,
umbilical vein
endothelial cells,
mRNA, 4132 nt]

P19022 259 3.00E-79 Cadherin-2 . . . . pfam08758 Cadherin_pro

Cadherin
prodomain like.
Cadherins are a
family of proteins
that mediate calcium
dependent cell-cell
adhesion. They are
activated through
cleavage of a
prosequence in the
late Golgi. This
domain corresponds
to the folded region
of the prosequence,
and is termed the
prodomain. The
prodomain shows
structural
resemblance to the
cadherin domain,
but lacks all the
features known to
be important for
cadherin-cadherin
interactions.

GO:0034332|adhere
ns junction
organization;GO:00
48514|blood vessel
morphogenesis;GO:
0048854|brain
morphogenesis;GO:
0016339|calcium-
dependent cell-cell
adhesion via plasma
membrane cell
adhesion
molecules;GO:0007
155|cell
adhesion;GO:00164
77|cell
migration;GO:00443
31|cell-cell adhesion
mediated by
cadherin;GO:002198
7|cerebral cortex
development;GO:00
90002|establishment
of protein
localization to
plasma
membrane;GO:0010
001|glial cell
differentiation;GO:0
007157|heterophilic
cell-cell adhesion
via plasma
membrane cell
adhesion
molecules;GO:0048

GO:0016324|apical
plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0016
342|catenin
complex;GO:000591
3|cell-cell adherens
junction;GO:000591
1|cell-cell
junction;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00059
16|fascia
adherens;GO:00059
25|focal
adhesion;GO:00160
21|integral
component of
membrane;GO:0014
704|intercalated
disc;GO:0030027|la
mellipodium;GO:00
05886|plasma
membrane;GO:0044
853|plasma
membrane
raft;GO:0045202|syn
apse;

GO:0045294|alpha-
catenin
binding;GO:000801
3|beta-catenin
binding;GO:000550
9|calcium ion
binding;GO:004529
5|gamma-catenin
binding;

K06736
CDH2, NCAD;
cadherin 2, type 1,
N-cadherin

ENSG00000170561 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no IRX2 protein_coding chr5:2745845-
2751662:-

gi|39930475|ref|NP_
150366.1| 1794 0

iroquois-class
homeodomain
protein IRX-2
[Homo sapiens]

gi|197100882|ref|N
M_033267.4| 2456 0

Homo sapiens
iroquois homeobox
2 (IRX2), transcript
variant 1, mRNA

Q9BZI1 695 0
Iroquois-class
homeodomain
protein IRX-2

. . . . pfam05920 Homeobox_KN

Homeobox KN
domain. This is a
homeobox
transcription factor
KN domain
conserved from
fungi to human and
plants.

GO:0072272|proxim
al/distal pattern
formation involved
in metanephric
nephron
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00720
86|specification of
loop of Henle
identity;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;

. .



ENSG00000170579 4 8 4 6 7.456488489 13 10 10 10 -0.440886624 0.401290141 0.531380386 down no DLGAP1 protein_coding chr18:3496032-
4455335:-

gi|19923274|ref|NP_
004737.2| 4696 0

disks large-
associated protein 1
isoform 1 [Homo
sapiens]

gi|338221668|ref|N
M_004746.3| 6614 0

Homo sapiens discs,
large (Drosophila)
homolog-associated
protein 1
(DLGAP1),
transcript variant 1,
mRNA

A3KNM5 57.8 3.00E-10
Small integral
membrane protein
15

. . . . pfam03359 GKAP
Guanylate-kinase-
associated protein
(GKAP) protein.

.
GO:0016021|integral
component of
membrane;

. K15008
DLGAP1, GKAP;
discs, large-
associated protein 1

ENSG00000170677 0 0 1 0 0.273276022 0 0 0 1 0.569016299 0.853781729 NA up no SOCS6 protein_coding chr18:70288901-
70330200:+

gi|21450785|ref|NP_
004223.2| 2636 0

suppressor of
cytokine signaling 6
[Homo sapiens]

gi|118402588|ref|N
M_004232.3| 5846 0

Homo sapiens
suppressor of
cytokine signaling 6
(SOCS6), mRNA

O14544 436 4.00E-149 Suppressor of
cytokine signaling 6 . . . . pfam07525 SOCS_box

SOCS box. The
SOCS box acts as a
bridge between
specific substrate-
binding domains
and more generic
proteins that
comprise a large
family of E3
ubiquitin protein
ligases.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:000695
2|defense
response;GO:00072
59|JAK-STAT
cascade;GO:004642
6|negative
regulation of JAK-
STAT
cascade;GO:000646
9|negative
regulation of
protein kinase
activity;GO:0050868
|negative regulation
of T cell
activation;GO:00104
98|proteasomal
protein catabolic
process;GO:001656
7|protein
ubiquitination;GO:0
040008|regulation of
growth;

GO:0005737|cytopla
sm;GO:0001772|im
munological
synapse;

GO:0004860|protein
kinase inhibitor
activity;

K04699

SOCS6_7;
suppressor of
cytokine signaling
6/7

ENSG00000170689 0 2 2 16 13.27198078 3 52 8 49 -2.165358277 0.031182016 0.08115739 down no HOXB9 protein_coding chr17:48621159-
48626356:-

gi|15029508|ref|NP_
076922.1| 1259 2.00E-164

homeobox protein
Hox-B9 [Homo
sapiens]

gi|85415513|ref|NM
_024017.4| 2581 0

Homo sapiens
homeobox B9
(HOXB9), mRNA

P17482 489 6.00E-166 Homeobox protein
Hox-B9 . . . . pfam04617 Hox9_act

Hox9 activation
region. This family
constitutes the N
termini of the
paralogous
homeobox proteins
HoxA9, HoxB9,
HoxC9 and HoxD9.
The N terminal
region is found to
act as a transcription
activation region.
Btg1 and Btg2 - the
B-cell translocation
gene products - may
function as
cofactors for
Hoxb9-mediated
transcription. The
Btg proteins
modulate Hoxb9
transcriptional
activity by
recruiting a
multiprotein Ccr4-
like complex.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
60070|canonical
Wnt signaling
pathway;GO:006032
6|cell
chemotaxis;GO:004
8706|embryonic
skeletal system
development;GO:00
30879|mammary
gland
development;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005739|mitoch
ondrion;GO:000565
4|nucleoplasm;

GO:0043565|sequen
ce-specific DNA
binding;

K09294
HOX_9; homeobox
protein
HoxA/B/C/D9

ENSG00000170759 5 4 0 24 39.93641629 137 94 32 98 -3.084793733 1.56E-05 0.000273957 down yes KIF5B protein_coding chr10:32009010-
32056431:-

gi|4758648|ref|NP_0
04512.1| 4997 0

kinesin-1 heavy
chain [Homo
sapiens]

gi|187761329|ref|N
M_004521.2| 5877 0

Homo sapiens
kinesin family
member 5B
(KIF5B), mRNA

P33176 1927 0 Kinesin-1 heavy
chain SPAC1834.07 317 1.00E-92 COG5059 pfam00225 Kinesin Kinesin motor

domain.

GO:0007411|axon
guidance;GO:00070
28|cytoplasm
organization;GO:00
30705|cytoskeleton-
dependent
intracellular
transport;GO:00070
18|microtubule-
based
movement;GO:0072
383|plus-end-
directed vesicle
transport along
microtubule;GO:009
0004|positive
regulation of
establishment of
protein localization
to plasma
membrane;GO:0035
774|positive
regulation of insulin
secretion involved
in cellular response
to glucose
stimulus;GO:009031
6|positive regulation
of intracellular
protein
transport;GO:00432
68|positive
regulation of
potassium ion
transport;GO:00322

GO:0044295|axonal
growth
cone;GO:0005913|ce
ll-cell adherens
junction;GO:003525
3|ciliary
rootlet;GO:0005737|
cytoplasm;GO:0030
139|endocytic
vesicle;GO:0005871|
kinesin
complex;GO:001602
0|membrane;GO:00
05874|microtubule;
GO:0005815|microt
ubule organizing
center;GO:0048471|
perinuclear region
of
cytoplasm;GO:0031
982|vesicle;

GO:0005524|ATP
binding;GO:000857
4|ATP-dependent
microtubule motor
activity, plus-end-
directed;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00080
17|microtubule
binding;GO:000377
7|microtubule motor
activity;

K10396 KIF5; kinesin
family member 5

ENSG00000170832 0 1 2 2 2.365324194 3 6 1 7 -1.239999518 0.232664951 0.355238658 down no USP32 protein_coding chr17:60179094-
60422470:-

gi|22550104|ref|NP_
115971.2| 8220 0

ubiquitin carboxyl-
terminal hydrolase
32 [Homo sapiens]

gi|44889413|ref|NM
_032582.3| 5171 0

Homo sapiens
ubiquitin specific
peptidase 32
(USP32), mRNA

Q8NFA0 218 6.00E-63
Ubiquitin carboxyl-
terminal hydrolase
32

SPCC16A11.12c 196 2.00E-50 COG5560 pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0016579|protein
deubiquitination;GO
:0006511|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;GO:0005794|Gol
gi
apparatus;GO:00160
20|membrane;

GO:0005509|calciu
m ion
binding;GO:000484
3|ubiquitin-specific
protease activity;

K11837

USP6_32; ubiquitin
carboxyl-terminal
hydrolase 6/32
[EC:3.4.19.12]

ENSG00000170852 0 3 2 9 4.987541416 9 8 7 9 -0.817926658 0.250256024 0.375977186 down no KBTBD2 protein_coding chr7:32868172-
32894131:-

gi|223468659|ref|NP
_056298.2| 3211 0

kelch repeat and
BTB domain-
containing protein 2
[Homo sapiens]

gi|223468658|ref|N
M_015483.2| 3704 0

Homo sapiens kelch
repeat and BTB
(POZ) domain
containing 2
(KBTBD2), mRNA

Q5RDY3 167 3.00E-47
Kelch repeat and
BTB domain-
containing protein 2

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0016477|cell
migration;GO:00075
65|female
pregnancy;

GO:0005576|extrace
llular region; . K10470

KBTBD2; kelch
repeat and BTB
domain-containing
protein 2

ENSG00000170860 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no LSM3 protein_coding chr3:14178358-
14201119:+

gi|7657315|ref|NP_0
55278.1| 407 1.00E-42

U6 snRNA-
associated Sm-like
protein LSm3
[Homo sapiens]

gi|24796739|gb|AC0
93495.2| 3084 0

Homo sapiens
chromosome 3
clone RP11-434D12
map 3p, complete
sequence

P62311 161 4.00E-44
U6 snRNA-
associated Sm-like
protein LSm3

. . . . pfam01423 LSM

LSM domain. The
LSM domain
contains Sm
proteins as well as
other related LSM
(Like Sm) proteins.
The U1, U2, U4/U6,
and U5 small
nuclear
ribonucleoprotein
particles (snRNPs)
involved in pre-
mRNA splicing
contain seven Sm
proteins (B/B', D1,
D2, D3, E, F and G)
in common, which
assemble around the
Sm site present in
four of the major
spliceosomal small
nuclear RNAs. The
U6 snRNP binds to
the LSM (Like Sm)
proteins. Sm
proteins are also
found in
archaebacteria,
which do not have
any splicing
apparatus
suggesting a more
general role for Sm
proteins. All Sm
proteins contain a

GO:0033962|cytopla
smic mRNA
processing body
assembly;GO:00003
98|mRNA splicing,
via spliceosome;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
00932|cytoplasmic
mRNA processing
body;GO:1990726|L
sm1-7-Pat1
complex;GO:007101
1|precatalytic
spliceosome;GO:00
46540|U4/U6 x U5
tri-snRNP
complex;GO:000568
8|U6 snRNP;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA
binding;GO:003062
9|U6 snRNA 3'-end
binding;

K12622
LSM3; U6 snRNA-
associated Sm-like
protein LSm3

ENSG00000170871 0 1 0 1 3.12561342 12 9 3 5 -3.329499178 0.005693328 0.023989362 down yes KIAA0232 protein_coding chr4:6781375-
6884170:+

gi|20521850|dbj|BA
A13221.3| 6479 0 KIAA0232 protein

[Homo sapiens]
gi|154689750|ref|N
M_014743.2| 7838 0

Homo sapiens
KIAA0232
(KIAA0232),
transcript variant 1,
mRNA

Q92628 2486 0 Uncharacterized
protein KIAA0232 . . . . pfam15376 DUF4603

Domain of
unknown function
(DUF4603). This
protein family is a
domain of
unknown function.
In particular, this
domain lies at the
C-terminal end of a
protein found in
eukaryotes.

. . GO:0005524|ATP
binding; . .



ENSG00000170873 0 1 0 2 2.124487838 6 3 2 7 -2.13500684 0.070735905 0.145494705 down no MTSS1 protein_coding chr8:124550790-
124728429:-

gi|545479030|ref|NP
_001269900.1| 3376 0

metastasis
suppressor protein 1
isoform 1 [Homo
sapiens]

gi|545477639|ref|N
M_014751.5| 4944 0

Homo sapiens
metastasis
suppressor 1
(MTSS1), transcript
variant 2, mRNA

O43312 246 3.00E-75 Metastasis
suppressor protein 1 . . . . pfam08397 IMD

IRSp53/MIM
homology domain.
The N-terminal
predicted helical
stretch of the insulin
receptor tyrosine
kinase substrate p53
(IRSp53) is an
evolutionary
conserved F-actin
bundling domain
involved in
filopodium
formation. The
domain has been
named IMD after
the IRSp53 and
missing in
metastasis (MIM)
proteins in which it
occurs. Filopodium-
inducing IMD
activity is regulated
by Cdc42 and Rac1
and is SH3-
independent.

GO:0030036|actin
cytoskeleton
organization;GO:00
07155|cell
adhesion;GO:00714
98|cellular response
to fluid shear
stress;GO:2001013|e
pithelial cell
proliferation
involved in renal
tubule
morphogenesis;GO:
0072102|glomerulus
morphogenesis;GO:
0030035|microspike
assembly;GO:00069
28|movement of cell
or subcellular
component;GO:005
0680|negative
regulation of
epithelial cell
proliferation;GO:00
72160|nephron
tubule epithelial cell
differentiation;GO:0
007009|plasma
membrane
organization;GO:00
61333|renal tubule
morphogenesis;GO:
0007169|transmemb
rane receptor
protein tyrosine

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0030139|endocyti
c
vesicle;GO:0001726|
ruffle;

GO:0003785|actin
monomer
binding;GO:000510
2|receptor binding;

. .

ENSG00000170881 0 0 0 1 0.711241271 2 1 2 1 -1.745567426 0.282991636 NA down no RNF139 protein_coding chr8:124474738-
124487914:+

gi|21314654|ref|NP_
009149.2| 3383 0

E3 ubiquitin-protein
ligase RNF139
[Homo sapiens]

gi|38045935|ref|NM
_007218.3| 2608 0

Homo sapiens ring
finger protein 139
(RNF139), mRNA

Q8WU17 232 4.00E-71 E3 ubiquitin-protein
ligase RNF139 . . . . pfam13705 TRC8_N

TRC8 N-terminal
domain. This region
is found at the N-
terminus of the
TRC8 protein.
TRC8 is an E3
ubiquitin-protein
ligase also known
as RNF139. This
region contains 12
transmembrane
domains. This
region has been
suggested to contain
a sterol sensing
domain. It has been
found that TRC8
protein levels are
sterol responsive
and that it binds and
stimulates
ubiquitylation of the
endoplasmic
reticulum anchor
protein INSIG.

GO:0036503|ERAD
pathway;GO:000828
5|negative
regulation of cell
proliferation;GO:00
17148|negative
regulation of
translation;GO:2000
060|positive
regulation of
protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:004316
1|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:003164
8|protein
destabilization;GO:0
000209|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;GO:0
060628|regulation of
ER to Golgi vesicle-
mediated
transport;GO:00706
13|regulation of
protein
processing;GO:0031
396|regulation of

GO:0036513|Derlin-
1 retrotranslocation
complex;GO:000578
3|endoplasmic
reticulum;GO:00160
21|integral
component of
membrane;

GO:0016874|ligase
activity;GO:0002020
|protease
binding;GO:000487
2|receptor
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0019787
|ubiquitin-like
protein transferase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K15703

RNF139, TRC8; E3
ubiquitin-protein
ligase RNF139
[EC:2.3.2.27]

ENSG00000170889 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no RPS9 protein_coding chr19:54200742-
54249003:+

gi|545487328|ref|XP
_533590.3| 920 1.00E-122

PREDICTED: 40S
ribosomal protein
S9 [Canis lupus
familiaris]

gi|21754245|dbj|AK
095055.1| 2363 0

Homo sapiens
cDNA FLJ37736 fis,
clone
BRHIP2021102,
moderately similar
to 40S
RIBOSOMAL
PROTEIN S9

P29314 271 3.00E-89 40S ribosomal
protein S9 SPBC29A3.12 282 2.00E-94 COG0522 pfam00163 Ribosomal_S4

Ribosomal protein
S4/S9 N-terminal
domain. This family
includes small
ribosomal subunit
S9 from
prokaryotes and
S16 from
metazoans. This
domain is predicted
to bind to ribosomal
RNA. This domain
is composed of four
helices in the
known structure.
However the
domain is
discontinuous in
sequence and the
alignment for this
family contains only
the first three
helices.

GO:0045903|positiv
e regulation of
translational
fidelity;GO:0006412
|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0030529
|ribonucleoprotein
complex;

GO:0003735|structu
ral constituent of
ribosome;

K02997

RP-S9e, RPS9;
small subunit
ribosomal protein
S9e

ENSG00000170921 14 10 13 6 15.57931148 44 21 5 16 -0.327753951 0.62328818 0.7320895 down no TANC2 protein_coding chr17:63009556-
63427699:+

gi|767994254|ref|XP
_011522904.1| 9713 0

PREDICTED:
protein TANC2
isoform X9 [Homo
sapiens]

gi|157739944|ref|N
M_025185.3| 11721 0

Homo sapiens
tetratricopeptide
repeat, ankyrin
repeat and coiled-
coil containing 2
(TANC2), mRNA

A2A690 106 6.00E-25 Protein TANC2 all2748 153 1.00E-37 COG0666 pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0001701|in
utero embryonic
development;

. . . .

ENSG00000171004 0 0 0 0 1.007949483 7 1 1 1 -3.20802642 0.065123004 0.137034589 down no HS6ST2 protein_coding chrX:132626016-
132961395:-

gi|116295256|ref|NP
_001070656.1| 2805 0

heparan-sulfate 6-
O-sulfotransferase 2
isoform L [Homo
sapiens]

gi|116295253|ref|N
M_147175.3| 4441 0

Homo sapiens
heparan sulfate 6-
O-sulfotransferase 2
(HS6ST2),
transcript variant S,
mRNA

Q96MM7 1000 0 Heparan-sulfate 6-
O-sulfotransferase 2 . . . . pfam03567 Sulfotransfer_2

Sulfotransferase
family. This family
includes a variety of
sulfotransferase
enzymes.
Chondroitin 6-
sulfotransferase
catalyses the
transfer of sulfate to
position 6 of the N-
acetylgalactosamine
residue of
chondroitin. This
family also includes
Heparan sulfate 2-
O-sulfotransferase
(HS2ST) and
Heparan sulfate 6-
sulfotransferase
(HS6ST). Heparan
sulfate (HS) is a co-
receptor for a
number of growth
factors,
morphogens, and
adhesion proteins.
HS biosynthetic
modifications may
determine the
strength and
outcome of HS-
ligand interactions.
Mice that lack
HS2ST undergo
developmental

GO:0006024|glycosa
minoglycan
biosynthetic
process;GO:001501
5|heparan sulfate
proteoglycan
biosynthetic
process, enzymatic
modification;

GO:0070062|extrace
llular
exosome;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0005
654|nucleoplasm;

GO:0017095|hepara
n sulfate 6-O-
sulfotransferase
activity;

K08102

HS6ST2; heparan
sulfate 6-O-
sulfotransferase
HS6ST2 [EC:2.8.2.-
]

ENSG00000171033 0 0 0 0 0.806788067 4 1 2 1 -2.88572487 0.088792168 NA down no PKIA protein_coding chr8:78516139-
78605267:+

gi|297299635|ref|XP
_002805438.1| 493 4.00E-54

PREDICTED:
hypothetical protein
LOC100427527
[Macaca mulatta]

gi|325651989|ref|N
M_006823.3| 4163 0

Homo sapiens
protein kinase
(cAMP-dependent,
catalytic) inhibitor
alpha (PKIA),
transcript variant 1,
mRNA

P61926 151 2.00E-42
cAMP-dependent
protein kinase
inhibitor alpha

. . . . pfam02827 PKI

cAMP-dependent
protein kinase
inhibitor. Members
of this family are
extremely potent
competitive
inhibitors of camp-
dependent protein
kinase activity.
These proteins
interact with the
catalytic subunit of
the enzyme after the
cAMP-induced
dissociation of its
regulatory chains.

. .

GO:0004862|cAMP-
dependent protein
kinase inhibitor
activity;

K15985

PKIA; cAMP-
dependent protein
kinase inhibitor
alpha

ENSG00000171044 0 1 0 0 0.520480332 1 2 0 1 -1.139954622 0.555944254 NA down no XKR6 protein_coding chr8:10896045-
11201366:-

gi|89886484|ref|NP_
775954.2| 2840 0 XK-related protein

6 [Homo sapiens]
gi|89886483|ref|NM
_173683.3| 3382 0

Homo sapiens XK,
Kell blood group
complex subunit-
related family,
member 6 (XKR6),
mRNA

Q5GH73 325 2.00E-101 XK-related protein
6 . . . . pfam09815 XK-related

XK-related protein.
Members of this
family comprise
various XK-related
proteins, that are
involved in sodium-
dependent transport
of neutral amino
acids or
oligopeptides.
These proteins are
responsible for the
Kx blood group
system - defects
results in McLeod
syndrome, an X-
linked multi-system
disorder
characterized by late
onset abnormalities
in the
neuromuscular and
hematopoietic
systems.

.

GO:0016021|integral
component of
membrane;GO:0016
020|membrane;

. . .

ENSG00000171051 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no FPR1 protein_coding chr19:51745172-
51804110:-

gi|4503779|ref|NP_0
02020.1| 1836 0

fMet-Leu-Phe
receptor [Homo
sapiens]

gi|182662|gb|M6062
6.1|HUMFMLP 1846 0

Human N-
formylpeptide
receptor (fMLP-
R98) mRNA,
complete cds

P21462 391 7.00E-135 fMet-Leu-Phe
receptor . . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0000187|activati
on of MAPK
activity;GO:0007188
|adenylate cyclase-
modulating G-
protein coupled
receptor signaling
pathway;GO:006032
6|cell
chemotaxis;GO:000
6935|chemotaxis;G
O:0002430|comple
ment receptor
mediated signaling
pathway;GO:000718
6|G-protein coupled
receptor signaling
pathway;GO:000695
4|inflammatory
response;GO:00509
00|leukocyte
migration;GO:00072
63|nitric oxide
mediated signal
transduction;GO:00
07200|phospholipas
e C-activating G-
protein coupled
receptor signaling
pathway;GO:000720
4|positive regulation
of cytosolic calcium
ion
concentration;GO:0
007165|signal

GO:0016021|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
622|intracellular;GO
:0005886|plasma
membrane;

GO:0004875|comple
ment receptor
activity;GO:0004982
|N-formyl peptide
receptor activity;

K04172 FPR1; formyl
peptide receptor 1



ENSG00000171126 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no KCNG3 protein_coding chr2:42442017-
42494097:-

gi|19071574|ref|NP_
579875.1| 2242 0

potassium voltage-
gated channel
subfamily G
member 3 isoform 1
[Homo sapiens]

gi|313661484|ref|N
M_133329.5| 3824 0

Homo sapiens
potassium channel,
voltage gated
modifier subfamily
G, member 3
(KCNG3), transcript
variant 1, mRNA

Q8TAE7 864 0

Potassium voltage-
gated channel
subfamily G
member 3

MA2034 85.1 7.00E-17 COG1226 pfam00520 Ion_trans

Ion transport
protein. This family
contains Sodium,
Potassium, Calcium
ion channels. This
family is 6
transmembrane
helices in which the
last two helices
flank a loop which
determines ion
selectivity. In some
sub-families (e.g.
Na channels) the
domain is repeated
four times, whereas
in others (e.g. K
channels) the
protein forms as a
tetramer in the
membrane. A
bacterial structure
of the protein is
known for the last
two helices but is
not the Pfam family
due to it lacking the
first four helices

GO:0071805|potassi
um ion
transmembrane
transport;GO:00512
60|protein
homooligomerizatio
n;

GO:0005783|endopl
asmic
reticulum;GO:00058
86|plasma
membrane;GO:0008
076|voltage-gated
potassium channel
complex;

GO:0005251|delaye
d rectifier potassium
channel activity;

K04902

KCNG3; potassium
voltage-gated
channel subfamily
G member 3

ENSG00000171132 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PRKCE protein_coding chr2:45651345-
46187990:+

gi|4885563|ref|NP_0
05391.1| 3896 0

protein kinase C
epsilon type [Homo
sapiens]

gi|530367829|ref|X
M_005264428.1| 5522 0

PREDICTED:
Homo sapiens
protein kinase C,
epsilon (PRKCE),
transcript variant
X1, mRNA

P10830 298 9.00E-95 Protein kinase C
epsilon type . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0015991|ATP
hydrolysis coupled
proton transport;

GO:0016021|integral
component of
membrane;GO:0016
020|membrane;GO:
0033179|proton-
transporting V-type
ATPase, V0
domain;

GO:0046961|proton
-transporting
ATPase activity,
rotational
mechanism;

K18050

PRKCE; novel
protein kinase C
epsilon type
[EC:2.7.11.13]

ENSG00000171135 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no JAGN1 protein_coding chr3:9890554-
9894349:+

gi|731191573|ref|XP
_010617356.1| 929 1.00E-118

PREDICTED:
protein jagunal
homolog 1
[Fukomys
damarensis]

gi|190014600|ref|N
M_032492.3| 1660 0

Homo sapiens
jagunal homolog 1
(JAGN1), mRNA

Q8N5M9 345 1.00E-114 Protein jagunal
homolog 1 . . . . pfam07086 DUF1352

Protein of unknown
function
(DUF1352). This
family consists of
several hypothetical
eukaryotic proteins
of around 190
residues in length.
The function of this
family is unknown.

GO:0050832|defens
e response to
fungus;GO:0007029|
endoplasmic
reticulum
organization;GO:00
06887|exocytosis;G
O:0038158|granuloc
yte colony-
stimulating factor
signaling
pathway;GO:003022
3|neutrophil
differentiation;GO:0
002446|neutrophil
mediated
immunity;GO:19902
66|neutrophil
migration;GO:00150
31|protein
transport;GO:00161
92|vesicle-mediated
transport;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000171155 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no C1GALT1C1 protein_coding chrX:120625793-
120630150:-

gi|23097329|ref|NP_
689905.1| 1676 0

C1GALT1-specific
chaperone 1 [Homo
sapiens]

gi|274321488|ref|N
M_001011551.2| 1613 0

Homo sapiens
C1GALT1-specific
chaperone 1
(C1GALT1C1),
transcript variant 2,
mRNA

Q96EU7 645 0 C1GALT1-specific
chaperone 1 . . . . pfam02742 Fe_dep_repr_C

Iron dependent
repressor, metal
binding and
dimerization
domain. This family
includes the
Diphtheria toxin
repressor.

GO:0016266|O-
glycan
processing;GO:0016
267|O-glycan
processing, core
1;GO:0030168|platel
et
activation;GO:00363
44|platelet
morphogenesis;GO:
0006493|protein O-
linked
glycosylation;

GO:0070062|extrace
llular
exosome;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0016263|glycop
rotein-N-
acetylgalactosamine
3-beta-
galactosyltransferas
e activity;

K09653

C1GALT2,
C1GALT1C1;
C1GALT1-specific
chaperone 1
[EC:2.4.1.-]

ENSG00000171189 0 0 0 0 0.395709121 0 2 1 1 -1.864491069 0.416127664 NA down no GRIK1 protein_coding chr21:29536933-
29940033:-

gi|578836510|ref|XP
_006724054.1| 4786 0

PREDICTED:
glutamate receptor
ionotropic, kainate
1 isoform X1
[Homo sapiens]

gi|426392771|ref|X
M_004062666.1| 3390 0

PREDICTED:
Gorilla gorilla
gorilla glutamate
receptor, ionotropic,
kainate 1, transcript
variant 4 (GRIK1),
mRNA

P22756 1750 0
Glutamate receptor
ionotropic, kainate
1

. . . . pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

GO:0007417|central
nervous system
development;GO:00
07268|synaptic
transmission;GO:00
07215|glutamate
receptor signaling
pathway;GO:000739
9|nervous system
development;GO:00
51966|regulation of
synaptic
transmission,
glutamatergic;GO:00
06810|transport;

GO:0030054|cell
junction;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0005234|extrace
llular-glutamate-
gated ion channel
activity;GO:0015277
|kainate selective
glutamate receptor
activity;GO:0015276
|ligand-gated ion
channel activity;

K05201
GRIK1; glutamate
receptor, ionotropic
kainate 1

ENSG00000171206 0 7 0 6 6.905166381 15 12 11 16 -1.64556024 0.021312157 0.061993992 down no TRIM8 protein_coding chr10:102644496-
102658407:+

gi|148710059|gb|ED
L42005.1| 2980 0

tripartite motif
protein 8, isoform
CRA_b, partial
[Mus musculus]

gi|426366037|ref|X
M_004050024.1| 2801 0

PREDICTED:
Gorilla gorilla
gorilla tripartite
motif containing 8
(TRIM8), mRNA

Q9BZR9 308 4.00E-101
Probable E3
ubiquitin-protein
ligase TRIM8

. . . . pfam15227 zf-C3HC4_4

zinc finger of
C3HC4-type, RING.
This is a family of
primate-specific Ret
finger protein-like
(RFPL) zinc-fingers
of the C3HC4 type.
Ret finger protein-
like proteins are
primate-specific
target genes of
Pax6, a key
transcription factor
for pancreas, eye
and neocortex
development. This
domain is likely to
be DNA-binding.
This zinc-finger
domain together
with the RDM
domain,
pfam11002, forms a
large zinc-finger
structure of the
RING/U-Box
superfamily. RING-
containing proteins
are known to exert
an E3 ubiquitin
protein ligase
activity with the
zinc-finger structure
being mandatory for
binding to the E2

GO:0045087|innate
immune
response;GO:00603
33|interferon-
gamma-mediated
signaling
pathway;GO:004659
7|negative
regulation of viral
entry into host
cell;GO:1902187|ne
gative regulation of
viral release from
host
cell;GO:0032897|ne
gative regulation of
viral
transcription;GO:00
10508|positive
regulation of
autophagy;GO:0043
123|positive
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00510
92|positive
regulation of NF-
kappaB
transcription factor
activity;GO:1900182
|positive regulation
of protein
localization to
nucleus;GO:005109

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0043231|int
racellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;GO:
0016605|PML body;

GO:0016874|ligase
activity;GO:0042803
|protein
homodimerization
activity;GO:0008270
|zinc ion binding;

K12001

TRIM8; tripartite
motif-containing
protein 8
[EC:2.3.2.27]

ENSG00000171303 0 0 0 0 0.591430368 1 1 1 3 -2.446139094 0.17812603 NA down no KCNK3 protein_coding chr2:26692690-
26733420:+

gi|4504849|ref|NP_0
02237.1| 1841 0

potassium channel
subfamily K
member 3 [Homo
sapiens]

gi|13677167|gb|AC0
15977.9| 5755 0

Homo sapiens BAC
clone RP11-527I18
from 2, complete
sequence

O14649 712 0
Potassium channel
subfamily K
member 3

. . . . pfam07885 Ion_trans_2

Ion channel. This
family includes the
two membrane helix
type ion channels
found in bacteria.

GO:0007420|brain
development;GO:00
61337|cardiac
conduction;GO:007
1456|cellular
response to
hypoxia;GO:007129
4|cellular response
to zinc
ion;GO:0007268|syn
aptic
transmission;GO:00
90102|cochlea
development;GO:00
34220|ion
transmembrane
transport;GO:00514
81|negative
regulation of
cytosolic calcium
ion
concentration;GO:0
006813|potassium
ion
transport;GO:00424
93|response to
drug;GO:0030322|st
abilization of
membrane potential;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0005216|ion
channel
activity;GO:0005252
|open rectifier
potassium channel
activity;GO:0005267
|potassium channel
activity;GO:0022841
|potassium ion leak
channel
activity;GO:0044548
|S100 protein
binding;

K04914
KCNK3; potassium
channel subfamily
K member 3

ENSG00000171314 0 0 2 1 0.848271819 0 1 0 3 0.20395111 0.910346566 NA up no PGAM1 protein_coding chr10:97426160-
97433441:+

gi|544459173|ref|XP
_005566163.1| 1487 0

PREDICTED:
phosphoglycerate
mutase 1 [Macaca
fascicularis]

gi|31543395|ref|NM
_002629.2| 1720 0

Homo sapiens
phosphoglycerate
mutase 1 (brain)
(PGAM1), mRNA

P18669 501 4.00E-174 Phosphoglycerate
mutase 1 gpmA 293 1.00E-93 COG0588 pfam00300 His_Phos_1

Histidine
phosphatase
superfamily (branch
1). The histidine
phosphatase
superfamily is so
named because
catalysis centres on
a conserved His
residue that is
transiently
phosphorylated
during the catalytic
cycle. Other
conserved residues
contribute to a
'phosphate pocket'
and interact with the
phospho group of
substrate before,
during and after its
transfer to the His
residue. Structure
and sequence
analyses show that
different families
contribute different
additional residues
to the 'phosphate
pocket' and, more
surprisingly, differ
in the position, in
sequence and in
three dimensions, of
a catalytically

GO:0006096|glycoly
tic process; .

GO:0004083|bispho
sphoglycerate 2-
phosphatase
activity;GO:0004082
|bisphosphoglycerat
e mutase
activity;GO:0004619
|phosphoglycerate
mutase activity;

K01834

PGAM, gpmA; 2,3-
bisphosphoglycerate
-dependent
phosphoglycerate
mutase
[EC:5.4.2.11]



ENSG00000171316 0 0 0 0 0.896013684 5 2 0 2 -3.041501287 0.103748941 NA down no CHD7 protein_coding chr8:60678778-
60868028:+

gi|426359736|ref|XP
_004047121.1| 10409 0

PREDICTED:
chromodomain-
helicase-DNA-
binding protein 7
isoform 2 [Gorilla
gorilla gorilla]

gi|334358884|ref|N
M_017780.3| 11568 0

Homo sapiens
chromodomain
helicase DNA
binding protein 7
(CHD7), mRNA

Q06A37 75.9 1.00E-14
Chromodomain-
helicase-DNA-
binding protein 7

ECU01g0350 643 0 COG0553 pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar ETL1)

GO:0016569|covale
nt chromatin
modification;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
64|rRNA
processing;GO:0006
351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:000367
7|DNA
binding;GO:000438
6|helicase activity;

K14437

CHD7;
chromodomain-
helicase-DNA-
binding protein 7
[EC:3.6.4.12]

ENSG00000171425 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ZNF581 protein_coding chr19:55635459-
55645622:+

gi|7705495|ref|NP_0
57619.1| 921 3.00E-120 zinc finger protein

581 [Homo sapiens]
gi|47938155|gb|BC0
71620.1| 1321 0

Homo sapiens zinc
finger protein 581,
mRNA (cDNA
clone MGC:87741
IMAGE:4446945),
complete cds

Q9P0T4 241 6.00E-79 Zinc finger protein
581 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000171448 0 1 2 4 4.494671713 12 8 6 10 -1.877299304 0.018151493 0.054897199 down no ZBTB26 protein_coding chr9:122915566-
122931500:-

gi|655878452|ref|XP
_008271570.1| 2357 0

PREDICTED: zinc
finger and BTB
domain-containing
protein 26 isoform
X1 [Oryctolagus
cuniculus]

gi|4508098|gb|AC00
7066.4|AC007066 4379 0

Homo sapiens
chromosome 9,
clone
hRPK.355_O_1,
complete sequence

Q9HCK0 895 0
Zinc finger and BTB
domain-containing
protein 26

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K10505

ZBTB26; zinc finger
and BTB domain-
containing protein
26

ENSG00000171450 3 16 9 22 44.27364296 106 89 85 98 -2.448312015 4.60E-12 7.99E-09 down yes CDK5R2 protein_coding chr2:218959655-
218962162:+

gi|478506663|ref|XP
_004427626.1| 1194 3.00E-153

PREDICTED:
cyclin-dependent
kinase 5 activator 2
[Ceratotherium
simum simum]

gi|17136161|gb|AC0
97468.3| 2508 0

Homo sapiens BAC
clone RP11-33O4
from 2, complete
sequence

Q13319 459 1.00E-152 Cyclin-dependent
kinase 5 activator 2 . . . . pfam03261 CDK5_activator

Cyclin-dependent
kinase 5 activator
protein.

GO:0021549|cerebel
lum
development;GO:00
21766|hippocampus
development;GO:00
21819|layer
formation in
cerebral
cortex;GO:0001764|
neuron
migration;GO:00459
56|positive
regulation of
calcium ion-
dependent
exocytosis;GO:0000
079|regulation of
cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0021722
|superior olivary
nucleus maturation;

GO:0016533|cyclin-
dependent protein
kinase 5
holoenzyme
complex;GO:000573
7|cytoplasm;GO:000
5886|plasma
membrane;

GO:0016534|cyclin-
dependent protein
kinase 5 activator
activity;GO:0008289
|lipid binding;

. .

ENSG00000171456 1 2 1 6 3.163577815 8 3 2 6 -0.480375358 0.575591686 0.689030531 down no ASXL1 protein_coding chr20:32358344-
32439319:+

gi|37998955|dbj|BA
D00087.1| 7487 0

polycomb group
protein [Homo
sapiens]

gi|257195176|ref|N
M_015338.5| 7035 0

Homo sapiens
additional sex
combs like
transcriptional
regulator 1
(ASXL1), transcript
variant 1, mRNA

P59598 137 2.00E-34
Putative Polycomb
group protein
ASXL1

. . . . pfam13919 ASXH

Asx homology
domain. A
conserved alpha
helical domain with
a characteristic
LXXLL motif. The
LXXLL motif is
detected in diverse
transcription
factors, coactivators
and corepressors
and is implicated in
mediating
interactions between
them. The ASXH
domain is found in
animals, fungi and
plants and is
predicted to play a
role in mediating
contact between
transcription factors
and chromatin-
associated
complexes. In
Drosophila Asx and
Human ASXL1, the
ASXH domain is
predicted to mediate
interactions with the
Calypso and BAP1
deubiquitinases
(DUBs) which
further belong to
the UCHL5/UCH37

GO:0060348|bone
development;GO:00
03007|heart
morphogenesis;GO:
0060430|lung
saccule
development;GO:00
35522|monoubiquiti
nated histone H2A
deubiquitination;GO
:0045599|negative
regulation of fat cell
differentiation;GO:0
035359|negative
regulation of
peroxisome
proliferator
activated receptor
signaling
pathway;GO:004838
7|negative
regulation of
retinoic acid
receptor signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00483
86|positive
regulation of
retinoic acid
receptor signaling
pathway;GO:004594

GO:0070062|extrace
llular
exosome;GO:00007
90|nuclear
chromatin;GO:0005
634|nucleus;GO:003
5517|PR-DUB
complex;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:004297
5|peroxisome
proliferator
activated receptor
binding;GO:004297
4|retinoic acid
receptor
binding;GO:000371
3|transcription
coactivator
activity;GO:0003714
|transcription
corepressor activity;

K11471
ASXL; additional
sex combs-like
protein

ENSG00000171469 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ZNF561 protein_coding chr19:9604680-
9621399:-

gi|206725458|ref|NP
_689502.2| 2533 0 zinc finger protein

561 [Homo sapiens]
gi|206725457|ref|N
M_152289.2| 4534 0

Homo sapiens zinc
finger protein 561
(ZNF561), mRNA

Q4R882 70.5 6.00E-13 Zinc finger protein
561 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000171497 1 0 1 1 0.483497226 0 0 0 0 2.669441001 0.22914468 NA up no PPID protein_coding chr4:158709134-
158723396:-

gi|4826932|ref|NP_0
05029.1| 1792 0

peptidyl-prolyl cis-
trans isomerase D
[Homo sapiens]

gi|45439320|ref|NM
_005038.2| 1823 0

Homo sapiens
peptidylprolyl
isomerase D
(PPID), mRNA

Q08752 72 4.00E-13 Peptidyl-prolyl cis-
trans isomerase D slr1251 228 6.00E-70 COG0652 pfam00160 Pro_isomerase

Cyclophilin type
peptidyl-prolyl cis-
trans
isomerase/CLD. The
peptidyl-prolyl cis-
trans isomerases,
also known as
cyclophilins, share
this domain of
about 109 amino
acids. Cyclophilins
have been found in
all organisms
studied so far and
catalyse peptidyl-
prolyl isomerization
during which the
peptide bond
preceding proline
(the peptidyl-prolyl
bond) is stabilized
in the cis
conformation.
Mammalian
cyclophilin A
(CypA) is a major
cellular target for
the
immunosuppressive
drug cyclosporin A
(CsA). Other roles
for cyclophilins
may include
chaperone and cell
signalling function

GO:0006915|apopto
tic
process;GO:007149
2|cellular response
to UV-
A;GO:0061077|chap
erone-mediated
protein
folding;GO:0034389
|lipid particle
organization;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00430
65|positive
regulation of
apoptotic
process;GO:005071
4|positive regulation
of protein
secretion;GO:00450
70|positive
regulation of viral
genome
replication;GO:0006
461|protein complex
assembly;GO:00064
57|protein
folding;GO:0015031
|protein
transport;GO:00190
76|viral release from
host cell;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0016018|cyclos
porin A
binding;GO:003033
1|estrogen receptor
binding;GO:003107
2|heat shock protein
binding;GO:003054
4|Hsp70 protein
binding;GO:005187
9|Hsp90 protein
binding;GO:000375
5|peptidyl-prolyl
cis-trans isomerase
activity;GO:0008134
|transcription factor
binding;

K05864

PPID, CYPD;
peptidyl-prolyl
isomerase D
[EC:5.2.1.8]

ENSG00000171530 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no TBCA protein_coding chr5:77691166-
77868780:-

gi|663071149|ref|NP
_001284667.1| 598 8.00E-70

tubulin-specific
chaperone A
isoform 1 [Homo
sapiens]

gi|45767886|gb|BC0
67837.1| 2282 0

Homo sapiens
tubulin folding
cofactor A, mRNA
(cDNA clone
IMAGE:5286849),
with apparent
retained intron

O75347 149 7.00E-44 Tubulin-specific
chaperone A . . . . pfam02970 TBCA Tubulin binding

cofactor A.

GO:0007023|post-
chaperonin tubulin
folding
pathway;GO:000645
7|protein
folding;GO:0007021
|tubulin complex
assembly;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00058
74|microtubule;GO:
0015630|microtubul
e
cytoskeleton;GO:00
05730|nucleolus;

GO:0051087|chaper
one
binding;GO:004482
2|poly(A) RNA
binding;

K17292
TBCA; tubulin-
specific chaperone
A



ENSG00000171532 0 1 0 1 0.428290653 0 1 0 1 0.506407095 0.809033497 NA up no NEUROD2 protein_coding chr17:39603536-
39609777:-

gi|759186633|ref|XP
_011381314.1| 1470 0

PREDICTED:
neurogenic
differentiation
factor 2 [Pteropus
vampyrus]

gi|21427799|gb|AC0
87491.5| 6242 0

Homo sapiens
chromosome 17,
clone RP11-62N23,
complete sequence

Q15784 562 0
Neurogenic
differentiation
factor 2

. . . . pfam12533 Neuro_bHLH

Neuronal helix-
loop-helix
transcription factor.
This domain family
is found in
eukaryotes, and is
approximately 80
amino acids in
length. The family
is found C-terminal
to pfam00010.
There is a single
completely
conserved residue
W that may be
functionally
important. Neuronal
basic helix-loop-
helix (bHLH)
transcription factors
such as neuroD and
neurogenin have
been shown to play
important roles in
neuronal
development.

GO:0008306|associa
tive
learning;GO:000166
2|behavioral fear
response;GO:00712
77|cellular response
to calcium
ion;GO:0071257|cell
ular response to
electrical
stimulus;GO:002169
5|cerebellar cortex
development;GO:20
00297|negative
regulation of
synapse
maturation;GO:0007
399|nervous system
development;GO:00
48666|neuron
development;GO:00
50850|positive
regulation of
calcium-mediated
signaling;GO:00456
66|positive
regulation of
neuron
differentiation;GO:0
051091|positive
regulation of
sequence-specific
DNA binding
transcription factor
activity;GO:0090129

GO:0005634|nucleu
s;

GO:0070888|E-box
binding;GO:004698
2|protein
heterodimerization
activity;GO:0000977
|RNA polymerase II
regulatory region
sequence-specific
DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09078

NEUROD2;
neurogenic
differentiation
factor 2

ENSG00000171533 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MAP6 protein_coding chr11:75586918-
75669120:-

gi|48375173|ref|NP_
149052.1| 3548 0

microtubule-
associated protein 6
isoform 1 [Homo
sapiens]

gi|48375166|ref|NM
_207577.1| 4329 0

Homo sapiens
microtubule-
associated protein 6
(MAP6), transcript
variant 2, mRNA

Q96JE9 662 0 Microtubule-
associated protein 6 . . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

GO:0048813|dendrit
e
morphogenesis;GO:
0032418|lysosome
localization;GO:000
0226|microtubule
cytoskeleton
organization;GO:00
06810|transport;

GO:0005794|Golgi
apparatus;GO:00058
74|microtubule;GO:
0048471|perinuclear
region of cytoplasm;

GO:0008017|microt
ubule binding; K10432 MAP6; microtubule-

associated protein 6

ENSG00000171540 1 1 6 1 2.197346603 1 1 3 2 1.021729253 0.351801921 0.483170993 up no OTP protein_coding chr5:77628712-
77639688:-

gi|403256407|ref|XP
_003920870.1| 1253 1.00E-158

PREDICTED:
homeobox protein
orthopedia [Saimiri
boliviensis
boliviensis]

gi|635028938|ref|X
M_007976085.1| 3351 0

PREDICTED:
Chlorocebus
sabaeus orthopedia
homeobox (OTP),
mRNA

O09113 486 8.00E-160 Homeobox protein
orthopedia . . . . pfam00046 Homeobox Homeobox domain.

GO:0021879|forebra
in neuron
differentiation;GO:0
021979|hypothalam
us cell
differentiation;GO:0
021985|neurohypop
hysis
development;GO:00
02052|positive
regulation of
neuroblast
proliferation;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;

. .

ENSG00000171552 18 10 21 10 11.22099594 1 4 4 7 2.569727706 0.000141873 0.001383659 up yes BCL2L1 protein_coding chr20:31664452-
31723989:-

gi|20336335|ref|NP_
612815.1| 1240 6.00E-162

bcl-2-like protein 1
isoform 1 [Homo
sapiens]

gi|20336334|ref|NM
_138578.1| 2560 0

Homo sapiens
BCL2-like 1
(BCL2L1),
transcript variant 1,
mRNA

Q07817 258 3.00E-78 Bcl-2-like protein 1 . . . . pfam00452 Bcl-2
Apoptosis regulator
proteins, Bcl-2
family.

GO:0008637|apopto
tic mitochondrial
changes;GO:007183
9|apoptotic process
in bone
marrow;GO:000828
3|cell
proliferation;GO:00
60154|cellular
process regulating
host cell cycle in
response to
virus;GO:0071312|c
ellular response to
alkaloid;GO:007123
0|cellular response
to amino acid
stimulus;GO:007148
0|cellular response
to gamma
radiation;GO:00009
10|cytokinesis;GO:0
006897|endocytosis;
GO:0097192|extrinsi
c apoptotic
signaling pathway
in absence of
ligand;GO:0009566|
fertilization;GO:000
7281|germ cell
development;GO:00
40007|growth;GO:0
097284|hepatocyte
apoptotic
process;GO:000170

GO:0097136|Bcl-2
family protein
complex;GO:003005
4|cell
junction;GO:000581
3|centrosome;GO:00
05737|cytoplasm;G
O:0005829|cytosol;
GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
759|mitochondrial
matrix;GO:0005741|
mitochondrial outer
membrane;GO:0005
739|mitochondrion;
GO:0031965|nuclear
membrane;GO:0030
672|synaptic vesicle
membrane;

GO:0051434|BH3
domain
binding;GO:004280
2|identical protein
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0019901
|protein kinase
binding;

K04570

BCL2L1, bcl-xL;
BCL2-like 1
(apoptosis regulator
Bcl-X)

ENSG00000171566 2 2 0 4 3.858911871 8 11 3 6 -1.314898601 0.112882653 0.203493546 down no PLRG1 protein_coding chr4:154535006-
154550435:-

gi|4505895|ref|NP_0
02660.1| 2774 0

pleiotropic regulator
1 isoform 1 [Homo
sapiens]

gi|320118863|ref|N
M_002669.3| 3349 0

Homo sapiens
pleiotropic regulator
1 (PLRG1),
transcript variant 1,
mRNA

O43660 258 5.00E-82 Pleiotropic regulator
1 . . . . pfam00400 WD40 WD domain, G-beta

repeat.

GO:0000398|mRNA
splicing, via
spliceosome;GO:19
00087|positive
regulation of G1/S
transition of mitotic
cell
cycle;GO:0034504|p
rotein localization to
nucleus;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
80008|Cul4-RING
E3 ubiquitin ligase
complex;GO:000566
2|DNA replication
factor A
complex;GO:003196
5|nuclear
membrane;GO:0016
607|nuclear
speck;GO:0005730|
nucleolus;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0071011|precataly
tic
spliceosome;GO:00
00974|Prp19
complex;

. K12862
PLRG1, PRL1,
PRP46; pleiotropic
regulator 1

ENSG00000171587 0 0 0 0 1.402626755 4 7 3 0 -3.686647054 0.030312733 0.079013371 down no DSCAM protein_coding chr21:40010999-
40847139:-

gi|20127422|ref|NP_
001380.2| 10328 0

Down syndrome
cell adhesion
molecule isoform
CHD2-42 precursor
[Homo sapiens]

gi|45827724|ref|NM
_001389.3| 7109 0

Homo sapiens
Down syndrome
cell adhesion
molecule
(DSCAM),
transcript variant 1,
mRNA

O60469 3981 0
Down syndrome
cell adhesion
molecule

. . . . pfam00041 fn3 Fibronectin type III
domain.

GO:0060219|camera
-type eye
photoreceptor cell
differentiation;GO:0
007155|cell
adhesion;GO:00488
13|dendrite
morphogenesis;GO:
0070593|dendrite
self-
avoidance;GO:0007
156|homophilic cell
adhesion via plasma
membrane adhesion
molecules;GO:0007
626|locomotory
behavior;GO:00071
62|negative
regulation of cell
adhesion;GO:00073
99|nervous system
development;GO:00
48842|positive
regulation of axon
extension involved
in axon
guidance;GO:00423
27|positive
regulation of
phosphorylation;GO
:0060060|post-
embryonic retina
morphogenesis in
camera-type
eye;GO:0010842|ret

GO:0030424|axon;G
O:0030054|cell
junction;GO:000557
6|extracellular
region;GO:0030426|
growth
cone;GO:0005887|in
tegral component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;GO:0045
202|synapse;

. K06767
DSCAM; Down
syndrome cell
adhesion molecule

ENSG00000171604 3 5 6 13 9.538925473 13 11 12 23 -0.633477912 0.229815962 0.352438614 down no CXXC5 protein_coding chr5:139647299-
139683882:+

gi|471394191|ref|XP
_004381121.1| 1225 4.00E-158

PREDICTED:
CXXC-type zinc
finger protein 5
[Trichechus
manatus latirostris]

gi|426350190|ref|X
M_004042615.1| 2615 0

PREDICTED:
Gorilla gorilla
gorilla CXXC finger
protein 5 (CXXC5),
mRNA

Q5R7N4 137 1.00E-36 CXXC-type zinc
finger protein 5 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00431
23|positive
regulation of I-
kappaB kinase/NF-
kappaB signaling;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0043565|sequen
ce-specific DNA
binding;GO:000487
1|signal transducer
activity;GO:0008134
|transcription factor
binding;GO:000827
0|zinc ion binding;

. .



ENSG00000171634 0 1 0 0 0.224694302 0 1 0 0 0.569016507 0.862273775 NA up no BPTF protein_coding chr17:67825524-
67984378:+

gi|215274183|sp|Q1
2830.3|BPTF_HUM
AN

11721 0

RecName:
Full=Nucleosome-
remodeling factor
subunit BPTF;
AltName:
Full=Bromodomain
and PHD finger-
containing
transcription factor;
AltName: Full=Fetal
Alz-50 clone 1
protein; AltName:
Full=Fetal
Alzheimer antigen

gi|635091070|ref|X
M_008012009.1| 10529 0

PREDICTED:
Chlorocebus
sabaeus
bromodomain PHD
finger transcription
factor (BPTF),
mRNA

Q12830 147 2.00E-39
Nucleosome-
remodeling factor
subunit BPTF

. . . . pfam00439 Bromodomain

Bromodomain.
Bromodomains are
110 amino acid long
domains, that are
found in many
chromatin
associated proteins.
Bromodomains can
interact specifically
with acetylated
lysine.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
07420|brain
development;GO:19
90090|cellular
response to nerve
growth factor
stimulus;GO:001656
9|covalent
chromatin
modification;GO:00
06338|chromatin
remodeling;GO:000
1892|embryonic
placenta
development;GO:00
07492|endoderm
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00096
11|response to
wounding;GO:0006
351|transcription,
DNA templated;

GO:0044297|cell
body;GO:0005737|c
ytoplasm;GO:00304
25|dendrite;GO:007
0062|extracellular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0016589|NURF
complex;GO:004847
1|perinuclear region
of cytoplasm;

GO:0043565|sequen
ce-specific DNA
binding;GO:000813
4|transcription
factor
binding;GO:000827
0|zinc ion binding;

K11728

BPTF, E(bx);
nucleosome-
remodeling factor
subunit BPTF

ENSG00000171681 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ATF7IP protein_coding chr12:14365632-
14502935:+

gi|557440804|ref|NP
_851997.1| 5602 0

activating
transcription factor
7-interacting protein
1 isoform 1 [Homo
sapiens]

gi|557357708|ref|N
M_018179.4| 8878 0

Homo sapiens
activating
transcription factor
7 interacting protein
(ATF7IP), transcript
variant 2, mRNA

Q6VMQ6 221 9.00E-65

Activating
transcription factor
7-interacting protein
1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006306|DNA
methylation;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00458
98|regulation of
RNA polymerase II
transcriptional
preinitiation
complex
assembly;GO:00063
51|transcription,
DNA-
templated;GO:00160
32|viral process;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0005
667|transcription
factor complex;

GO:0016887|ATPas
e
activity;GO:0003714
|transcription
corepressor activity;

. .

ENSG00000171723 0 1 0 8 9.212076056 26 25 8 24 -2.840621709 0.000822136 0.005641215 down yes GPHN protein_coding chr14:66507407-
67181803:+

gi|332842527|ref|XP
_001135362.2| 3875 0

PREDICTED:
gephyrin isoform
X15 [Pan
troglodytes]

gi|66932973|ref|NM
_020806.4| 4297 0

Homo sapiens
gephyrin (GPHN),
transcript variant 1,
mRNA

Q03555 543 0 Gephyrin aq_030 222 4.00E-62 COG0303 pfam03453 MoeA_N

MoeA N-terminal
region (domain I
and II). This family
contains two
structural domains.
One of these
contains the
conserved DGXA
motif. This region is
found in proteins
involved in
biosynthesis of
molybdopterin
cofactor however
the exact molecular
function of this
region is uncertain.

GO:0097112|gamma
-aminobutyric acid
receptor
clustering;GO:00725
79|glycine receptor
clustering;GO:00067
77|Mo-
molybdopterin
cofactor
biosynthetic
process;GO:001831
5|molybdenum
incorporation into
molybdenum-
molybdopterin
complex;GO:003232
4|molybdopterin
cofactor
biosynthetic
process;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0030425|dendrite;
GO:0005886|plasma
membrane;GO:0045
211|postsynaptic
membrane;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:006159
8|molybdopterin
adenylyltransferase
activity;GO:0061599
|molybdopterin
molybdotransferase
activity;

K15376
GPHN; gephyrin
[EC:2.10.1.1
2.7.7.75]

ENSG00000171735 49 67 46 58 54.27609538 59 56 53 49 0.577445844 0.027054216 0.072793011 up no CAMTA1 protein_coding chr1:6785324-
7769706:+

gi|20521670|dbj|BA
A74856.3| 8299 0 KIAA0833 protein

[Homo sapiens]
gi|574957198|ref|N
M_015215.3| 8444 0

Homo sapiens
calmodulin binding
transcription
activator 1
(CAMTA1),
transcript variant 1,
mRNA

A2A891 114 5.00E-28
Calmodulin-binding
transcription
activator 1

. . . . pfam03859 CG-1

CG-1 domain. CG-1
domains are highly
conserved domains
of about 130 amino-
acid residues
containing a
predicted bipartite
NLS and named
after a partial cDNA
clone isolated from
parsley encoding a
sequence-specific
DNA-binding
protein. CG-1
domains are
associated with
CAMTA proteins
(for CAlModulin -
binding
Transcription
Activator) that are
transcription factors
containing a
calmodulin -binding
domain and
ankyrins (ANK)
motifs.

GO:0050885|neuro
muscular process
controlling
balance;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0043565|sequen
ce-specific DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000171815 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no PCDHB1 protein_coding chr5:141051135-
141059344:+

gi|14195607|ref|NP_
037472.2| 4059 0

protocadherin beta-
1 precursor [Homo
sapiens]

gi|28558729|ref|NG_
000017.2| 8210 0

Homo sapiens
protocadherin beta
cluster (PCDHB@)
on chromosome 5

Q9Y5F3 1568 0 Protocadherin beta-
1 . . . . pfam08266 Cadherin_2

Cadherin-like. This
cadherin domain is
usually the most N-
terminal copy of the
domain.

GO:0007156|homop
hilic cell adhesion
via plasma
membrane adhesion
molecules;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion binding; K16494 PCDHB;

protocadherin beta

ENSG00000171823 0 0 0 3 0.82098997 3 1 0 1 -0.42742941 0.813391272 NA down no FBXL14 protein_coding chr12:1565993-
1594165:-

gi|22748931|ref|NP_
689654.1| 2115 0

F-box/LRR-repeat
protein 14 [Homo
sapiens]

gi|221218996|ref|N
M_152441.2| 2111 0

Homo sapiens F-
box and leucine-
rich repeat protein
14 (FBXL14),
mRNA

Q8BID8 79 5.00E-17 F-box/LRR-repeat
protein 14 . . . . pfam12937 F-box-like

F-box-like. This is
an F-box-like
family.

GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005794|Gol
gi
apparatus;GO:00056
54|nucleoplasm;

GO:0004842|ubiquit
in-protein
transferase activity;

K10280
FBXL14; F-box and
leucine-rich repeat
protein 14

ENSG00000171843 0 0 0 0 1.482003882 4 2 2 7 -3.770091926 0.009153242 0.033880659 down yes MLLT3 protein_coding chr9:20341665-
20622543:-

gi|156104889|ref|NP
_004520.2| 1841 0

protein AF-9
isoform a [Homo
sapiens]

gi|557878693|ref|N
M_004529.3| 6772 0

Homo sapiens
myeloid/lymphoid
or mixed-lineage
leukemia;
translocated to, 3
(MLLT3), transcript
variant 1, mRNA

A2AM29 94.4 3.00E-21 Protein AF-9 YNL107w 82.8 6.00E-16 COG5033 pfam03366 YEATS

YEATS family. We
have named this
family the YEATS
family, after
`YNK7', `ENL',
`AF-9', and `TFIIF
small subunit'. This
family also contains
the GAS41 protein.
All these proteins
are thought to have
a transcription
stimulatory activity

GO:0009952|anterio
r/posterior pattern
specification;GO:00
90090|negative
regulation of
canonical Wnt
signaling
pathway;GO:200009
6|positive regulation
of Wnt signaling
pathway, planar cell
polarity
pathway;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00073
79|segment
specification;GO:00
06351|transcription,
DNA-templated;

GO:0070062|extrace
llular
exosome;GO:00056
34|nucleus;GO:0008
023|transcription
elongation factor
complex;

. K15187

MLLT1_3, ENL,
AF9; YEATS
domain-containing
protein 1/3

ENSG00000171862 1 5 3 16 27.76072858 62 75 36 76 -2.89029983 5.01E-08 3.62E-06 down yes PTEN protein_coding chr10:87863113-
87971930:+

gi|628601829|tpg|D
AA64601.1| 2341 0

TPA_exp:
mitochondrial
PTENalpha [Homo
sapiens]

gi|426365453|ref|X
M_004049739.1| 8172 0

PREDICTED:
Gorilla gorilla
gorilla phosphatase
and tensin homolog
(PTEN), mRNA

O08586 115 8.00E-30

Phosphatidylinositol
3,4,5-trisphosphate
3-phosphatase and
dual-specificity
protein phosphatase
PTEN

SPBC609.02 129 2.00E-30 COG2453 pfam10409 PTEN_C2

C2 domain of PTEN
tumor-suppressor
protein. This is the
C2 domain-like
domain, in greek
key form, of the
PTEN protein,
phosphatidyl-
inositol triphosphate
phosphatase, and it
is the C-terminus.
This domain may
well include a CBR3
loop which means it
plays a central role
in membrane
binding. This
domain associates
across an extensive
interface with the
N-terminal
phosphatase domain
DSPc (pfam00782)
suggesting that the
C2 domain
productively
positions the
catalytic part of the
protein onto the
membrane.

GO:0030534|adult
behavior;GO:00075
68|aging;GO:000152
5|angiogenesis;GO:0
006915|apoptotic
process;GO:004885
4|brain
morphogenesis;GO:
0060070|canonical
Wnt signaling
pathway;GO:004873
8|cardiac muscle
tissue
development;GO:00
16477|cell
migration;GO:00082
83|cell
proliferation;GO:00
71456|cellular
response to
hypoxia;GO:000741
7|central nervous
system
development;GO:00
32286|central
nervous system
myelin
maintenance;GO:00
21955|central
nervous system
neuron
axonogenesis;GO:00
60997|dendritic
spine
morphogenesis;GO:

GO:0016324|apical
plasma
membrane;GO:0042
995|cell
projection;GO:0005
737|cytoplasm;GO:0
009898|cytoplasmic
side of plasma
membrane;GO:0005
829|cytosol;GO:004
3197|dendritic
spine;GO:0005576|e
xtracellular
region;GO:0005739|
mitochondrion;GO:
0035749|myelin
sheath adaxonal
region;GO:0043005|
neuron
projection;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0005886|plasma
membrane;GO:0016
605|PML
body;GO:0045211|p
ostsynaptic
membrane;GO:0043
220|Schmidt-
Lanterman incisure;

GO:0010997|anapha
se-promoting
complex
binding;GO:001989
9|enzyme
binding;GO:004280
2|identical protein
binding;GO:005171
7|inositol-1,3,4,5-
tetrakisphosphate 3-
phosphatase
activity;GO:0008289
|lipid
binding;GO:000028
7|magnesium ion
binding;GO:003016
5|PDZ domain
binding;GO:001631
4|phosphatidylinosit
ol-3,4,5-
trisphosphate 3-
phosphatase
activity;GO:0051800
|phosphatidylinosito
l-3,4-bisphosphate
3-phosphatase
activity;GO:0004438
|phosphatidylinosito
l-3-phosphatase
activity;GO:0004721
|phosphoprotein
phosphatase
activity;GO:0004722
|protein
serine/threonine

K01110

PTEN;
phosphatidylinositol
-3,4,5-trisphosphate
3-phosphatase and
dual-specificity
protein phosphatase
PTEN [EC:3.1.3.16
3.1.3.48 3.1.3.67]



ENSG00000171867 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PRNP protein_coding chr20:4686236-
4701590:+

gi|426390866|ref|XP
_004061816.1| 864 6.00E-113

PREDICTED: major
prion protein
isoform 5 [Gorilla
gorilla gorilla]

gi|409104117|ref|N
M_001271561.1| 2655 0

Homo sapiens prion
protein (PRNP),
transcript variant 6,
mRNA

P04156 264 7.00E-86 Major prion protein . . . . pfam00377 Prion

Prion/Doppel alpha-
helical domain. The
prion protein is
thought to be the
infectious agent that
causes transmissible
spongiform
encephalopathies,
such as scrapie and
BSE. It is thought
that the prion
protein can exist in
two different forms:
one is the normal
cellular protein, and
the other is the
infectious form
which can change
the normal prion
protein into the
infectious form. It
has been found that
the prion alpha-
helical domain is
also found in the
Doppel protein.

GO:0007050|cell
cycle
arrest;GO:0006878|c
ellular copper ion
homeostasis;GO:007
1280|cellular
response to copper
ion;GO:0035690|cell
ular response to
drug;GO:0007611|le
arning or
memory;GO:000815
2|metabolic
process;GO:004600
7|negative
regulation of
activated T cell
proliferation;GO:00
43066|negative
regulation of
apoptotic
process;GO:007088
5|negative
regulation of
calcineurin-NFAT
signaling
cascade;GO:003268
9|negative
regulation of
interferon-gamma
production;GO:0032
700|negative
regulation of
interleukin-17
production;GO:0032

GO:0031225|anchor
ed component of
membrane;GO:0009
986|cell
surface;GO:0005737
|cytoplasm;GO:0005
783|endoplasmic
reticulum;GO:00700
62|extracellular
exosome;GO:00198
98|extrinsic
component of
membrane;GO:0005
794|Golgi
apparatus;GO:00451
21|membrane
raft;GO:0005634|nu
cleus;GO:0005886|p
lasma membrane;

GO:0005507|copper
ion
binding;GO:004280
2|identical protein
binding;GO:000801
7|microtubule
binding;GO:001563
1|tubulin binding;

K05634 PRNP, PrP; prion
protein

ENSG00000171877 2 15 6 14 18.52311355 41 31 29 36 -1.420014718 0.001017939 0.006643392 down yes FRMD5 protein_coding chr15:43870761-
44195252:-

gi|94721308|ref|NP_
116281.2| 2737 0

FERM domain-
containing protein 5
isoform 2 [Homo
sapiens]

gi|557129017|ref|N
M_001286491.1| 5057 0

Homo sapiens
FERM domain
containing 5
(FRMD5), transcript
variant 4, mRNA

Q6P5H6 980 0 FERM domain-
containing protein 5 . . . . pfam00373 FERM_M

FERM central
domain. This
domain is the
central structural
domain of the
FERM domain.

GO:0031032|actomy
osin structure
organization;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00198
98|extrinsic
component of
membrane;

GO:0005200|structu
ral constituent of
cytoskeleton;

. .

ENSG00000171914 0 5 1 7 3.448742542 5 6 3 5 -0.143660656 0.860762214 0.908393666 down no TLN2 protein_coding chr15:62390526-
62844631:+

gi|156938343|ref|NP
_055874.2| 11981 0 talin-2 [Homo

sapiens]
gi|156938342|ref|N
M_015059.2| 11650 0 Homo sapiens talin

2 (TLN2), mRNA Q71LX4 90.1 3.00E-19 Talin-2 . . . . pfam09141 Talin_middle

Talin, middle
domain. Members
of this family adopt
a structure
consisting of five
alpha helices that
fold into a bundle.
They contain a
Vinculin binding
site (VBS)
composed of a
hydrophobic
surface spanning
five turns of helix
four. Activation of
the VBS causes
subsequent
recruitment of
Vinculin, which
enables maturation
of small
integrin/talin
complexes into
more stable
adhesions.
Formation of the
complex between
VBS and Vinculin
requires prior
unfolding of this
middle domain:
once released from
the talin
hydrophobic core,
the VBS helix is

GO:0007155|cell
adhesion;GO:00070
16|cytoskeletal
anchoring at plasma
membrane;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00059
16|fascia
adherens;GO:00059
25|focal
adhesion;GO:00058
86|plasma
membrane;GO:0001
726|ruffle;GO:00452
02|synapse;

GO:0005200|structu
ral constituent of
cytoskeleton;

K06271 TLN; talin

ENSG00000171960 3 2 0 2 1.470959961 0 0 3 1 1.370610742 0.327825335 0.45674541 up no PPIH protein_coding chr1:42658425-
42676758:+

gi|585199311|ref|XP
_006750646.1| 970 1.00E-130

PREDICTED:
peptidyl-prolyl cis-
trans isomerase H
isoform X1
[Leptonychotes
weddellii]

gi|45439322|ref|NM
_006347.3| 752 0

Homo sapiens
peptidylprolyl
isomerase H
(cyclophilin H)
(PPIH), mRNA

O43447 262 3.00E-93 Peptidyl-prolyl cis-
trans isomerase H SPBC1709.04c 219 2.00E-70 COG0652 pfam00160 Pro_isomerase

Cyclophilin type
peptidyl-prolyl cis-
trans
isomerase/CLD. The
peptidyl-prolyl cis-
trans isomerases,
also known as
cyclophilins, share
this domain of
about 109 amino
acids. Cyclophilins
have been found in
all organisms
studied so far and
catalyse peptidyl-
prolyl isomerization
during which the
peptide bond
preceding proline
(the peptidyl-prolyl
bond) is stabilized
in the cis
conformation.
Mammalian
cyclophilin A
(CypA) is a major
cellular target for
the
immunosuppressive
drug cyclosporin A
(CsA). Other roles
for cyclophilins
may include
chaperone and cell
signalling function

GO:0000398|mRNA
splicing, via
spliceosome;GO:00
45070|positive
regulation of viral
genome
replication;GO:0006
461|protein complex
assembly;GO:00064
57|protein folding;

GO:0005737|cytopla
sm;GO:0016607|nuc
lear
speck;GO:0005654|
nucleoplasm;GO:00
05681|spliceosomal
complex;GO:007100
1|U4/U6
snRNP;GO:0046540
|U4/U6 x U5 tri-
snRNP complex;

GO:0016018|cyclos
porin A
binding;GO:000375
5|peptidyl-prolyl
cis-trans isomerase
activity;GO:0043021
|ribonucleoprotein
complex binding;

K09567

PPIH, CYPH;
peptidyl-prolyl
isomerase H
(cyclophilin H)
[EC:5.2.1.8]

ENSG00000171988 5 9 5 2 4.513423968 2 2 2 7 1.298483489 0.102449595 0.188299089 up no JMJD1C protein_coding chr10:63167221-
63521850:-

gi|118600981|ref|NP
_116165.1| 12247 0

probable JmjC
domain-containing
histone
demethylation
protein 2C isoform
a [Homo sapiens]

gi|545478795|ref|N
M_032776.2| 8663 0

Homo sapiens
jumonji domain
containing 1C
(JMJD1C),
transcript variant 1,
mRNA

Q15652 240 3.00E-71

Probable JmjC
domain-containing
histone
demethylation
protein 2C

. . . . pfam02373 JmjC

JmjC domain,
hydroxylase. The
JmjC domain
belongs to the
Cupin superfamily.
JmjC-domain
proteins may be
protein
hydroxylases that
catalyse a novel
histone
modification. This
is confirmed to be a
hydroxylase: the
human JmjC protein
named Tyw5p
unexpectedly acts in
the biosynthesis of a
hypermodified
nucleoside,
hydroxy-
wybutosine, in
tRNA-Phe by
catalyzing
hydroxylation.

GO:0007596|blood
coagulation;GO:003
3169|histone H3-K9
demethylation;GO:0
006355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0000785|chrom
atin;GO:0005622|int
racellular;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0031490|chrom
atin DNA
binding;GO:005121
3|dioxygenase
activity;GO:0032454
|histone
demethylase activity
(H3-K9
specific);GO:004687
2|metal ion
binding;GO:004696
6|thyroid hormone
receptor
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA binding;

K11449

JMJD1C; jumonji
domain-containing
protein 1C
[EC:1.14.11.-]

ENSG00000172020 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no GAP43 protein_coding chr3:115623324-
115721490:+

gi|724943453|ref|XP
_010386919.1| 926 8.00E-117

PREDICTED:
neuromodulin
isoform X1
[Rhinopithecus
roxellana]

gi|194248056|ref|N
M_001130064.1| 1898 0

Homo sapiens
growth associated
protein 43 (GAP43),
transcript variant 1,
mRNA

Q5IS67 273 8.00E-86 Neuromodulin . . . . pfam06614 Neuromodulin

Neuromodulin. This
family consists of
several
neuromodulin
(Axonal membrane
protein GAP-43)
sequences and is
found in
conjunction with
pfam00612. GAP-43
is a neuronal
calmodulin-binding
phosphoprotein that
is concentrated in
growth cones and
pre-synaptic
terminals.

GO:0016198|axon
choice point
recognition;GO:006
1564|axon
development;GO:00
45165|cell fate
commitment;GO:00
10001|glial cell
differentiation;GO:0
051489|regulation of
filopodium
assembly;GO:00400
08|regulation of
growth;

GO:0030424|axon;G
O:0030054|cell
junction;GO:000573
7|cytoplasm;GO:003
1527|filopodium
membrane;GO:0032
584|growth cone
membrane;GO:0014
069|postsynaptic
density;

. . .

ENSG00000172046 1 1 5 3 2.030462163 1 2 1 1 1.583753411 0.143325813 0.245620544 up no USP19 protein_coding chr3:49108046-
49120938:-

gi|148744351|gb|AA
I42661.1| 7231 0

USP19 protein,
partial [Homo
sapiens]

gi|312596874|ref|N
M_001199162.1| 4719 0

Homo sapiens
ubiquitin specific
peptidase 19
(USP19), transcript
variant 3, mRNA

O94966 261 4.00E-79
Ubiquitin carboxyl-
terminal hydrolase
19

SPCC1494.05c 230 2.00E-61 COG5560 pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0030433|ER-
associated
ubiquitin-dependent
protein catabolic
process;GO:004864
2|negative
regulation of
skeletal muscle
tissue
development;GO:00
90068|positive
regulation of cell
cycle
process;GO:001657
9|protein
deubiquitination;GO
:1900037|regulation
of cellular response
to
hypoxia;GO:003164
7|regulation of
protein
stability;GO:003497
6|response to
endoplasmic
reticulum stress;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0046872|metal
ion
binding;GO:000484
3|ubiquitin-specific
protease activity;

K11847

USP19; ubiquitin
carboxyl-terminal
hydrolase 19
[EC:3.4.19.12]

ENSG00000172137 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CALB2 protein_coding chr16:71358713-
71390438:+

gi|153946409|ref|NP
_001731.2| 1438 0 calretinin isoform 1

[Homo sapiens]
gi|297632392|ref|N
M_001740.4| 1466 0

Homo sapiens
calbindin 2
(CALB2), transcript
variant CALB2,
mRNA

P22676 558 0 Calretinin . . . . pfam13499 EF-hand_7 EF-hand domain
pair.

GO:0051480|cytosol
ic calcium ion
homeostasis;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005921|ga
p
junction;GO:004300
5|neuron
projection;GO:0005
634|nucleus;GO:004
5202|synapse;GO:00
43195|terminal
bouton;

GO:0005509|calciu
m ion binding; . .

ENSG00000172159 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no FRMD3 protein_coding chr9:83242990-
83538546:-

gi|117500790|ref|NP
_777598.3| 2644 0

FERM domain-
containing protein 3
isoform 1 [Homo
sapiens]

gi|350276210|ref|N
M_174938.5| 5292 0

Homo sapiens
FERM domain
containing 3
(FRMD3), transcript
variant 1, mRNA

A2A2Y4 237 4.00E-71 FERM domain-
containing protein 3 . . . . pfam00373 FERM_M

FERM central
domain. This
domain is the
central structural
domain of the
FERM domain.

.

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00198
98|extrinsic
component of
membrane;GO:0016
021|integral
component of
membrane;

. . .



ENSG00000172201 6 6 0 21 6.62305187 3 6 11 4 0.838598122 0.311634938 0.438765817 up no ID4 protein_coding chr6:19837386-
19840684:+

gi|344289538|ref|XP
_003416499.1| 463 1.00E-50

PREDICTED:
DNA-binding
protein inhibitor ID-
4 [Loxodonta
africana]

gi|365733618|ref|N
M_001546.3| 2344 0

Homo sapiens
inhibitor of DNA
binding 4, dominant
negative helix-loop-
helix protein (ID4),
mRNA

P47928 181 2.00E-51
DNA-binding
protein inhibitor ID-
4

. . . . pfam00010 HLH
Helix-loop-helix
DNA-binding
domain.

GO:0034613|cellular
protein
localization;GO:002
2010|central
nervous system
myelination;GO:002
1895|cerebral cortex
neuron
differentiation;GO:0
007623|circadian
rhythm;GO:0045444
|fat cell
differentiation;GO:0
000082|G1/S
transition of mitotic
cell
cycle;GO:0021766|h
ippocampus
development;GO:00
48712|negative
regulation of
astrocyte
differentiation;GO:0
045599|negative
regulation of fat cell
differentiation;GO:0
045665|negative
regulation of
neuron
differentiation;GO:0
048715|negative
regulation of
oligodendrocyte
differentiation;GO:0
000122|negative

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003714|transcri
ption corepressor
activity;

K17695
ID4; DNA-binding
protein inhibitor
ID4

ENSG00000172209 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no GPR22 protein_coding chr7:107470018-
107475659:+

gi|62088120|dbj|BA
D92507.1| 2050 0

G protein-coupled
receptor 22 variant
[Homo sapiens]

gi|91106201|ref|NM
_005295.2| 2942 0

Homo sapiens G
protein-coupled
receptor 22
(GPR22), mRNA

Q99680 775 0 Probable G-protein
coupled receptor 22 . . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0032870|cellular
response to
hormone
stimulus;GO:190165
2|response to
peptide;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor
activity;GO:0042277
|peptide binding;

K04319 GPR22; G protein-
coupled receptor 22

ENSG00000172216 2 0 0 2 0.612806538 0 0 0 0 3.037352513 0.214312762 NA up no CEBPB protein_coding chr20:50190734-
50192689:+

gi|28872796|ref|NP_
005185.2| 1159 8.00E-151

CCAAT/enhancer-
binding protein beta
isoform a [Homo
sapiens]

gi|356640243|ref|N
M_005194.3| 1956 0

Homo sapiens
CCAAT/enhancer
binding protein
(C/EBP), beta
(CEBPB), transcript
variant 1, mRNA

P17676 451 3.00E-152 CCAAT/enhancer-
binding protein beta . . . . pfam07716 bZIP_2 Basic region leucine

zipper.

GO:0006953|acute-
phase
response;GO:00508
73|brown fat cell
differentiation;GO:0
071230|cellular
response to amino
acid
stimulus;GO:007134
7|cellular response
to interleukin-
1;GO:0071222|cellul
ar response to
lipopolysaccharide;
GO:0071407|cellular
response to organic
cyclic
compound;GO:0042
742|defense
response to
bacterium;GO:0001
892|embryonic
placenta
development;GO:00
02432|granuloma
formation;GO:0072
574|hepatocyte
proliferation;GO:00
06955|immune
response;GO:00069
54|inflammatory
response;GO:00700
59|intrinsic
apoptotic signaling
pathway in response

GO:0036488|CHOP-
C/EBP
complex;GO:000077
9|condensed
chromosome,
centromeric
region;GO:0005737|
cytoplasm;GO:0000
790|nuclear
chromatin;GO:0016
363|nuclear
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000370
0|transcription
factor activity

K10048

CEBPB;
CCAAT/enhancer
binding protein
(C/EBP), beta

ENSG00000172239 7 8 4 0 3.899601585 1 2 1 4 1.935500473 0.056473242 0.124255447 up no PAIP1 protein_coding chr5:43526267-
43557758:-

gi|17511255|ref|NP_
006442.2| 2097 0

polyadenylate-
binding protein-
interacting protein 1
isoform 1 [Homo
sapiens]

gi|208022642|ref|N
M_006451.4| 2782 0

Homo sapiens
poly(A) binding
protein interacting
protein 1 (PAIP1),
transcript variant 1,
mRNA

Q8VE62 35.4 2.00E-24
Polyadenylate-
binding protein-
interacting protein 1

. . . . pfam02854 MIF4G

MIF4G domain.
MIF4G is named
after Middle domain
of eukaryotic
initiation factor 4G
(eIF4G). Also
occurs in NMD2p
and CBP80. The
domain is rich in
alpha-helices and
may contain
multiple alpha-
helical repeats. In
eIF4G, this domain
binds eIF4A, eIF3,
RNA and DNA.

. GO:0005737|cytopla
sm;

GO:0003723|RNA
binding;GO:000849
4|translation
activator activity;

K14322

PAIP1;
polyadenylate-
binding protein-
interacting protein 1

ENSG00000172262 0 1 0 3 0.85483642 0 0 3 1 0.295147976 0.868157071 NA up no ZNF131 protein_coding chr5:43065176-
43192021:+

gi|544436964|ref|XP
_005556874.1| 3026 0

PREDICTED: zinc
finger protein 131-
like isoform X1
[Macaca
fascicularis]

gi|197097519|ref|N
M_001133905.1| 3165 0

Pongo abelii zinc
finger protein 131
(ZNF131), mRNA

P52739 474 0 Zinc finger protein
131 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000172264 1 1 1 1 0.71334831 0 0 1 0 2.295605572 0.175468051 NA up no MACROD2 protein_coding chr20:13995369-
16053197:+

gi|117968621|ref|NP
_542407.2| 1911 0

O-acetyl-ADP-
ribose deacetylase
MACROD2 isoform
1 [Homo sapiens]

gi|117968620|ref|N
M_080676.5| 4863 0

Homo sapiens
MACRO domain
containing 2
(MACROD2),
transcript variant 1,
mRNA

A1Z1Q3 235 4.00E-74
O-acetyl-ADP-
ribose deacetylase
MACROD2

RSc0334 175 3.00E-48 COG2110 pfam01661 Macro

Macro domain. This
domain is an ADP-
ribose binding
module. It is found
in a number of
otherwise unrelated
proteins. It is found
at the C-terminus of
the macro-H2A
histone protein.
This domain is
found in the non-
structural proteins
of several types of
ssRNA viruses such
as NSP3 from
alphaviruses. This
domain is also
found on its own in
a family of proteins
from bacteria,
archaebacteria, and
eukaryotes.

. GO:0005654|nucleo
plasm; . . .

ENSG00000172269 0 0 0 1 0.410298458 1 1 1 0 -0.748615971 0.715963929 NA down no DPAGT1 protein_coding chr11:119096503-
119108331:-

gi|585175966|ref|XP
_006739770.1| 1945 0

PREDICTED: UDP-
N-
acetylglucosamine--
dolichyl-phosphate
N-
acetylglucosaminep
hosphotransferase
[Leptonychotes
weddellii]

gi|34536008|dbj|AK
128572.1| 3255 0

Homo sapiens
cDNA FLJ46731 fis,
clone
TRACH3019621,
highly  similar to
UDP-N-
acetylglucosamine--
dolichyl-phosphate
N-
acetylglucosaminep
hosphotransferase
(EC 2.7.8.15)

Q9H3H5 161 8.00E-44

UDP-N-
acetylglucosamine--
dolichyl-phosphate
N-
acetylglucosaminep
hosphotransferase

SPBC15D4.04 265 2.00E-77 COG0472 pfam00953 Glycos_transf_4 Glycosyl transferase
family 4.

GO:0019408|dolich
ol biosynthetic
process;GO:000648
8|dolichol-linked
oligosaccharide
biosynthetic
process;GO:000648
7|protein N-linked
glycosylation;GO:00
51259|protein
oligomerization;GO:
0006047|UDP-N-
acetylglucosamine
metabolic process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0030
176|integral
component of
endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;

GO:0008963|phosph
o-N-
acetylmuramoyl-
pentapeptide-
transferase
activity;GO:0016757
|transferase activity,
transferring glycosyl
groups;GO:0003975|
UDP-N-
acetylglucosamine-
dolichyl-phosphate
N-
acetylglucosaminep
hosphotransferase
activity;GO:0003976
|UDP-N-
acetylglucosamine-
lysosomal-enzyme
N-
acetylglucosaminep
hosphotransferase
activity;

K01001

ALG7; UDP-N-
acetylglucosamine--
dolichyl-phosphate
N-
acetylglucosaminep
hosphotransferase
[EC:2.7.8.15]



ENSG00000172273 0 0 0 1 0.305076892 1 0 0 1 -0.147568856 0.95359243 NA down no HINFP protein_coding chr11:119121587-
119136044:+

gi|332208440|ref|XP
_003253310.1| 2546 0

PREDICTED:
histone H4
transcription factor
isoform X1
[Nomascus
leucogenys]

gi|22255356|dbj|AP0
03391.1| 3138 0

Homo sapiens
genomic DNA,
chromosome 11q
clone:CTD-2589C9,
complete sequences

Q9BQA5 177 4.00E-51 Histone H4
transcription factor . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000077|DNA
damage
checkpoint;GO:0006
281|DNA
repair;GO:0045184|e
stablishment of
protein
localization;GO:000
0082|G1/S transition
of mitotic cell
cycle;GO:0001701|i
n utero embryonic
development;GO:00
45445|myoblast
differentiation;GO:0
010629|negative
regulation of gene
expression;GO:0045
892|negative
regulation of
transcription, DNA-
templated;GO:00106
28|positive
regulation of gene
expression;GO:0045
893|positive
regulation of
transcription, DNA-
templated;GO:00104
68|regulation of
gene
expression;GO:0000
083|regulation of
transcription
involved in G1/S

GO:0015030|Cajal
body;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:001989
9|enzyme
binding;GO:004239
3|histone
binding;GO:004687
2|metal ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000172348 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RCAN2 protein_coding chr6:46220736-
46491972:-

gi|544427569|ref|XP
_005552871.1| 1273 1.00E-162

PREDICTED:
calcipressin-2
isoform X1 [Macaca
fascicularis]

gi|354681999|ref|N
M_001251974.1| 3288 0

Homo sapiens
regulator of
calcineurin 2
(RCAN2), transcript
variant 2, mRNA

Q5RE25 407 2.00E-135 Calcipressin-2 . . . . pfam04847 Calcipressin

Calcipressin.
Calcipressin is also
known as
calcineurin-binding
protein, since it
inhibits calcineurin-
mediated
transcriptional
modulation by
binding to
calcineurin's
catalytic domain.

GO:0019722|calciu
m-mediated
signaling;

GO:0005622|intracel
lular;

GO:0000166|nucleot
ide binding; K17903 RCAN2, ZAKI4;

calcipressin-2

ENSG00000172354 3 11 2 22 6.812116644 4 4 8 5 1.224830835 0.077694153 0.15574717 up no GNB2 protein_coding chr7:100673531-
100679174:+

gi|13937391|ref|NP_
034442.1| 1722 0

guanine nucleotide-
binding protein
G(I)/G(S)/G(T)
subunit beta-2 [Mus
musculus]

gi|426357266|ref|X
M_004045918.1| 1789 0

PREDICTED:
Gorilla gorilla
gorilla guanine
nucleotide binding
protein (G protein),
beta polypeptide 2
(GNB2), mRNA

P54313 283 1.00E-93

Guanine nucleotide-
binding protein
G(I)/G(S)/G(T)
subunit beta-2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0044297|cell
body;GO:0070062|e
xtracellular
exosome;GO:00056
15|extracellular
space;GO:0005925|f
ocal
adhesion;GO:00057
65|lysosomal
membrane;GO:0043
209|myelin
sheath;GO:0048471|
perinuclear region
of
cytoplasm;GO:0043
234|protein

GO:0005246|calciu
m channel regulator
activity;GO:0004871
|signal transducer
activity;

K04537

GNB2; guanine
nucleotide-binding
protein
G(I)/G(S)/G(T)
subunit beta-2

ENSG00000172409 0 0 1 1 0.284508243 0 0 0 0 1.982045671 0.513353684 NA up no CLP1 protein_coding chr11:57648992-
57661868:+

gi|803299026|ref|XP
_012008013.1| 2240 0

PREDICTED:
polyribonucleotide
5'-hydroxyl-kinase
Clp1 isoform X1
[Ovis aries
musimon]

gi|1644401|gb|U735
24.1|HSU73524 2413 0

Human putative
ATP/GTP-binding
protein (HEAB)
mRNA, complete
cds

Q4R7R3 237 6.00E-75
Polyribonucleotide
5'-hydroxyl-kinase
Clp1

SPAC22H10.05c 56.6 6.00E-09 COG5623 pfam06807 Clp1

Pre-mRNA cleavage
complex II protein
Clp1. This family
consists of several
pre-mRNA cleavage
complex II Clp1 (or
HeaB) proteins. Six
different protein
factors are required
in vitro for 3' end
formation of
mammalian pre-
mRNAs by
endonucleolytic
cleavage and
polyadenylation.
Clp1 is a subunit of
cleavage complex
IIA, which is
required for
cleavage, but not
for polyadenylation
of pre-mRNA.

GO:0021695|cerebel
lar cortex
development;GO:00
31124|mRNA 3'-end
processing;GO:0035
087|siRNA loading
onto RISC involved
in RNA
interference;GO:003
0423|targeting of
mRNA for
destruction
involved in RNA
interference;GO:000
6388|tRNA splicing,
via endonucleolytic
cleavage and
ligation;

GO:0005849|mRNA
cleavage factor
complex;GO:000021
4|tRNA-intron
endonuclease
complex;

GO:0005524|ATP
binding;GO:004640
4|ATP-dependent
polydeoxyribonucle
otide 5'-hydroxyl-
kinase
activity;GO:0051736
|ATP-dependent
polyribonucleotide
5'-hydroxyl-kinase
activity;GO:0051733
|polydeoxyribonucle
otide kinase activity;

K14399

CLP1, HERB;
polyribonucleotide
5'-hydroxyl-kinase
[EC:2.7.1.78]

ENSG00000172432 0 3 0 4 1.409981337 2 3 1 0 0.559242119 0.679972862 0.77305596 up no GTPBP2 protein_coding chr6:43605316-
43629162:-

gi|344263720|ref|XP
_003403944.1| 2888 0

PREDICTED: LOW
QUALITY
PROTEIN: GTP-
binding protein 2
[Loxodonta
africana]

gi|555290030|ref|N
M_019096.4| 2933 0

Homo sapiens GTP
binding protein 2
(GTPBP2),
transcript variant 1,
mRNA

Q3UJK4 167 3.00E-47 GTP-binding
protein 2 MTH1185 57.8 2.00E-09 COG5258 pfam00009 GTP_EFTU

Elongation factor
Tu GTP binding
domain. This
domain contains a
P-loop motif, also
found in several
other families such
as pfam00071,
pfam00025 and
pfam00063.
Elongation factor
Tu consists of three
structural domains,
this plus two C-
terminal beta barrel
domains.

GO:0035082|axone
me
assembly;GO:00033
41|cilium
movement;GO:0060
294|cilium
movement involved
in cell
motility;GO:004445
8|motile cilium
assembly;

GO:0005930|axone
me;GO:0005737|cyt
oplasm;GO:0031514
|motile cilium;

. . .

ENSG00000172530 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no BANP protein_coding chr16:87949244-
88077318:+

gi|795345844|ref|XP
_011783405.1| 2521 0

PREDICTED:
protein BANP
[Colobus angolensis
palliatus]

gi|291084802|ref|N
M_001173543.1| 2438 0

Homo sapiens
BTG3 associated
nuclear protein
(BANP), transcript
variant 7, mRNA

Q0VCW3 139 1.00E-38 Protein BANP . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007192|adenyl
ate cyclase-
activating serotonin
receptor signaling
pathway;GO:000726
8|synaptic
transmission;

GO:0030425|dendrit
e;GO:0005887|integr
al component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0004993|seroton
in receptor
activity;GO:0030594
|neurotransmitter
receptor
activity;GO:0004984
|olfactory receptor
activity;

. .

ENSG00000172531 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no PPP1CA protein_coding chr11:67398183-
67421183:-

gi|56790945|ref|NP_
001008709.1| 1824 0

serine/threonine-
protein phosphatase
PP1-alpha catalytic
subunit isoform 3
[Homo sapiens]

gi|45827796|ref|NM
_002708.3| 1450 0

Homo sapiens
protein phosphatase
1, catalytic subunit,
alpha isozyme
(PPP1CA),
transcript variant 1,
mRNA

P32598 89 6.00E-20
Serine/threonine-
protein phosphatase
PP1-2

. . . . pfam00149 Metallophos

Calcineurin-like
phosphoesterase.
This family includes
a diverse range of
phosphoesterases,
including protein
phosphoserine
phosphatases,
nucleotidases,
sphingomyelin
phosphodiesterases
and 2'-3' cAMP
phosphodiesterases
as well as nucleases
such as bacterial
SbcD or yeast
MRE11. The most
conserved regions
in this superfamily
centre around the
metal chelating
residues.

GO:0007049|cell
cycle;GO:0051301|c
ell
division;GO:003292
2|circadian
regulation of gene
expression;GO:0043
153|entrainment of
circadian clock by
photoperiod;GO:00
05977|glycogen
metabolic
process;GO:000647
0|protein
dephosphorylation;
GO:0042752|regulati
on of circadian
rhythm;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005654|
nucleoplasm;GO:00
72357|PTW/PP1
phosphatase
complex;

GO:0046872|metal
ion
binding;GO:001679
1|phosphatase
activity;GO:0004721
|phosphoprotein
phosphatase
activity;

K06269

PPP1C;
serine/threonine-
protein phosphatase
PP1 catalytic
subunit
[EC:3.1.3.16]

ENSG00000172725 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CORO1B protein_coding chr11:67435510-
67443821:-

gi|14149734|ref|NP_
065174.1| 2531 0 coronin-1B [Homo

sapiens]
gi|62088737|dbj|AB
209579.1| 4461 0

Homo sapiens
mRNA for coronin,
actin binding
protein, 1B variant
protein

Q5NVK4 292 2.00E-95 Coronin-1B . . . . pfam08954 DUF1900

Domain of
unknown function
(DUF1900). This
domain is
predominantly
found in the
structural protein
coronin, and is
duplicated in some
sequences. It has no
known function.

.
GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;

. K13886 CORO1B_1C_6;
coronin-1B/1C/6

ENSG00000172733 0 1 0 2 1.221901614 0 4 1 4 -1.175578298 0.428960621 0.559171797 down no PURG protein_coding chr8:30995802-
31033715:-

gi|585652699|ref|XP
_006884184.1| 1629 0

PREDICTED:
purine-rich element-
binding protein
gamma-like isoform
X2 [Elephantulus
edwardii]

gi|210032507|ref|NG
_008870.1| 2875 0

Homo sapiens
Werner syndrome,
RecQ helicase-like
(WRN),
RefSeqGene
(LRG_524) on
chromosome 8

Q9UJV8 285 4.00E-94
Purine-rich
element-binding
protein gamma

. . . . pfam04845 PurA

PurA ssDNA and
RNA-binding
protein. This family
represents most of
the length of the
protein.

. GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000172765 1 3 1 4 2.88139854 6 4 3 4 -0.438707494 0.59124466 0.703496046 down no TMCC1 protein_coding chr3:129647792-
129893576:-

gi|190014610|ref|NP
_001017395.2| 3201 0

transmembrane and
coiled-coil domains
protein 1 isoform a
[Homo sapiens]

gi|578807173|ref|X
M_006713544.1| 5992 0

PREDICTED:
Homo sapiens
transmembrane and
coiled-coil domain
family 1 (TMCC1),
transcript variant
X10, mRNA

O94876 93.6 3.00E-22
Transmembrane
and coiled-coil
domains protein 1

. . . . pfam10267 Tmemb_cc2

Predicted
transmembrane and
coiled-coil 2
protein. This family
of transmembrane
coiled-coil
containing proteins
is conserved from
worms to humans.
Its function is
unknown.

.

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000172789 4 4 5 4 8.097838056 10 5 18 22 -1.115365706 0.081422371 0.160259905 down no HOXC5 protein_coding chr12:54032853-
54035358:+

gi|821123439|ref|XP
_012384048.1| 988 1.00E-127

PREDICTED:
homeobox protein
Hox-C5 [Dasypus
novemcinctus]

gi|426372799|ref|X
M_004053256.1| 1764 0

PREDICTED:
Gorilla gorilla
gorilla homeobox
C5 (HOXC5),
mRNA

P32043 384 9.00E-129 Homeobox protein
Hox-C5 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
48706|embryonic
skeletal system
development;GO:00
06351|transcription,
DNA-templated;

GO:0030054|cell
junction;GO:000565
4|nucleoplasm;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09305 HOX_5; homeobox
protein HoxA/B/C5



ENSG00000172794 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no RAB37 protein_coding chr17:74670578-
74747335:+

gi|255683305|ref|NP
_001157461.1| 1225 3.00E-159

ras-related protein
Rab-37 isoform 4
[Homo sapiens]

gi|34533818|dbj|AK
127073.1| 3792 0

Homo sapiens
cDNA FLJ45130 fis,
clone
BRAWH3037428,
highly similar to
Homo sapiens
RAB37, member
RAS oncogene
family (RAB37),
transcript variant 3,
mRNA

Q96AX2 392 7.00E-128 Ras-related protein
Rab-37 . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0015031|protein
transport;GO:00072
64|small GTPase
mediated signal
transduction;

GO:0016023|cytopla
smic membrane-
bounded
vesicle;GO:0005793|
endoplasmic
reticulum-Golgi
intermediate
compartment;

GO:0005525|GTP
binding; K07914 RAB37; Ras-related

protein Rab-37

ENSG00000172795 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no DCP2 protein_coding chr5:112976702-
113020970:+

gi|31542498|ref|NP_
689837.2| 2067 0

m7GpppN-mRNA
hydrolase isoform 1
[Homo sapiens]

gi|334688846|ref|N
M_152624.5| 8947 0

Homo sapiens
decapping mRNA 2
(DCP2), transcript
variant 1, mRNA

Q5REQ8 720 0 m7GpppN-mRNA
hydrolase SPAC19A8.12_1 218 5.00E-62 COG0494 pfam05026 DCP2

Dcp2, box A
domain. This
domain is always
found to the amino
terminal side of
pfam00293. This
domain is specific
to mRNA decapping
protein 2 and this
region has been
termed Box A.
Removal of the cap
structure is
catalysed by the
Dcp1-Dcp2
complex.

GO:0071044|histone
mRNA catabolic
process;GO:000640
2|mRNA catabolic
process;GO:000018
4|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;

GO:0000932|cytopla
smic mRNA
processing
body;GO:0005634|n
ucleus;

GO:0050072|m7G(5'
)pppN
diphosphatase
activity;GO:0030145
|manganese ion
binding;GO:000372
3|RNA binding;

K12613

DCP2; mRNA-
decapping enzyme
subunit 2
[EC:3.6.1.62]

ENSG00000172831 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CES2 protein_coding chr16:66934444-
66945096:+

gi|37622885|ref|NP_
003860.2| 3191 0

cocaine esterase
isoform 1 [Homo
sapiens]

gi|297632399|ref|N
M_003869.5| 3927 0

Homo sapiens
carboxylesterase 2
(CES2), transcript
variant 1, mRNA

O00748 231 6.00E-72 Cocaine esterase BS_pnbA 252 1.00E-71 COG2272 pfam00135 COesterase Carboxylesterase
family.

GO:0009056|catabol
ic
process;GO:000680
5|xenobiotic
metabolic process;

GO:0005783|endopl
asmic
reticulum;GO:00057
88|endoplasmic
reticulum
lumen;GO:0005615|
extracellular space;

GO:0052689|carbox
ylic ester hydrolase
activity;GO:0047374
|methylumbelliferyl-
acetate deacetylase
activity;

K03927

CES2;
carboxylesterase 2
[EC:3.1.1.1 3.1.1.84
3.1.1.56]

ENSG00000172845 35 68 40 79 61.71797185 77 80 82 67 0.038090813 0.87349117 0.919018589 up no SP3 protein_coding chr2:173906459-
173965702:-

gi|38373693|ref|NP_
003102.1|

3199 0
transcription factor
Sp3 isoform 1
[Homo sapiens]

gi|289191309|ref|N
M_003111.4| 6359 0

Homo sapiens Sp3
transcription factor
(SP3), transcript
variant 1, mRNA

O70494 107 4.00E-25 Transcription factor
Sp3 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0030183|B cel
differentiation;GO:0
060216|definitive
hemopoiesis;GO:00
48596|embryonic
camera-type eye
morphogenesis;GO:
0001892|embryonic
placenta
development;GO:00
60136|embryonic
process involved in
female
pregnancy;GO:0048
706|embryonic
skeletal system
development;GO:00
43353|enucleate
erythrocyte
differentiation;GO:0
030218|erythrocyte
differentiation;GO:0
030851|granulocyte
differentiation;GO:0
001701|in utero
embryonic
development;GO:00
01889|liver
development;GO:00
30324|lung
development;GO:00
30219|megakaryocyt
e
differentiation;GO:0
030224|monocyte

GO:0005737|cytopla
sm;GO:0005794|Gol
gi
apparatus;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0005886|plasma
membrane;GO:0016
605|PML
body;GO:0017053|tr
anscriptional
repressor complex;

GO:0003682|chrom
atin
binding;GO:000098
7|core promoter
proximal region
sequence-specific
DNA
binding;GO:000367
7|DNA
binding;GO:000369
0|double-stranded
DNA
binding;GO:004687
2|metal ion
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region

K09193 SP3; transcription
factor Sp3

ENSG00000172869 0 0 0 0 0.512801702 2 0 3 0 -2.230598958 0.390657395 NA down no DMXL1 protein_coding chr5:119037772-
119249138:+

gi|594140514|ref|NP
_001277250.1| 15810 0

dmX-like protein 1
isoform 1 [Homo
sapiens]

gi|3123571|emb|AJ0
05821.1| 11025 0

Homo sapiens
mRNA for X-like 1
protein

Q9Y485 222 7.00E-66 DmX-like protein 1 . . . . pfam12234 Rav1p_C

RAVE protein 1 C
terminal. This
domain family is
found in
eukaryotes, and is
typically between
621 and 644 amino
acids in length. This
family is the C
terminal region of
the protein RAVE
(regulator of the
ATPase of vacuolar
and endosomal
membranes). Rav1p
is involved in
regulating the
glucose dependent
assembly and
disassembly of
vacuolar ATPase
V1 and V0 subunits.

GO:0008544|epider
mis
development;GO:00
45109|intermediate
filament
organization;GO:00
31424|keratinization;
GO:0032980|keratin
ocyte
activation;GO:00033
34|keratinocyte
development;GO:00
51546|keratinocyte
migration;GO:00436
16|keratinocyte
proliferation;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
15|extracellular
space;GO:0005794|
Golgi
apparatus;GO:00058
82|intermediate
filament;GO:004511
1|intermediate
filament
cytoskeleton;GO:00
45095|keratin
filament;GO:001602
0|membrane;GO:00
05634|nucleus;

GO:0005200|structu
ral constituent of
cytoskeleton;

. .

ENSG00000172878 0 0 0 0 0.509202371 4 0 1 0 -2.22200732 0.403967726 NA down no METAP1D protein_coding chr2:171999583-
172082430:+

gi|332815216|ref|XP
_003309462.1| 2074 0

PREDICTED:
methionine
aminopeptidase 1D,
mitochondrial
isoform X1 [Pan
troglodytes]

gi|426337699|ref|X
M_004032788.1| 2309 0

PREDICTED:
Gorilla gorilla
gorilla methionyl
aminopeptidase type
1D (mitochondrial)
(METAP1D),
mRNA

Q6UB28 200 1.00E-59
Methionine
aminopeptidase 1D,
mitochondrial

ML1576 236 4.00E-69 COG0024 pfam00557 Peptidase_M24

Metallopeptidase
family M24. This
family contains
metallopeptidases. It
also contains non-
peptidase
homologues such as
the N terminal
domain of Spt16
which is a histone
H3-H4 binding
module

GO:0031365|N-
terminal protein
amino acid
modification;GO:00
18206|peptidyl-
methionine
modification;GO:00
70084|protein
initiator methionine
removal;

GO:0005739|mitoch
ondrion;

GO:0004177|amino
peptidase
activity;GO:0046872
|metal ion
binding;GO:007000
6|metalloaminopepti
dase
activity;GO:0008235
|metalloexopeptidas
e activity;

K01265
map; methionyl
aminopeptidase
[EC:3.4.11.18]

ENSG00000172915 18 20 28 13 16.48029307 6 10 16 8 1.613286627 0.002168146 0.011873507 up yes NBEA protein_coding chr13:34942287-
35673022:+

gi|62422577|ref|NP_
056493.3| 15180 0

neurobeachin
isoform 1 [Homo
sapiens]

gi|291045420|ref|N
M_015678.4| 11119 0

Homo sapiens
neurobeachin
(NBEA), transcript
variant 1, mRNA

Q8NFP9 5784 0 Neurobeachin . . . . pfam02138 Beach Beige/BEACH
domain.

GO:0008104|protein
localization;

GO:0005829|cytosol
;GO:0012505|endom
embrane
system;GO:0005886|
plasma
membrane;GO:0005
802|trans-Golgi
network;

. . .

ENSG00000172939 1 19 6 26 23.80934245 56 54 30 34 -1.364386745 0.012853326 0.043293134 down yes OXSR1 protein_coding chr3:38165089-
38255488:+

gi|4826878|ref|NP_0
05100.1| 2663 0

serine/threonine-
protein kinase
OSR1 [Homo
sapiens]

gi|75709206|ref|NM
_005109.2| 4523 0

Homo sapiens
oxidative stress
responsive 1
(OXSR1), mRNA

O95747 1030 0
Serine/threonine-
protein kinase
OSR1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0035556|intracel
lular signal
transduction;GO:00
06468|protein
phosphorylation;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase activity;

K08835

OXSR1, STK39;
serine/threonine-
protein kinase
OSR1/STK39
[EC:2.7.11.1]

ENSG00000172943 0 0 0 0 0.306241289 2 0 1 0 -1.486957605 0.620259419 NA down no PHF8 protein_coding chrX:53936676-
54048958:-

gi|5689559|dbj|BAA
83063.1| 5070 0 KIAA1111 protein

[Homo sapiens]
gi|223941819|ref|N
M_015107.2| 6058 0

Homo sapiens PHD
finger protein 8
(PHF8), transcript
variant 2, mRNA

Q80TJ7 78.2 2.00E-15 Histone lysine
demethylase PHF8 . . . . pfam02373 JmjC

JmjC domain,
hydroxylase. The
JmjC domain
belongs to the
Cupin superfamily.
JmjC-domain
proteins may be
protein
hydroxylases that
catalyse a novel
histone
modification. This
is confirmed to be a
hydroxylase: the
human JmjC protein
named Tyw5p
unexpectedly acts in
the biosynthesis of a
hypermodified
nucleoside,
hydroxy-
wybutosine, in
tRNA-Phe by
catalyzing
hydroxylation.

GO:0007420|brain
development;GO:00
00082|G1/S
transition of mitotic
cell
cycle;GO:0071557|h
istone H3-K27
demethylation;GO:0
070544|histone H3-
K36
demethylation;GO:0
033169|histone H3-
K9
demethylation;GO:0
035574|histone H4-
K20
demethylation;GO:0
061188|negative
regulation of
chromatin silencing
at
rDNA;GO:0045943|
positive regulation
of transcription
from RNA
polymerase I
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0031965|nuclear
membrane;GO:0005
730|nucleolus;GO:0
005634|nucleus;

GO:0003682|chrom
atin
binding;GO:003245
2|histone
demethylase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:005186
4|histone
demethylase activity
(H3-K36
specific);GO:003245
4|histone
demethylase activity
(H3-K9
specific);GO:003557
5|histone
demethylase activity
(H4-K20
specific);GO:000550
6|iron ion
binding;GO:003506
4|methylated histone
binding;GO:001670
6|oxidoreductase
activity, acting on
paired donors, with
incorporation or
reduction of
molecular oxygen,
2-oxoglutarate as
one donor, and
incorporation of

K19415

PHF8, JHDM1F;
lysine-specific
demethylase PHF8
[EC:1.14.11.27]

ENSG00000172974 4 5 4 1 3.443740503 3 4 3 2 0.838528701 0.304645894 0.431726753 up no AC007318.1 processed_pseudog
ene

chr2:65205108-
65205988:+

gi|42476281|ref|NP_
003366.2| 1543 0

voltage-dependent
anion-selective
channel protein 2
isoform 2 [Homo
sapiens]

gi|586598075|ref|NG
_016635.2| 881 0

Homo sapiens
voltage-dependent
anion channel 2
pseudogene
(LOC729317) on
chromosome 2

P45880 598 0
Voltage-dependent
anion-selective
channel protein 2

. . . . pfam01459 Porin_3 Eukaryotic porin.

GO:0006820|anion
transport;GO:20012
43|negative
regulation of
intrinsic apoptotic
signaling
pathway;GO:003227
2|negative
regulation of
protein
polymerization;

GO:0070062|extrace
llular
exosome;GO:00451
21|membrane
raft;GO:0005743|mit
ochondrial inner
membrane;GO:0042
645|mitochondrial
nucleoid;GO:000574
1|mitochondrial
outer
membrane;GO:0005
739|mitochondrion;
GO:0043209|myelin
sheath;GO:0005634|
nucleus;GO:004693
0|pore
complex;GO:000802
1|synaptic vesicle;

GO:0000166|nucleot
ide
binding;GO:001528
8|porin
activity;GO:0008308
|voltage-gated anion
channel activity;

K15040
VDAC2; voltage-
dependent anion
channel protein 2



ENSG00000172977 2 4 2 7 7.086416369 12 15 11 13 -1.271703965 0.02631896 0.071415015 down no KAT5 protein_coding chr11:65711996-
65719604:+

gi|36287069|ref|NP_
874369.1| 2829 0

histone
acetyltransferase
KAT5 isoform 1
[Homo sapiens]

gi|332205929|ref|N
M_182710.2| 2296 0

Homo sapiens
K(lysine)
acetyltransferase 5
(KAT5), transcript
variant 1, mRNA

Q5RBG4 474 5.00E-166
Histone
acetyltransferase
KAT5

SPAC637.12c 348 3.00E-110 COG5027 pfam01853 MOZ_SAS

MOZ/SAS family.
This region of these
proteins has been
suggested to be
homologous to
acetyltransferases.

GO:0006915|apopto
tic
process;GO:007030
1|cellular response
to hydrogen
peroxide;GO:00714
81|cellular response
to X-
ray;GO:0006978|DN
A damage response,
signal transduction
by p53 class
mediator resulting
in transcription of
p21 class
mediator;GO:00165
73|histone
acetylation;GO:0043
967|histone H4
acetylation;GO:0045
944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00094
08|response to
heat;GO:0006351|tra
nscription, DNA-
templated;

GO:0005829|cytosol
;GO:0035267|NuA4
histone
acetyltransferase
complex;GO:000079
0|nuclear
chromatin;GO:0005
730|nucleolus;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;GO:0048471|perin
uclear region of
cytoplasm;GO:0032
777|Piccolo NuA4
histone
acetyltransferase
complex;GO:004323
4|protein
complex;GO:000081
2|Swr1 complex;

GO:0003682|chrom
atin
binding;GO:000440
2|histone
acetyltransferase
activity;GO:0046872
|metal ion
binding;GO:004327
4|phospholipase
binding;GO:003240
3|protein complex
binding;GO:000371
3|transcription
coactivator
activity;GO:0008134
|transcription factor
binding;

K11304

TIP60, KAT5,
ESA1; histone
acetyltransferase
HTATIP
[EC:2.3.1.48]

ENSG00000172995 0 0 0 0 0.803673165 0 3 4 1 -2.882272249 0.138136854 NA down no ARPP21 protein_coding chr3:35638945-
35794496:+

gi|390407643|ref|NP
_001254548.1| 3042 0

cAMP-regulated
phosphoprotein 21
isoform 4 [Homo
sapiens]

gi|426339883|ref|X
M_004033820.1| 3379 0

PREDICTED:
Gorilla gorilla
gorilla cAMP-
regulated
phosphoprotein,
21kDa, transcript
variant 1 (ARPP21),
mRNA

Q5R6X9 69.7 2.00E-14 cAMP-regulated
phosphoprotein 21 . . . . pfam01424 R3H

R3H domain. The
name of the R3H
domain comes from
the characteristic
spacing of the most
conserved arginine
and histidine
residues. The
function of the
domain is predicted
to be binding
ssDNA.

. GO:0005737|cytopla
sm; . . .

ENSG00000173020 0 0 0 1 0.312175034 1 0 1 0 -0.171702821 0.945833621 NA down no GRK2 protein_coding chr11:67266410-
67286556:+

gi|148539876|ref|NP
_001610.2| 3711 0

beta-adrenergic
receptor kinase 1
[Homo sapiens]

gi|62088755|dbj|AB
209588.1| 4490 0

Homo sapiens
mRNA for beta
adrenergic receptor
kinase 1 variant
protein

P21146 89.7 3.00E-57 Beta-adrenergic
receptor kinase 1 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0060048|cardiac
muscle
contraction;GO:000
2029|desensitization
of G-protein
coupled receptor
protein signaling
pathway;GO:000721
3|G-protein coupled
acetylcholine
receptor signaling
pathway;GO:000750
7|heart
development;GO:00
45988|negative
regulation of
striated muscle
contraction;GO:000
3108|negative
regulation of the
force of heart
contraction by
chemical
signal;GO:0018105|
peptidyl-serine
phosphorylation;GO
:0018107|peptidyl-
threonine
phosphorylation;GO
:0033605|positive
regulation of
catecholamine
secretion;GO:00316
23|receptor
internalization;GO:0

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0016020|m
embrane;GO:000588
6|plasma
membrane;GO:0072
372|primary cilium;

GO:0031694|alpha-
2A adrenergic
receptor
binding;GO:000552
4|ATP
binding;GO:004769
6|beta-adrenergic
receptor kinase
activity;GO:0031755
|Edg-2
lysophosphatidic
acid receptor
binding;GO:000470
3|G-protein coupled
receptor kinase
activity;GO:0004672
|protein kinase
activity;

K00910

ADRBK, GRK;
beta-adrenergic-
receptor kinase
[EC:2.7.11.15]

ENSG00000173064 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no HECTD4 protein_coding chr12:112160188-
112382439:-

gi|694952341|ref|XP
_009424564.1| 21404 0

PREDICTED: LOW
QUALITY
PROTEIN: probable
E3 ubiquitin-protein
ligase HECTD4
[Pan troglodytes]

gi|359718911|ref|N
M_001109662.3| 15450 0

Homo sapiens
HECT domain
containing E3
ubiquitin protein
ligase 4 (HECTD4),
mRNA

Q9Y4D8 198 2.00E-128
Probable E3
ubiquitin-protein
ligase HECTD4

SPAC11G7.02 75.1 4.00E-12 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0042593|glucos
e
homeostasis;GO:000
6006|glucose
metabolic
process;GO:004278
7|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0005
634|nucleus;

GO:0004842|ubiquit
in-protein
transferase activity;

. .

ENSG00000173065 0 4 0 9 23.1692141 87 72 18 41 -3.710097226 1.63E-06 4.73E-05 down yes FAM222B protein_coding chr17:28755978-
28855232:-

gi|193786627|dbj|B
AG51950.1| 2502 0

unnamed protein
product [Homo
sapiens]

gi|568786301|ref|N
M_001077498.2| 4161 0

Homo sapiens
family with
sequence similarity
222, member B
(FAM222B),
transcript variant 1,
mRNA

Q8WU58 185 1.00E-57 Protein FAM222B . . . . pfam15258 FAM222A

Protein family of
FAM222A. This
protein family,
FAM222A are a
domain of
unknown function.
This family of
proteins is found in
eukaryotes and are
typically between
411 and 562 amino
acids in length. In
humans, the gene
encoding this
protein domain lies
in the position,
chromosome 12
open reading frame
34.

. GO:0005654|nucleo
plasm; . . .

ENSG00000173068 0 1 0 0 0.320876367 0 1 0 1 -0.142926052 0.954496669 NA down no BNC2 protein_coding chr9:16409503-
16870843:-

gi|94721327|ref|NP_
060107.3| 5280 0

zinc finger protein
basonuclin-2
[Homo sapiens]

gi|94721326|ref|NM
_017637.5| 12844 0

Homo sapiens
basonuclin 2
(BNC2), mRNA

Q6ZN30 221 2.00E-64 Zinc finger protein
basonuclin-2 . . . . pfam13894 zf-C2H2_4

C2H2-type zinc
finger. This family
contains a number
of divergent C2H2
type zinc fingers.

GO:0003416|endoch
ondral bone
growth;GO:0060485
|mesenchyme
development;GO:00
60021|palate
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00435
86|tongue
development;GO:00
06351|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005886|pl
asma membrane;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000173120 0 0 0 8 8.072540607 20 26 5 22 -2.867220838 0.004572823 0.020512714 down yes KDM2A protein_coding chr11:67119269-
67258087:+

gi|16306580|ref|NP_
036440.1| 5644 0

lysine-specific
demethylase 2A
isoform a [Homo
sapiens]

gi|226437603|ref|N
M_012308.2| 6962 0

Homo sapiens
lysine (K)-specific
demethylase 2A
(KDM2A),
transcript variant 1,
mRNA

Q8N2A0 55.1 2.00E-25

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051965|positiv
e regulation of
synapse assembly;

GO:0016021|integral
component of
membrane;

. K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000173153 1 5 5 7 6.25317342 9 9 9 11 -0.575509733 0.32123282 0.448349643 down no ESRRA protein_coding chr11:64305572-
64316743:+

gi|1239957|gb|AAB1
7015.1| 1677 0

estrogen receptor-
related protein,
partial [Homo
sapiens]

gi|540344535|ref|N
M_001282450.1| 2283 0

Homo sapiens
estrogen-related
receptor alpha
(ESRRA), transcript
variant 2, mRNA

P11474 186 2.00E-54 Steroid hormone
receptor ERR1 . . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000549
6|steroid
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000827
0|zinc ion binding;

K08552
NR3B1, ESRRA;
estrogen-related
receptor alpha

ENSG00000173175 0 2 0 4 2.068620715 4 2 2 6 -0.829260152 0.4404614 0.568929308 down no ADCY5 protein_coding chr3:123282296-
123449758:-

gi|34486092|ref|NP_
899200.1| 5539 0

adenylate cyclase
type 5 isoform 1
[Homo sapiens]

gi|314122160|ref|N
M_183357.2| 6098 0

Homo sapiens
adenylate cyclase 5
(ADCY5), transcript
variant 1, mRNA

O95622 2138 0 Adenylate cyclase
type 5 all0661 147 1.00E-35 COG2114 pfam00211 Guanylate_cyc

Adenylate and
Guanylate cyclase
catalytic domain.

GO:0007189|adenyl
ate cyclase-
activating G-protein
coupled receptor
signaling
pathway;GO:000617
1|cAMP
biosynthetic
process;GO:190432
2|cellular response
to
forskolin;GO:00355
56|intracellular
signal
transduction;GO:00
07204|positive
regulation of
cytosolic calcium
ion
concentration;GO:0
061178|regulation of
insulin secretion
involved in cellular
response to glucose
stimulus;

GO:0016021|integral
component of
membrane;GO:0005
622|intracellular;GO
:0005886|plasma
membrane;GO:0072
372|primary cilium;

GO:0004016|adenyl
ate cyclase
activity;GO:0005524
|ATP
binding;GO:004687
2|metal ion binding;

K08045
ADCY5; adenylate
cyclase 5
[EC:4.6.1.1]

ENSG00000173320 5 2 4 4 2.983232392 0 3 2 1 1.93993143 0.044006103 0.103734111 up no STOX2 protein_coding chr4:183797692-
184023526:+

gi|7243165|dbj|BAA
92630.1| 4464 0 KIAA1392 protein

[Homo sapiens]
gi|426346110|ref|X
M_004040680.1| 10136 0

PREDICTED:
Gorilla gorilla
gorilla storkhead
box 2 (STOX2),
mRNA

Q9P2F5 310 3.00E-98 Storkhead-box
protein 2 . . . . pfam10264 Stork_head

Winged helix
Storkhead-box1
domain. This is the
conserved N-
terminal winged
helix domain of
Storkhead-box1
protein which is
likely to be a DNA
binding domain. In
humans the full-
length protein
controls
polyploidization of
extravillus
trophoblast and is
implicated in pre-
eclampsia.

GO:0009790|embry
o
development;GO:00
01893|maternal
placenta
development;

. . . .



ENSG00000173338 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no KCNK7 protein_coding chr11:65592855-
65595996:-

gi|133777182|gb|AA
I03812.2| 926 1.00E-119

KCNK7 protein,
partial [Homo
sapiens]

gi|5031820|ref|NM_
005714.1| 1560 0

Homo sapiens
potassium channel,
two pore domain
subfamily K,
member 7
(KCNK7), transcript
variant C, mRNA

Q9Y2U2 294 2.00E-94
Potassium channel
subfamily K
member 7

. . . . pfam07885 Ion_trans_2

Ion channel. This
family includes the
two membrane helix
type ion channels
found in bacteria.

GO:0006813|potassi
um ion
transport;GO:00303
22|stabilization of
membrane potential;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0005267|potassi
um channel
activity;GO:0022841
|potassium ion leak
channel
activity;GO:0005244
|voltage-gated ion
channel activity;

K04918
KCNK7; potassium
channel subfamily
K member 7

ENSG00000173402 1 2 0 7 5.503907608 15 7 10 11 -1.682642225 0.026598196 0.071971506 down no DAG1 protein_coding chr3:49468703-
49535618:+

gi|229462879|sp|Q1
4118.2|DAG1_HUM
AN

3812 0

RecName:
Full=Dystroglycan;
AltName:
Full=Dystrophin-
associated
glycoprotein 1;
Contains: RecName:
Full=Alpha-
dystroglycan;
Short=Alpha-DG;
Contains: RecName:
Full=Beta-
dystroglycan;
Short=Beta-DG;
Flags: Precursor

gi|358438222|ref|N
M_001177634.2| 5823 0

Homo sapiens
dystroglycan 1
(dystrophin-
associated
glycoprotein 1)
(DAG1), transcript
variant 3, mRNA

Q14118 169 4.00E-47 Dystroglycan . . . . pfam05454 DAG1

Dystroglycan
(Dystrophin-
associated
glycoprotein 1).
Dystroglycan is one
of the dystrophin-
associated
glycoproteins,
which is encoded
by a 5.5 kb
transcript in human.
The protein product
is cleaved into two
non-covalently
associated subunits,
[alpha] (N-terminal)
and [beta] (C-
terminal). In
skeletal muscle the
dystroglycan
complex works as a
transmembrane
linkage between the
extracellular matrix
and the
cytoskeleton.
[alpha]-
dystroglycan is
extracellular and
binds to merosin
([alpha]-2 laminin)
in the basement
membrane, while
[beta]-dystroglycan
is a transmembrane

. GO:0005576|extrace
llular region; . K06265 DAG1; dystroglycan

1

ENSG00000173404 0 1 1 1 0.614040202 2 0 0 0 1.063776161 0.584827341 NA up no INSM1 protein_coding chr20:20368121-
20370949:+

gi|114681205|ref|XP
_001144246.1| 1490 0

PREDICTED:
insulinoma-
associated protein 1
[Pan troglodytes]

gi|13311210|emb|AL
161658.21| 2829 0

Human DNA
sequence from
clone RP11-470C13
on chromosome 20,
complete sequence

Q01101 577 0 Insulinoma-
associated protein 1 . . . . pfam00096 zf-C2H2

Zinc finger, C2H2
type. The C2H2 zinc
finger is the
classical zinc finger
domain. The two
conserved cysteines
and histidines co-
ordinate a zinc ion.
The following
pattern describes the
zinc finger. #-X-C-
X(1-5)-C-X3-#-X5-
#-X2-H-X(3-6)-
[H/C] Where X can
be any amino acid,
and numbers in
brackets indicate the
number of residues.
The positions
marked # are those
that are important
for the stable fold
of the zinc finger.
The final position
can be either his or
cys. The C2H2 zinc
finger is composed
of two short beta
strands followed by
an alpha helix. The
amino terminal part
of the helix binds
the major groove in
DNA binding zinc
fingers The

GO:0061104|adrenal
chromaffin cell
differentiation;GO:0
007049|cell
cycle;GO:0031018|e
ndocrine pancreas
development;GO:00
08285|negative
regulation of cell
proliferation;GO:00
01933|negative
regulation of
protein
phosphorylation;GO
:0000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00033
58|noradrenergic
neuron
development;GO:00
42421|norepinephri
ne biosynthetic
process;GO:000331
0|pancreatic A cell
differentiation;GO:0
071158|positive
regulation of cell
cycle
arrest;GO:0045597|p
ositive regulation of
cell
differentiation;GO:0
030335|positive

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:001705
3|transcriptional
repressor complex;

GO:0031490|chrom
atin DNA
binding;GO:000104
7|core promoter
binding;GO:003033
2|cyclin
binding;GO:004282
6|histone
deacetylase
binding;GO:004687
2|metal ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000173406 1 0 0 1 1.097437602 2 2 1 3 -1.449648002 0.301776277 0.428999469 down no DAB1 protein_coding chr1:56994778-
58546734:-

gi|694886237|ref|XP
_009457041.1| 2760 0

PREDICTED:
disabled homolog 1
isoform X1 [Pan
troglodytes]

gi|68533078|dbj|AB
210012.1| 5168 0

Homo sapiens
mRNA for DAB1
variant protein,
partial cds, clone:
fh15436

O75553 249 8.00E-77 Disabled homolog 1 SPAP14E8.04 57 1.00E-07 COG0501 pfam00640 PID
Phosphotyrosine
interaction domain
(PTB/PID).

GO:0030154|cell
differentiation;GO:0
007399|nervous
system
development;

. . . .

ENSG00000173452 0 0 0 3 0.612730412 0 1 0 2 0.304105583 0.88940892 NA up no TMEM196 protein_coding chr7:19719310-
19773598:-

gi|528945974|ref|XP
_005205228.1| 741 4.00E-87

PREDICTED:
transmembrane
protein 196 isoform
X1 [Bos taurus]

gi|34366284|emb|BX
647256.1| 3953 0

Homo sapiens
mRNA; cDNA
DKFZp686K0753
(from clone
DKFZp686K0753)

Q5EB63 211 6.00E-67 Transmembrane
protein 196 . . . . pfam15240 Pro-rich

Proline-rich. This
family includes
several eukaryotic
proline-rich
proteins.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000173456 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no RNF26 protein_coding chr11:119334527-
119337313:+

gi|14042925|ref|NP_
114404.1| 1674 0 RING finger protein

26 [Homo sapiens]
gi|359807166|ref|N
M_032015.4| 2787 0

Homo sapiens ring
finger protein 26
(RNF26), mRNA

Q9BY78 649 0 RING finger protein
26 . . . . pfam13920 zf-C3HC4_3 Zinc finger, C3HC4

type (RING finger). .
GO:0016021|integral
component of
membrane;

GO:0008270|zinc
ion binding; K15693 RNF26; RING

finger protein 26

ENSG00000173545 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ZNF622 protein_coding chr5:16451519-
16465792:-

gi|15529978|ref|NP_
219482.1| 2058 0 zinc finger protein

622 [Homo sapiens]
gi|34147461|ref|NM
_033414.2| 1692 0

Homo sapiens zinc
finger protein 622
(ZNF622), mRNA

Q969S3 797 0 Zinc finger protein
622 . . . . pfam12756 zf-C2H2_2

C2H2 type zinc-
finger (2 copies).
This family contains
two copies of a
C2H2-like zinc
finger domain.

GO:0008631|intrinsi
c apoptotic
signaling pathway
in response to
oxidative
stress;GO:0043065|p
ositive regulation of
apoptotic
process;GO:004633
0|positive regulation
of JNK
cascade;GO:003367
4|positive regulation
of kinase
activity;GO:0043410
|positive regulation
of MAPK
cascade;GO:004227
3|ribosomal large
subunit biogenesis;

GO:0005737|cytopla
sm;GO:0022625|cyt
osolic large
ribosomal
subunit;GO:0005794
|Golgi
apparatus;GO:00057
30|nucleolus;GO:00
30687|preribosome,
large subunit
precursor;

GO:0044822|poly(A
) RNA
binding;GO:000827
0|zinc ion binding;

K14816 REI1; pre-60S
factor REI1

ENSG00000173575 1 1 0 0 0.421741926 0 0 0 1 1.332972323 0.569700251 NA up no CHD2 protein_coding chr15:92900189-
93028005:+

gi|118421089|ref|NP
_001262.3| 7482 0

chromodomain-
helicase-DNA-
binding protein 2
isoform 1 [Homo
sapiens]

gi|118421088|ref|N
M_001271.3| 9362 0

Homo sapiens
chromodomain
helicase DNA
binding protein 2
(CHD2), transcript
variant 1, mRNA

E9PZM4 63.9 3.00E-12
Chromodomain-
helicase-DNA-
binding protein 2

SPAC1783.05 625 0 COG0553 pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar ETL1)

GO:0006974|cellular
response to DNA
damage
stimulus;GO:001656
9|covalent
chromatin
modification;GO:00
60218|hematopoietic
stem cell
differentiation;GO:0
007517|muscle
organ
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0070062|extrace
llular
exosome;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00057
30|nucleolus;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:000104
6|core promoter
sequence-specific
DNA
binding;GO:000438
6|helicase
activity;GO:0042393
|histone
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000173611 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SCAI protein_coding chr9:124942608-
125143506:-

gi|803294071|ref|XP
_012006692.1| 3316 0

PREDICTED:
protein SCAI
isoform X4 [Ovis
aries musimon]

gi|288856273|ref|N
M_001144877.2| 12079 0

Homo sapiens
suppressor of
cancer cell invasion
(SCAI), transcript
variant 2, mRNA

Q8N9R8 251 7.00E-78 Protein SCAI . . . . pfam12070 DUF3550

Protein of unknown
function
(DUF3550/UPF0682
). This family of
proteins is
functionally
uncharacterized.
This protein is
found in
eukaryotes. Proteins
in this family are
typically between
249 to 606 amino
acids in length.

GO:0030336|negativ
e regulation of cell
migration;GO:00350
24|negative
regulation of Rho
protein signal
transduction;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0031
965|nuclear
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0003714|transcri
ption corepressor
activity;

. .

ENSG00000173692 4 15 6 11 10.06556918 6 19 8 19 -0.031264932 0.954983694 0.97157448 down no PSMD1 protein_coding chr2:231056864-
231172827:+

gi|25777600|ref|NP_
002798.2| 4554 0

26S proteasome
non-ATPase
regulatory subunit 1
isoform 1 [Homo
sapiens]

gi|300388181|ref|N
M_002807.3| 3326 0

Homo sapiens
proteasome
(prosome,
macropain) 26S
subunit, non-
ATPase, 1
(PSMD1), transcript
variant 1, mRNA

O88761 65.9 3.00E-11
26S proteasome
non-ATPase
regulatory subunit 1

SPBC17D11.07c 723 0 COG5116 pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:004217
6|regulation of
protein catabolic
process;

GO:0005634|nucleu
s;GO:0022624|prote
asome accessory
complex;GO:000854
0|proteasome
regulatory particle,
base
subcomplex;GO:003
4515|proteasome
storage granule;

GO:0030234|enzym
e regulator activity; K03032

PSMD1, RPN2; 26S
proteasome
regulatory subunit
N2

ENSG00000173744 2 4 2 9 9.244339319 27 19 15 9 -1.583351636 0.009486587 0.034744124 down yes AGFG1 protein_coding chr2:227472152-
227561214:+

gi|206597505|ref|NP
_001128659.1| 2111 0

arf-GAP domain
and FG repeat-
containing protein 1
isoform 1 [Homo
sapiens]

gi|206597503|ref|N
M_004504.4| 8658 0

Homo sapiens
ArfGAP with FG
repeats 1 (AGFG1),
transcript variant 2,
mRNA

P52594 774 0
Arf-GAP domain
and FG repeat-
containing protein 1

SPAC824.09c 70.5 2.00E-12 COG5347 pfam01412 ArfGap

Putative GTPase
activating protein
for Arf. Putative
zinc fingers with
GTPase activating
proteins (GAPs)
towards the small
GTPase, Arf. The
GAP of ARD1
stimulates GTPase
hydrolysis for
ARD1 but not
ARFs.

GO:0001675|acroso
me
assembly;GO:00451
09|intermediate
filament
organization;GO:00
06406|mRNA export
from
nucleus;GO:000727
5|multicellular
organismal
development;GO:00
07289|spermatid
nucleus
differentiation;

GO:0042995|cell
projection;GO:0016
023|cytoplasmic
membrane-bounded
vesicle;GO:0043231|
intracellular
membrane-bounded
organelle;GO:00430
25|neuronal cell
body;GO:0005643|n
uclear pore;

GO:0003677|DNA
binding;GO:000509
6|GTPase activator
activity;GO:0046872
|metal ion
binding;GO:000372
3|RNA binding;

K15044

AGFG1; Arf-GAP
domain and FG
repeats-containing
protein 1



ENSG00000173757 0 1 0 1 0.932194548 3 1 1 2 -1.290899869 0.379334375 NA down no STAT5B protein_coding chr17:42199168-
42276707:-

gi|62087420|dbj|BA
D92157.1| 4157 0

signal transducer
and activator of
transcription 5B
variant [Homo
sapiens]

gi|42519913|ref|NM
_012448.3| 5094 0

Homo sapiens
signal transducer
and activator of
transcription 5B
(STAT5B), mRNA

P51692 324 9.00E-105
Signal transducer
and activator of
transcription 5B

. . . . pfam02864 STAT_bind

STAT protein, DNA
binding domain.
STAT proteins
(Signal Transducers
and Activators of
Transcription) are a
family of
transcription factors
that are specifically
activated to regulate
gene transcription
when cells
encounter cytokines
and growth factors.
This family
represents the DNA
binding domain of
STAT, which has
an ig-like fold.
STAT proteins also
include an SH2
domain pfam00017.

GO:0006103|2-
oxoglutarate
metabolic
process;GO:000025
5|allantoin
metabolic
process;GO:007136
4|cellular response
to epidermal growth
factor
stimulus;GO:007136
3|cellular response
to growth factor
stimulus;GO:003287
0|cellular response
to hormone
stimulus;GO:000610
1|citrate metabolic
process;GO:000660
0|creatine metabolic
process;GO:004644
9|creatinine
metabolic
process;GO:004654
3|development of
secondary female
sexual
characteristics;GO:0
046544|developmen
t of secondary male
sexual
characteristics;GO:0
006631|fatty acid
metabolic
process;GO:000756

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;

GO:0003682|chrom
atin
binding;GO:003525
9|glucocorticoid
receptor
binding;GO:004698
3|protein
dimerization
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0000979
|RNA polymerase II
core promoter
sequence-specific
DNA
binding;GO:000487
1|signal transducer
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K11224

STAT5B; signal
transducer and
activator of
transcription 5B

ENSG00000173786 0 1 0 0 0.229851084 0 0 1 0 0.569016484 0.861375319 NA up no CNP protein_coding chr17:41966741-
41977731:+

gi|94721261|ref|NP_
149124.3| 2159 0

2',3'-cyclic-
nucleotide 3'-
phosphodiesterase
[Homo sapiens]

gi|94721260|ref|NM
_033133.4| 5217 0

Homo sapiens 2',3'-
cyclic nucleotide 3'
phosphodiesterase
(CNP), mRNA

P09543 258 4.00E-83
2',3'-cyclic-
nucleotide 3'-
phosphodiesterase

. . . . pfam05881 CNPase

2 ,3 -cyclic
nucleotide 3'-
phosphodiesterase
(CNP or CNPase).
This family consists
of the eukaryotic
protein 2',3'-cyclic
nucleotide 3'-
phosphodiesterase
(CNP). 2',3'-cyclic
nucleotide 3'-
phosphodiesterase
(CNP) is one of the
earliest myelin-
related proteins
expressed in
differentiating
oligodendrocytes
and Schwann cells.
CNP is abundant in
the central nervous
system and in
oligodendrocytes.
This protein is also
found in
mammalian
photoreceptor cells,
testis and
lymphocytes.
Although the
biological function
of CNP is
unknown, it is
thought to play a
significant role in

. GO:0005829|cytosol
;

GO:0046872|metal
ion binding; K01121

CNP; 2',3'-cyclic-
nucleotide 3'-
phosphodiesterase
[EC:3.1.4.37]

ENSG00000173812 3046 2401 3182 1694 2200.444631 1058 1332 1771 1289 1.602708792 5.36E-05 0.000655667 up yes EIF1 protein_coding chr17:41688885-
41692668:+

gi|426332986|ref|XP
_004028071.1| 636 2.00E-79

PREDICTED:
uncharacterized
protein
LOC101129727
[Gorilla gorilla
gorilla]

gi|4884260|emb|AL0
50005.1| 2160 0

Homo sapiens
mRNA; cDNA
DKFZp564A153
(from clone
DKFZp564A153)

P51971 101 5.00E-25
Eukaryotic
translation initiation
factor 1 (Fragment)

YNL244c 64.7 3.00E-11 COG0023 pfam01253 SUI1
Translation
initiation factor
SUI1.

. .
GO:0003743|translat
ion initiation factor
activity;

K03113
EIF1, SUI1;
translation initiation
factor 1

ENSG00000173826 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no KCNH6 protein_coding chr17:63523334-
63548977:+

gi|13540549|ref|NP_
110406.1| 4927 0

potassium voltage-
gated channel
subfamily H
member 6 isoform 1
[Homo sapiens]

gi|524550428|ref|N
M_030779.3| 3821 0

Homo sapiens
potassium channel,
voltage gated eag
related subfamily H,
member 6
(KCNH6), transcript
variant 1, mRNA

Q9H252 884 0

Potassium voltage-
gated channel
subfamily H
member 6

CC0285_1 77 1.00E-14 COG2202 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0042391|regulati
on of membrane
potential;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0005249|voltage
-gated potassium
channel activity;

K04909

KCNH6; potassium
voltage-gated
channel Eag-related
subfamily H
member 6

ENSG00000173889 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no PHC3 protein_coding chr3:170086732-
170181749:-

gi|148612879|ref|NP
_079223.3| 3564 0

polyhomeotic-like
protein 3 isoform 1
[Homo sapiens]

gi|148612878|ref|N
M_024947.3| 12666 0

Homo sapiens
polyhomeotic
homolog 3
(Drosophila)
(PHC3), transcript
variant 1, mRNA

Q8NDX5 227 2.00E-68 Polyhomeotic-like
protein 3 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007275|multice
llular organismal
development;GO:00
16925|protein
sumoylation;

GO:0015629|actin
cytoskeleton;GO:00
43231|intracellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0031519|PcG
protein
complex;GO:003510
2|PRC1 complex;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

K11458
PHC3, EDR3;
polyhomeotic-like
protein 3

ENSG00000173894 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no CBX2 protein_coding chr17:79778132-
79787983:+

gi|61743963|ref|NP_
005180.1| 2251 0

chromobox protein
homolog 2 isoform
1 [Homo sapiens]

gi|426346464|ref|X
M_004040850.1| 4296 0

PREDICTED:
Gorilla gorilla
gorilla chromobox
homolog 2 (CBX2),
mRNA

Q14781 871 0 Chromobox protein
homolog 2 . . . . pfam00385 Chromo

Chromo
(CHRromatin
Organisation
MOdifier) domain.

GO:0030154|cell
differentiation;GO:0
016569|covalent
chromatin
modification;GO:00
45137|development
of primary sexual
characteristics;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00169
25|protein
sumoylation;GO:00
06351|transcription,
DNA-templated;

GO:0000791|euchro
matin;GO:0000792|h
eterochromatin;GO:
0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0031519|Pc
G protein
complex;GO:003510
2|PRC1 complex;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA binding;

K11451 CBX2; chromobox
protein 2

ENSG00000173914 2 2 2 4 1.832089656 1 0 1 2 1.84708245 0.095180361 0.178244992 up no RBM4B protein_coding chr11:66664998-
66677921:-

gi|544484209|ref|XP
_005577195.1| 1719 0

PREDICTED: RNA-
binding protein 4B
isoform X1 [Macaca
fascicularis]

gi|21754358|dbj|AK
095158.1| 2333 0

Homo sapiens
cDNA FLJ37839 fis,
clone
BRSSN2011653,
highly similar to
RNA-binding
protein 4B

Q8C7Q4 68.9 3.00E-11 RNA-binding
protein 4 . . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0032922|circadi
an regulation of
gene
expression;GO:0007
623|circadian
rhythm;GO:0043153
|entrainment of
circadian clock by
photoperiod;GO:00
06397|mRNA
processing;GO:0010
628|positive
regulation of gene
expression;GO:0006
417|regulation of
translation;GO:0008
380|RNA splicing;

GO:0005730|nucleol
us;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:000827
0|zinc ion binding;

K13187 RBM4; RNA-
binding protein 4

ENSG00000173926 3 13 6 10 8.373214965 7 9 13 11 0.16970371 0.744936034 0.820043725 up no 3-Mar protein_coding chr5:126867714-
127030808:-

gi|30425370|ref|NP_
848545.1| 1344 2.00E-171

E3 ubiquitin-protein
ligase MARCH3
[Homo sapiens]

gi|471434843|ref|N
M_178450.4| 4196 0

Homo sapiens
membrane-
associated ring
finger (C3HC4) 3,
E3 ubiquitin protein
ligase (MARCH3),
mRNA

Q86UD3 522 7.00E-173 E3 ubiquitin-protein
ligase MARCH3 ECU06g0830 62.8 7.00E-09 COG5183 pfam12906 RINGv RING-variant

domain.

GO:0006897|endocy
tosis;GO:0016567|pr
otein ubiquitination;

GO:0030659|cytopla
smic vesicle
membrane;GO:0031
901|early endosome
membrane;GO:0005
768|endosome;GO:0
016021|integral
component of
membrane;GO:0005
764|lysosome;

GO:0016874|ligase
activity;GO:0008270
|zinc ion binding;

K10658

MARCH3; E3
ubiquitin-protein
ligase MARCH3
[EC:2.3.2.27]

ENSG00000174010 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no KLHL15 protein_coding chrX:23983720-
24027186:-

gi|226442729|ref|NP
_085127.2| 3030 0 kelch-like protein

15 [Homo sapiens]
gi|226442728|ref|N
M_030624.2| 6272 0

Homo sapiens
kelch-like family
member 15
(KLHL15), mRNA

Q96M94 1171 0 Kelch-like protein
15 . . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0031463|Cul3-
RING ubiquitin
ligase complex;

. K10452 KLHL15; kelch-like
protein 15



ENSG00000174013 0 0 1 2 1.279138926 2 2 1 4 -1.097909557 0.404062094 0.534235944 down no FBXO45 protein_coding chr3:196568611-
196589059:+

gi|560957018|ref|XP
_006200986.1| 1341 6.00E-167

PREDICTED: F-
box/SPRY domain-
containing protein 1
[Vicugna pacos]

gi|157743246|ref|N
M_001105573.1| 5733 0

Homo sapiens F-
box protein 45
(FBXO45), mRNA

P0C2W1 380 2.00E-120
F-box/SPRY
domain-containing
protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0021960|anterio
r commissure
morphogenesis;GO:
0006974|cellular
response to DNA
damage
stimulus;GO:002179
9|cerebral cortex
radially oriented cell
migration;GO:00218
00|cerebral cortex
tangential
migration;GO:00219
57|corticospinal
tract
morphogenesis;GO:
0001764|neuron
migration;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:001656
7|protein
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:006038
6|synapse assembly
involved in
innervation;

GO:0030054|cell
junction;GO:001406
9|postsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0042
734|presynaptic
membrane;

. K10319 FBXO45; F-box
protein 45

ENSG00000174021 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no GNG5 protein_coding chr1:84498325-
84506565:-

gi|795146141|ref|XP
_011837525.1| 436 8.00E-51

PREDICTED:
guanine nucleotide-
binding protein
G(I)/G(S)/G(O)
subunit gamma-5
[Mandrillus
leucophaeus]

gi|187608565|ref|N
M_005274.2| 790 0

Homo sapiens
guanine nucleotide
binding protein (G
protein), gamma 5
(GNG5), mRNA

P63219 137 5.00E-39

Guanine nucleotide-
binding protein
G(I)/G(S)/G(O)
subunit gamma-5

. . . . pfam00631 G-gamma

GGL domain. G-
protein gamma like
domains (GGL) are
found in the gamma
subunit of the
heterotrimeric G
protein complex
and in regulators of
G protein signaling
(RGS) proteins. It is
also found fused to
an inactive Galpha
in the Dictyostelium
protein gbqA. G-
gamma likely shares
a common origin
with the helical N-
terminal unit of G-
beta. All organisms
that posses a G-beta
possess a G-gamma.

GO:0007186|G-
protein coupled
receptor signaling
pathway;

GO:0070062|extrace
llular
exosome;GO:00316
80|G-protein
beta/gamma-subunit
complex;GO:000583
4|heterotrimeric G-
protein complex;

GO:0004871|signal
transducer activity; K04542

GNG5; guanine
nucleotide-binding
protein
G(I)/G(S)/G(O)
subunit gamma-5

ENSG00000174197 0 0 0 0 1.580410693 6 5 0 5 -3.861848423 0.018034002 0.054694112 down no MGA protein_coding chr15:41621224-
41773081:+

gi|256017163|ref|NP
_001157745.1| 14750 0

MAX gene-
associated protein
isoform 1 [Homo
sapiens]

gi|256017162|ref|N
M_001164273.1| 12042 0

Homo sapiens
MGA, MAX
dimerization protein
(MGA), transcript
variant 1, mRNA

Q8IWI9 2197 0 MAX gene-
associated protein . . . . pfam00907 T-box

T-box. The T-box
encodes a 180
amino acid domain
that binds to DNA.
Genes encoding T-
box proteins are
found in a wide
range of animals,
but not in other
kingdoms such as
plants. Family
members are all
thought to bind to
the DNA consensus
sequence
TCACACCT. they
are found
exclusively in the
nucleus, and
perform DNA-
binding and
transcriptional
activation/repressio
n roles. They are
generally required
for development of
the specific tissues
they are expressed
in, and mutations in
T-box genes are
implicated in human
conditions such as
DiGeorge syndrome
and X-linked cleft
palate which

GO:0032447|protein
urmylation;GO:0006
400|tRNA
modification;GO:00
34227|tRNA thio-
modification;GO:00
02143|tRNA wobble
position uridine
thiolation;GO:00020
98|tRNA wobble
uridine
modification;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005739|mi
tochondrion;GO:00
43234|protein
complex;

GO:0016779|nucleot
idyltransferase
activity;GO:0016783
|sulfurtransferase
activity;GO:0000049
|tRNA binding;

. .

ENSG00000174206 0 0 0 3 1.716861961 7 2 1 4 -1.850374511 0.182168015 0.298061898 down no C12orf66 protein_coding chr12:64186316-
64222296:-

gi|795352530|ref|XP
_011784614.1| 2500 0

PREDICTED:
UPF0536 protein
C12orf66 homolog
isoform X1
[Colobus angolensis
palliatus]

gi|19774336|gb|AC0
12158.32| 3578 0

Homo sapiens 12
BAC RP11-290I21
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q6P1I3 115 1.00E-28 UPF0536 protein
C12orf66 homolog . . . . pfam09404 DUF2003

Eukaryotic protein
of unknown
function
(DUF2003). This is
a family of proteins
of unknown
function which
adopt an alpha
helical and beta
sheet structure.

.

GO:0045171|intercel
lular
bridge;GO:0015630|
microtubule
cytoskeleton;

. . .

ENSG00000174279 0 0 0 1 0.611459874 4 1 0 0 -1.48679685 0.500737404 NA down no EVX2 protein_coding chr2:176077472-
176083913:-

gi|122937319|ref|NP
_001073927.1| 1496 0

homeobox even-
skipped homolog
protein 2 [Homo
sapiens]

gi|635058890|ref|X
M_007965423.1| 3716 0

PREDICTED:
Chlorocebus
sabaeus even-
skipped homeobox
2 (EVX2), mRNA

Q03828 580 0
Homeobox even-
skipped homolog
protein 2

. . . . pfam00046 Homeobox Homeobox domain.

GO:0035108|limb
morphogenesis;GO:
0006355|regulation
of transcription,
DNA-templated;

GO:0005654|nucleo
plasm;

GO:0043565|sequen
ce-specific DNA
binding;

K09320
EVX; homeobox
even-skipped
homolog protein

ENSG00000174307 4 4 8 9 6.984786369 13 7 6 7 0.142490368 0.806312378 0.868875411 up no PHLDA3 protein_coding chr1:201464383-
201469237:-

gi|6912590|ref|NP_0
36528.1| 618 4.00E-72

pleckstrin
homology-like
domain family A
member 3 [Homo
sapiens]

gi|19881834|gb|AC0
96677.2| 1799 0

Homo sapiens
chromosome 1
clone RP11-134G8,
complete sequence

Q9Y5J5 242 2.00E-73

Pleckstrin
homology-like
domain family A
member 3

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0042771|intrinsic
apoptotic signaling
pathway in response
to DNA damage by
p53 class
mediator;GO:00518
98|negative
regulation of
protein kinase B
signaling;GO:00430
65|positive
regulation of
apoptotic process;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00058
86|plasma
membrane;

GO:0005547|phosph
atidylinositol-3,4,5-
trisphosphate
binding;GO:004332
5|phosphatidylinosit
ol-3,4-bisphosphate
binding;GO:008002
5|phosphatidylinosit
ol-3,5-bisphosphate
binding;GO:003226
6|phosphatidylinosit
ol-3-phosphate
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;GO:001031
4|phosphatidylinosit
ol-5-phosphate
binding;

. .

ENSG00000174373 0 0 0 1 2.9145898 13 5 5 5 -3.965408725 0.001681177 0.010063876 down yes RALGAPA1 protein_coding chr14:35538352-
35809304:-

gi|578825678|ref|XP
_006720163.1| 12681 0

PREDICTED: ral
GTPase-activating
protein subunit
alpha-1 isoform X4
[Homo sapiens]

gi|635126495|ref|X
M_007986489.1| 8055 0

PREDICTED:
Chlorocebus
sabaeus Ral GTPase
activating protein,
alpha subunit 1
(catalytic)
(RALGAPA1),
transcript variant
X3, mRNA

O55007 65.9 7.00E-13
Ral GTPase-
activating protein
subunit alpha-1

. . . . pfam02145 Rap_GAP Rap/ran-GAP.

GO:0090630|activati
on of GTPase
activity;GO:0051056
|regulation of small
GTPase mediated
signal
transduction;GO:00
06355|regulation of
transcription, DNA-
templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005096|GTPas
e activator
activity;GO:0046982
|protein
heterodimerization
activity;

. .

ENSG00000174417 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no TRHR protein_coding chr8:109086621-
109119584:+

gi|4507681|ref|NP_0
03292.1| 1928 0

thyrotropin-
releasing hormone
receptor [Homo
sapiens]

gi|635049729|ref|X
M_008001358.1| 1549 0

PREDICTED:
Chlorocebus
sabaeus
thyrotropin-
releasing hormone
receptor (TRHR),
mRNA

P34981 747 0
Thyrotropin-
releasing hormone
receptor

. . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0007186|G-
protein coupled
receptor signaling
pathway;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0004997|thyrotr
opin-releasing
hormone receptor
activity;

K04282
TRHR; thyrotropin-
releasing hormone
receptor

ENSG00000174437 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ATP2A2 protein_coding chr12:110280756-
110351093:+

gi|24638454|ref|NP_
733765.1| 5447 0

sarcoplasmic/endopl
asmic reticulum
calcium ATPase 2
isoform b [Homo
sapiens]

gi|34367441|emb|BX
648282.1| 5575 0

Homo sapiens
mRNA; cDNA
DKFZp686P0211
(from clone
DKFZp686P0211)

O46674 228 2.00E-68
Sarcoplasmic/endop
lasmic reticulum
calcium ATPase 2

SPy0623 57 5.00E-09 COG0474 pfam00122 E1-E2_ATPase E1-E2 ATPase.

GO:0006874|cellular
calcium ion
homeostasis;GO:001
0882|regulation of
cardiac muscle
contraction by
calcium ion
signaling;

GO:0005887|integral
component of
plasma
membrane;GO:0033
017|sarcoplasmic
reticulum
membrane;

GO:0005524|ATP
binding;GO:008603
9|calcium-
transporting ATPase
activity involved in
regulation of
cardiac muscle cell
membrane
potential;GO:004687
2|metal ion binding;

K05853

ATP2A; Ca2+
transporting
ATPase,
sarcoplasmic/endopl
asmic reticulum
[EC:3.6.3.8]

ENSG00000174444 1 1 1 2 0.91888602 0 1 1 0 1.842442674 0.230920785 NA up no RPL4 protein_coding chr15:66498015-
66524532:-

gi|426379500|ref|XP
_004056433.1| 2048 0

PREDICTED: 60S
ribosomal protein
L4 [Gorilla gorilla
gorilla]

gi|426379499|ref|X
M_004056385.1| 2043 0

PREDICTED:
Gorilla gorilla
gorilla ribosomal
protein L4 (RPL4),
mRNA

P36578 341 3.00E-112 60S ribosomal
protein L4 SPBP8B7.03c 395 1.00E-127 COG0088 pfam14374 Ribos_L4_asso_C

60S ribosomal
protein L4 C-
terminal domain.
This family is found
at the very C-
terminal of 60
ribosomal L4
proteins.

GO:0000184|nuclear
-transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0006364|r
RNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0022625|cy
tosolic large
ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00305
29|ribonucleoprotei
n
complex;GO:001602
0|membrane;GO:00
05730|nucleolus;GO
:0005634|nucleus;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02930
RP-L4e, RPL4; large
subunit ribosomal
protein L4e



ENSG00000174469 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no CNTNAP2 protein_coding chr7:146116002-
148420998:+

gi|7662350|ref|NP_0
54860.1| 7013 0

contactin-associated
protein-like 2
precursor [Homo
sapiens]

gi|289802978|ref|N
M_014141.5| 9894 0

Homo sapiens
contactin associated
protein-like 2
(CNTNAP2),
mRNA

Q5RD64 70.9 6.00E-12
Contactin-
associated protein-
like 2

. . . . pfam00754 F5_F8_type_C

F5/8 type C domain.
This domain is also
known as the
discoidin (DS)
domain family.

GO:0007155|cell
adhesion;GO:00712
05|protein
localization to
juxtaparanode
region of axon;

GO:0016021|integral
component of
membrane;GO:0044
224|juxtaparanode
region of axon;

. K07380
CNTNAP2;
contactin associated
protein-like 2

ENSG00000174482 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no LINGO2 protein_coding chr9:27948078-
28670286:-

gi|22749183|ref|NP_
689783.1| 2886 0

leucine-rich repeat
and
immunoglobulin-
like domain-
containing nogo
receptor-interacting
protein 2 precursor
[Homo sapiens]

gi|384871703|ref|N
M_152570.2| 3033 0

Homo sapiens
leucine rich repeat
and Ig domain
containing 2
(LINGO2),
transcript variant 1,
mRNA

Q7L985 1116 0

Leucine-rich repeat
and
immunoglobulin-
like domain-
containing nogo
receptor-interacting
protein 2

. . . . pfam07679 I-set Immunoglobulin I-
set domain.

GO:0051965|positiv
e regulation of
synapse assembly;

GO:0016021|integral
component of
membrane;

. . .

ENSG00000174514 0 0 0 2 1.023416304 3 1 3 1 -1.537524814 0.317572715 0.444601801 down no MFSD4A protein_coding chr1:205568885-
205602918:+

gi|170932532|ref|NP
_857595.3| 2600 0

major facilitator
superfamily
domain-containing
protein 4 [Homo
sapiens]

gi|170932531|ref|N
M_181644.4| 4088 0

Homo sapiens
major facilitator
superfamily domain
containing 4
(MFSD4), mRNA

Q5RCN7 140 4.00E-38

Major facilitator
superfamily
domain-containing
protein 4A

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0016021|integral
component of
membrane;

GO:0005355|glucos
e transmembrane
transporter activity;

. .

ENSG00000174574 3 11 6 3 4.457658139 3 5 0 3 1.625456201 0.051491213 0.116391596 up no AKIRIN1 protein_coding chr1:38991223-
39006059:+

gi|397489032|ref|XP
_003815541.1| 769 1.00E-105

PREDICTED:
akirin-1 [Pan
paniscus]

gi|210147485|ref|N
M_024595.2| 2720 0

Homo sapiens
akirin 1 (AKIRIN1),
transcript variant 1,
mRNA

Q9H9L7 311 4.00E-98 Akirin-1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0031965|nuclear
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

. . .

ENSG00000174576 0 0 0 0 0.402807262 0 2 2 0 -1.885560852 0.493784587 NA down no NPAS4 protein_coding chr11:66421004-
66426707:+

gi|686735513|ref|XP
_002821522.2| 4024 0

PREDICTED:
neuronal PAS
domain-containing
protein 4 [Pongo
abelii]

gi|194097476|ref|N
M_178864.3| 3302 0

Homo sapiens
neuronal PAS
domain protein 4
(NPAS4), mRNA

Q8IUM7 416 7.00E-138
Neuronal PAS
domain-containing
protein 4

. . . . pfam08447 PAS_3

PAS fold. The PAS
fold corresponds to
the structural
domain that has
previously been
defined as PAS and
PAC motifs. The
PAS fold appears in
archaea, eubacteria
and eukarya.

GO:0071386|cellular
response to
corticosterone
stimulus;GO:006008
0|inhibitory
postsynaptic
potential;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;

GO:0005634|nucleu
s;GO:0098794|posts
ynapse;GO:0005667|
transcription factor
complex;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000174579 4 10 8 9 11.142694 12 10 24 21 -0.587607879 0.242521216 0.368666227 down no MSL2 protein_coding chr3:136148922-
136197241:-

gi|823437424|ref|XP
_012423803.1| 3014 0

PREDICTED: E3
ubiquitin-protein
ligase MSL2
isoform X1
[Odobenus
rosmarus divergens]

gi|224028281|ref|N
M_018133.3| 4692 0

Homo sapiens male-
specific lethal 2
homolog
(Drosophila)
(MSL2), transcript
variant 1, mRNA

Q9HCI7 350 6.00E-117 E3 ubiquitin-protein
ligase MSL2 . . . . pfam03638 TCR

Tesmin/TSO1-like
CXC domain,
cysteine-rich
domain. This family
includes proteins
that have two copies
of a cysteine rich
motif as follows: C-
X-C-X4-C-X3-YC-
X-C-X6-C-X3-C-X-
C-X2-C. The family
includes Tesmin
and TSO1. This
family is called a
CXC domain in.

GO:0043984|histone
H4-K16 acetylation;

GO:0072487|MSL
complex;GO:000565
4|nucleoplasm;

GO:0016874|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0008270
|zinc ion binding;

K13164 MSL2; male-specific
lethal 2

ENSG00000174607 1 3 0 10 6.330270295 14 17 7 9 -1.364415826 0.072802985 0.148340355 down no UGT8 protein_coding chr4:114598455-
114678224:+

gi|578809347|ref|XP
_006714365.1| 2709 0

PREDICTED: 2-
hydroxyacylsphingo
sine 1-beta-
galactosyltransferas
e isoform X1
[Homo sapiens]

gi|426345301|ref|X
M_004040310.1| 3901 0

PREDICTED:
Gorilla gorilla
gorilla UDP
glycosyltransferase
8 (UGT8), mRNA

Q16880 258 1.00E-80

2-
hydroxyacylsphingo
sine 1-beta-
galactosyltransferas
e

ML0128 68.6 5.00E-11 COG1819 pfam00201 UDPGT
UDP-glucoronosyl
and UDP-glucosyl
transferase.

GO:0007417|central
nervous system
development;GO:00
07010|cytoskeleton
organization;GO:00
09813|flavonoid
biosynthetic
process;GO:005269
6|flavonoid
glucuronidation;GO
:0006682|galactosylc
eramide
biosynthetic
process;GO:000668
7|glycosphingolipid
metabolic
process;GO:004881
2|neuron projection
morphogenesis;GO:
0030913|paranodal
junction
assembly;GO:00074
22|peripheral
nervous system
development;GO:00
02175|protein
localization to
paranode region of
axon;

GO:0016021|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00058
86|plasma
membrane;

GO:0003851|2-
hydroxyacylsphingo
sine 1-beta-
galactosyltransferas
e
activity;GO:0015020
|glucuronosyltransfe
rase
activity;GO:0047263
|N-acylsphingosine
galactosyltransferas
e
activity;GO:0008489
|UDP-
galactose:glucosylce
ramide beta-1,4-
galactosyltransferas
e activity;

K04628

CGT, UGT8; 2-
hydroxyacylsphingo
sine 1-beta-
galactosyltransferas
e [EC:2.4.1.45]

ENSG00000174672 0 2 1 2 2.327723334 3 9 2 3 -1.283518919 0.213781014 0.332846494 down no BRSK2 protein_coding chr11:1389899-
1462689:+

gi|375298747|ref|NP
_001243559.1| 3609 0

serine/threonine-
protein kinase
BRSK2 isoform 4
[Homo sapiens]

gi|375298745|ref|N
M_003957.3| 4089 0

Homo sapiens BR
serine/threonine
kinase 2 (BRSK2),
transcript variant 2,
mRNA

D3ZML2 247 8.00E-76
Serine/threonine-
protein kinase
BRSK2

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006915|apopto
tic
process;GO:000740
9|axonogenesis;GO:
0051301|cell
division;GO:000697
4|cellular response
to DNA damage
stimulus;GO:003001
0|establishment of
cell
polarity;GO:000688
7|exocytosis;GO:003
1572|G2 DNA
damage
checkpoint;GO:0035
556|intracellular
signal
transduction;GO:00
07067|mitotic
nuclear
division;GO:000646
8|protein
phosphorylation;GO
:0009411|response
to UV;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000578
3|endoplasmic
reticulum;GO:00056
34|nucleus;GO:0048
471|perinuclear
region of cytoplasm;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0050321
|tau-protein kinase
activity;

K08796
BRSK; BR
serine/threonine
kinase [EC:2.7.11.1]

ENSG00000174748 12 24 15 22 15.93324845 9 19 16 11 0.931599996 0.021737433 0.062684691 up no RPL15 protein_coding chr3:23916545-
23923692:+

gi|761631378|ref|NP
_001292094.1| 946 3.00E-118

60S ribosomal
protein L15 [Gallus
gallus]

gi|358356406|ref|N
M_001253384.1| 2835 0

Homo sapiens
ribosomal protein
L15 (RPL15),
transcript variant 6,
mRNA

P61314 261 1.00E-81 60S ribosomal
protein L15 YMR121c 257 3.00E-78 COG1632 pfam00827 Ribosomal_L15e Ribosomal L15. GO:0002181|cytopla

smic translation;

GO:0022625|cytosol
ic large ribosomal
subunit;

GO:0003735|structu
ral constituent of
ribosome;

K02877

RP-L15e, RPL15;
large subunit
ribosomal protein
L15e

ENSG00000174780 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SRP72 protein_coding chr4:56466915-
56503680:+

gi|686715970|ref|XP
_002814816.3| 3914 0

PREDICTED: signal
recognition particle
subunit SRP72
[Pongo abelii]

gi|109638748|ref|N
M_006947.3| 3302 0

Homo sapiens
signal recognition
particle 72kDa
(SRP72), transcript
variant 1, mRNA

O76094 403 3.00E-135
Signal recognition
particle subunit
SRP72

. . . . pfam08492 SRP72

SRP72 RNA-
binding domain.
This region has
been identified as
the binding site of
the SRP72 protein
to SRP RNA.

GO:0042493|respon
se to
drug;GO:0006614|S
RP-dependent
cotranslational
protein targeting to
membrane;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005783|en
doplasmic
reticulum;GO:00057
30|nucleolus;GO:00
05886|plasma
membrane;GO:0005
786|signal
recognition particle,
endoplasmic
reticulum targeting;

GO:0008312|7S
RNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000504
7|signal recognition
particle binding;

K03108
SRP72; signal
recognition particle
subunit SRP72

ENSG00000174871 34 59 70 121 109.8565641 109 157 271 164 -0.821077641 0.02851722 0.075697085 down no CNIH2 protein_coding chr11:66278190-
66285301:+

gi|6753470|ref|NP_0
34050.1| 776 9.00E-99

protein cornichon
homolog 2 isoform
1 [Mus musculus]

gi|399359842|ref|N
M_182553.2| 1354 0

Homo sapiens
cornichon family
AMPA receptor
auxiliary protein 2
(CNIH2), transcript
variant 1, mRNA

Q5BJU5 286 5.00E-97 Protein cornichon
homolog 2 . . . . pfam03311 Cornichon Cornichon protein. GO:0006810|transpo

rt;

GO:0016021|integral
component of
membrane;

. . .

ENSG00000174963 0 1 1 4 1.34604677 1 1 4 0 0.373093922 0.780640032 0.84964959 up no ZIC4 protein_coding chr3:147386046-
147406860:-

gi|270265862|ref|NP
_001161850.1| 1766 0

zinc finger protein
ZIC 4 isoform 1
precursor [Homo
sapiens]

gi|343098507|ref|N
M_032153.5| 4278 0

Homo sapiens Zic
family member 4
(ZIC4), transcript
variant 3, mRNA

Q8N9L1 192 1.00E-57 Zinc finger protein
ZIC 4 SPAC144.09c 101 1.00E-21 COG5048 pfam13465 zf-H2C2_2 Zinc-finger double

domain. . GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09225 ZIC4; zinc finger
protein ZIC 4

ENSG00000174977 0 0 1 0 0.574218835 1 0 1 2 -1.147765488 0.54598192 NA down no AC026271.1 processed_pseudog
ene

chr17:18650195-
18651542:+

gi|17511255|ref|NP_
006442.2| 2070 0

polyadenylate-
binding protein-
interacting protein 1
isoform 1 [Homo
sapiens]

gi|298358578|ref|NG
_022457.1| 1348 0

Homo sapiens
poly(A) binding
protein interacting
protein 1
pseudogene
(LOC645139) on
chromosome 17

Q9H074 801 0
Polyadenylate-
binding protein-
interacting protein 1

. . . . pfam02854 MIF4G

MIF4G domain.
MIF4G is named
after Middle domain
of eukaryotic
initiation factor 4G
(eIF4G). Also
occurs in NMD2p
and CBP80. The
domain is rich in
alpha-helices and
may contain
multiple alpha-
helical repeats. In
eIF4G, this domain
binds eIF4A, eIF3,
RNA and DNA.

GO:0048255|mRNA
stabilization;GO:000
0289|nuclear-
transcribed mRNA
poly(A) tail
shortening;GO:0006
413|translational
initiation;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;

GO:0003723|RNA
binding;GO:000849
4|translation
activator activity;

K14322

PAIP1;
polyadenylate-
binding protein-
interacting protein 1

ENSG00000174996 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no KLC2 protein_coding chr11:66257294-
66267860:+

gi|795166790|ref|XP
_011797838.1| 2913 0

PREDICTED:
kinesin light chain 2
isoform X1
[Colobus angolensis
palliatus]

gi|34532986|dbj|AK
126489.1| 3717 0

Homo sapiens
cDNA FLJ44525 fis,
clone
UTERU3003178,
highly  similar to
Kinesin light chain
2

Q9H0B6 207 1.00E-61 Kinesin light chain
2 . . . . pfam09311 Rab5-bind

Rabaptin-like
protein. Members of
this family are
predominantly
found in Rabaptin
and allow for
binding to the
GTPase Rab5. This
interaction is
necessary and
sufficient for Rab5-
dependent
recruitment of
Rabaptin5 to early
endosomal

GO:0019886|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class
II;GO:0007018|micr
otubule-based
movement;GO:0006
890|retrograde
vesicle-mediated
transport, Golgi to
ER;

GO:0005913|cell-
cell adherens
junction;GO:000582
9|cytosol;GO:00058
71|kinesin
complex;GO:001693
8|kinesin I
complex;GO:001602
0|membrane;GO:00
05874|microtubule;
GO:0043234|protein
complex;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00198
94|kinesin
binding;GO:000377
7|microtubule motor
activity;

K10407 KLC; kinesin light
chain

ENSG00000175029 19 14 12 16 13.21348186 5 4 18 11 1.279529255 0.023990447 0.066635866 up no CTBP2 protein_coding chr10:124984317-
125161170:-

gi|145580575|ref|NP
_073713.2| 4928 0

C-terminal-binding
protein 2 isoform 2
[Homo sapiens]

gi|20279378|gb|AC0
25944.8| 5384 0

Homo sapiens
chromosome 10
clone RP11-237L11,
complete sequence

P56545 271 7.00E-88 C-terminal-binding
protein 2 MJ1018 165 3.00E-41 COG0111 pfam00389 2-Hacid_dh

D-isomer specific 2-
hydroxyacid
dehydrogenase,
catalytic domain.
This family
represents the
largest portion of
the catalytic domain
of 2-hydroxyacid
dehydrogenases as
the NAD binding
domain is inserted
within the structural
domain.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;

GO:0005634|nucleu
s;

GO:0051287|NAD
binding;GO:001661
6|oxidoreductase
activity, acting on
the CH-OH group
of donors, NAD or
NADP as acceptor;

K04496 CTBP; C-terminal
binding protein



ENSG00000175048 0 0 0 2 2.710807058 3 6 9 7 -3.139332194 0.01060596 0.037271147 down yes ZDHHC14 protein_coding chr6:157381133-
157678146:+

gi|24371272|ref|NP_
714968.1| 2488 0

probable
palmitoyltransferase
ZDHHC14 isoform
2 [Homo sapiens]

gi|13160149|emb|AL
133510.13| 5424 0

Human DNA
sequence from
clone RP3-481C9
on chromosome
6q25.1-26, complete
sequence

Q8IZN3 246 3.00E-153
Probable
palmitoyltransferase
ZDHHC14

SPBC3H7.09 150 3.00E-38 COG5273 pfam01529 zf-DHHC

DHHC
palmitoyltransferase
. This family
includes the well
known DHHC zinc
binding domain as
well as three of the
four conserved
transmembrane
regions found in
this family of
palmitoyltransferase
enzymes.

GO:0018345|protein
palmitoylation;

GO:0005783|endopl
asmic
reticulum;GO:00160
21|integral
component of
membrane;

GO:0016409|palmit
oyltransferase
activity;GO:0019706
|protein-cysteine S-
palmitoyltransferase
activity;GO:0008270
|zinc ion binding;

K16675

ZDHHC9_14_18;
palmitoyltransferase
ZDHHC9/14/18
[EC:2.3.1.225]

ENSG00000175054 0 0 2 0 0.657072086 1 1 1 0 0.093508213 0.961518562 NA up no ATR protein_coding chr3:142449235-
142578826:-

gi|157266317|ref|NP
_001175.2| 13811 0

serine/threonine-
protein kinase ATR
[Homo sapiens]

gi|157266316|ref|N
M_001184.3| 8249 0

Homo sapiens ATR
serine/threonine
kinase (ATR),
mRNA

Q13535 248 6.00E-73 Serine/threonine-
protein kinase ATR SPBC216.05 91.3 1.00E-19 COG5032 pfam00454 PI3_PI4_kinase

Phosphatidylinositol
3- and 4-kinase.
Some members of
this family probably
do not have lipid
kinase activity and
are protein kinases.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:007148
0|cellular response
to gamma
radiation;GO:00346
44|cellular response
to
UV;GO:0000077|DN
A damage
checkpoint;GO:0006
281|DNA
repair;GO:0008156|
negative regulation
of DNA
replication;GO:0018
105|peptidyl-serine
phosphorylation;GO
:0043517|positive
regulation of DNA
damage response,
signal transduction
by p53 class
mediator;GO:00322
12|positive
regulation of
telomere
maintenance via
telomerase;GO:0046
777|protein
autophosphorylatio
n;GO:0070198|prote
in localization to
chromosome

GO:0005694|chrom
osome;GO:0005794|
Golgi
apparatus;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0016605|PML
body;GO:0001741|X
Y body;

GO:0005524|ATP
binding;GO:000367
7|DNA
binding;GO:003240
5|MutLalpha
complex
binding;GO:003240
7|MutSalpha
complex
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K06640

ATR;
serine/threonine-
protein kinase ATR
[EC:2.7.11.1]

ENSG00000175063 0 2 0 0 0.253141755 0 0 0 0 1.987228015 0.572276931 NA up no UBE2C protein_coding chr20:45812576-
45816957:+

gi|635047523|ref|XP
_007960333.1| 968 1.00E-129

PREDICTED:
ubiquitin-
conjugating enzyme
E2 C-like isoform
X1 [Chlorocebus
sabaeus]

gi|426391931|ref|X
M_004062269.1| 896 0

PREDICTED:
Gorilla gorilla
gorilla ubiquitin-
conjugating enzyme
E2C, transcript
variant 2 (UBE2C),
mRNA

O00762 224 4.00E-73
Ubiquitin-
conjugating enzyme
E2 C

. . . . pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0031145|anapha
se-promoting
complex-dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:005130
1|cell
division;GO:001045
8|exit from
mitosis;GO:0010994
|free ubiquitin chain
polymerization;GO:
0008054|negative
regulation of cyclin-
dependent protein
serine/threonine
kinase by cyclin
degradation;GO:005
1436|negative
regulation of
ubiquitin-protein
ligase activity
involved in mitotic
cell
cycle;GO:0031536|p
ositive regulation of
exit from
mitosis;GO:1904668
|positive regulation
of ubiquitin protein
ligase
activity;GO:0051437
|positive regulation
of ubiquitin protein

GO:0005680|anapha
se-promoting
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05654|nucleoplasm;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K06688

UBE2C, UBC11;
ubiquitin-
conjugating enzyme
E2 C [EC:2.3.2.23]

ENSG00000175073 0 1 1 1 1.314049252 4 1 2 2 -1.081423215 0.39117914 0.519974722 down no VCPIP1 protein_coding chr8:66628487-
66667217:-

gi|14017917|dbj|BA
B47479.1| 6201 0 KIAA1850 protein

[Homo sapiens]
gi|60219570|emb|CR
936659.1| 9914 0

Homo sapiens
mRNA; cDNA
DKFZp686G038
(from clone
DKFZp686G038)

Q96JH7 2368 0 Deubiquitinating
protein VCIP135 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016320|endopl
asmic reticulum
membrane
fusion;GO:0090168|
Golgi
reassembly;GO:000
7067|mitotic nuclear
division;GO:003587
1|protein K11-
linked
deubiquitination;GO
:0071108|protein
K48-linked
deubiquitination;GO
:0016567|protein
ubiquitination;

GO:0005737|cytopla
sm;GO:0005783|end
oplasmic
reticulum;GO:00057
95|Golgi stack;

GO:0004843|ubiquit
in-specific protease
activity;

K11861

VCPIP1, VCIP135;
deubiquitinating
protein VCIP135
[EC:3.4.19.12]

ENSG00000175105 0 1 0 0 0.228051418 1 0 0 0 0.569016491 0.861660548 NA up no ZNF654 protein_coding chr3:88059274-
88144665:+

gi|675797577|ref|XP
_008955111.1| 5484 0

PREDICTED: zinc
finger protein 654
[Pan paniscus]

gi|544417213|ref|X
M_005548393.1| 5826 0

PREDICTED:
Macaca fascicularis
zinc finger protein
654 (ZNF654),
transcript variant
X1, mRNA

Q13129 94 2.00E-20 Zinc finger protein
Rlf . . . . pfam00096 zf-C2H2

Zinc finger, C2H2
type. The C2H2 zinc
finger is the
classical zinc finger
domain. The two
conserved cysteines
and histidines co-
ordinate a zinc ion.
The following
pattern describes the
zinc finger. #-X-C-
X(1-5)-C-X3-#-X5-
#-X2-H-X(3-6)-
[H/C] Where X can
be any amino acid,
and numbers in
brackets indicate the
number of residues.
The positions
marked # are those
that are important
for the stable fold
of the zinc finger.
The final position
can be either his or
cys. The C2H2 zinc
finger is composed
of two short beta
strands followed by
an alpha helix. The
amino terminal part
of the helix binds
the major groove in
DNA binding zinc
fingers The

GO:0051276|chrom
osome
organization;GO:00
15074|DNA
integration;GO:0045
944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00440
30|regulation of
DNA
methylation;GO:000
6355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000175130 46 81 54 120 65.53405469 60 72 46 60 0.831177374 0.001240362 0.007843421 up no MARCKSL1 protein_coding chr1:32333832-
32336379:-

gi|672013322|ref|XP
_008772695.1| 446 1.00E-47

PREDICTED:
MARCKS-related
protein-like [Rattus
norvegicus]

gi|392841221|ref|N
M_023009.6| 1559 0

Homo sapiens
MARCKS-like 1
(MARCKSL1),
transcript variant 1,
mRNA

Q9EPH2 163 5.00E-45 MARCKS-related
protein . . . . pfam02063 MARCKS MARCKS family. .

GO:0005737|cytopla
sm;GO:0005886|plas
ma membrane;

. K13536
MARCKSL1, MRP;
MARCKS-related
protein

ENSG00000175161 0 1 0 0 0.611363921 0 2 0 3 -1.442327739 0.499619133 NA down no CADM2 protein_coding chr3:84958981-
86074429:+

gi|264681535|ref|NP
_001161147.1| 2076 0

cell adhesion
molecule 2 isoform
2 precursor [Homo
sapiens]

gi|264681534|ref|N
M_001167675.1| 9487 0

Homo sapiens cell
adhesion molecule 2
(CADM2),
transcript variant 2,
mRNA

Q8N3J6 788 0 Cell adhesion
molecule 2 . . . . pfam08205 C2-set_2

CD80-like C2-set
immunoglobulin
domain. These
domains belong to
the immunoglobulin
superfamily.

GO:0034332|adhere
ns junction
organization;GO:00
08037|cell
recognition;GO:000
7157|heterophilic
cell-cell adhesion
via plasma
membrane cell
adhesion
molecules;GO:0007
156|homophilic cell
adhesion via plasma
membrane adhesion
molecules;

GO:0030424|axon;G
O:0005913|cell-cell
adherens
junction;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0045
202|synapse;

GO:0050839|cell
adhesion molecule
binding;GO:004280
3|protein
homodimerization
activity;GO:0004872
|receptor
activity;GO:0005102
|receptor binding;

K06782
CADM2, IGSF4D,
NECL3; cell
adhesion molecule 2

ENSG00000175166 1 3 0 4 2.604623708 4 4 4 4 -0.546211504 0.532190832 0.649457719 down no PSMD2 protein_coding chr3:184298709-
184309054:+

gi|62089272|dbj|BA
D93080.1| 4345 0

proteasome 26S
non-ATPase
subunit 2 variant
[Homo sapiens]

gi|21754459|dbj|AK
095245.1| 3423 0

Homo sapiens
cDNA FLJ37926 fis,
clone
CTONG2000977,
highly similar to
26S
PROTEASOME
REGULATORY
SUBUNIT S2

P56701 176 2.00E-49
26S proteasome
non-ATPase
regulatory subunit 2

SPBP19A11.03c 766 0 COG5110 pfam01851 PC_rep Proteasome/cycloso
me repeat.

GO:0031145|anapha
se-promoting
complex-dependent
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000247
9|antigen processing
and presentation of
exogenous peptide
antigen via MHC
class I, TAP-
dependent;GO:0038
095|Fc-epsilon
receptor signaling
pathway;GO:000016
5|MAPK
cascade;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:005143
6|negative
regulation of
ubiquitin-protein
ligase activity
involved in mitotic
cell
cycle;GO:0038061|N
IK/NF-kappaB
signaling;GO:00902
63|positive
regulation of
canonical Wnt

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;GO:0022624|prote
asome accessory
complex;GO:000050
2|proteasome
complex;GO:000583
8|proteasome
regulatory
particle;GO:0008540
|proteasome
regulatory particle,
base
subcomplex;GO:003
4515|proteasome
storage granule;

GO:0030234|enzym
e regulator activity; K03028

PSMD2, RPN1; 26S
proteasome
regulatory subunit
N1

ENSG00000175175 1 0 0 1 5.61257165 24 9 9 11 -4.187728995 0.000212823 0.001856591 down yes PPM1E protein_coding chr17:58755869-
58985176:+

gi|30089948|ref|NP_
055721.3| 3256 0 protein phosphatase

1E [Homo sapiens]
gi|387157887|ref|N
M_014906.4| 6542 0

Homo sapiens
protein
phosphatase,
Mg2+/Mn2+
dependent, 1E
(PPM1E), transcript
variant 1, mRNA

Q8WY54 67.4 1.00E-09 Protein phosphatase
1E YDL006w 128 1.00E-30 COG0631 pfam00481 PP2C

Protein phosphatase
2C. Protein
phosphatase 2C is a
Mn++ or Mg++
dependent protein
serine/threonine
phosphatase.

GO:0035690|cellular
response to
drug;GO:0006469|n
egative regulation of
protein kinase
activity;GO:0035970
|peptidyl-threonine
dephosphorylation;
GO:0051496|positiv
e regulation of
stress fiber
assembly;

GO:0005739|mitoch
ondrion;GO:000573
0|nucleolus;GO:000
5634|nucleus;GO:00
43234|protein
complex;

GO:0046872|metal
ion
binding;GO:000472
2|protein
serine/threonine
phosphatase
activity;

. .



ENSG00000175183 0 3 3 0 0.910994502 0 0 0 0 3.627426593 0.104535539 NA up no CSRP2 protein_coding chr12:76858715-
76879060:-

gi|821001742|ref|XP
_012355676.1| 1164 2.00E-158

PREDICTED:
cysteine and
glycine-rich protein
2 isoform X1
[Nomascus
leucogenys]

gi|62088221|dbj|AB
209321.1| 5037 0

Homo sapiens
mRNA for cysteine
and glycine-rich
protein 2 variant
protein

P97314 83.6 4.00E-20
Cysteine and
glycine-rich protein
2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030154|cell
differentiation;GO:0
007275|multicellular
organismal
development;

GO:0005925|focal
adhesion;GO:00056
34|nucleus;

GO:0008270|zinc
ion binding; K09377 CSRP; cysteine and

glycine-rich protein

ENSG00000175216 0 4 0 4 1.620195969 0 2 1 4 0.55269952 0.678038597 0.771852461 up no CKAP5 protein_coding chr11:46743048-
46846308:-

gi|6633953|dbj|BAA
07892.2| 9751 0 KIAA0097 protein

[Homo sapiens]
gi|345090975|ref|N
M_001008938.3| 6635 0

Homo sapiens
cytoskeleton
associated protein 5
(CKAP5), transcript
variant 1, mRNA

Q14008 222 9.00E-65 Cytoskeleton-
associated protein 5 . . . . pfam12348 CLASP_N

CLASP N terminal.
This region is found
at the N terminal of
CLIP-associated
proteins (CLASPs).
CLASPs are widely
conserved
microtubule plus-
end-tracking
proteins that
regulate the stability
of dynamic
microtubules. In
yeast, Drosophila,
and Xenopus, a
single CLASP
orthologue is
present. In
mammals, a second
paralogue
(CLASP2) exists
which has some
functional overlap
with CLASP1.

GO:0051301|cell
division;GO:005129
7|centrosome
organization;GO:00
30951|establishment
or maintenance of
microtubule
cytoskeleton
polarity;GO:000008
6|G2/M transition of
mitotic cell
cycle;GO:0007067|
mitotic nuclear
division;GO:005065
8|RNA
transport;GO:00070
62|sister chromatid
cohesion;GO:00070
51|spindle
organization;

GO:0005913|cell-
cell adherens
junction;GO:000581
3|centrosome;GO:00
05829|cytosol;GO:0
000776|kinetochore;
GO:0016020|membr
ane;GO:0043234|pro
tein
complex;GO:000092
2|spindle pole;

GO:0098641|cadheri
n binding involved
in cell-cell adhesion;

K16803
CKAP5, XMAP215;
cytoskeleton-
associated protein 5

ENSG00000175224 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no ATG13 protein_coding chr11:46617527-
46674818:+

gi|62898938|dbj|BA
D97323.1| 2739 0

Hypothetical protein
KIAA0652 variant
[Homo sapiens]

gi|326806953|ref|N
M_001205120.1| 4341 0

Homo sapiens
autophagy related
13 (ATG13),
transcript variant 4,
mRNA

A5A6N3 247 5.00E-78 Autophagy-related
protein 13 . . . . pfam10033 ATG13

Autophagy-related
protein 13.
Members of this
family of
phosphoproteins are
involved in
cytoplasm to
vacuole transport
(Cvt), and more
specifically in Cvt
vesicle formation.
They are probably
involved in the
switching
machinery
regulating the
conversion between
the Cvt pathway
and autophagy.
Finally, ATG13 is
also required for
glycogen storage.

.
GO:0016021|integral
component of
membrane;

. K08331 ATG13; autophagy-
related protein 13

ENSG00000175264 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no CHST1 protein_coding chr11:45648877-
45665622:-

gi|4502841|ref|NP_0
03645.1| 2140 0

carbohydrate
sulfotransferase 1
precursor [Homo
sapiens]

gi|344217715|ref|N
M_003654.5| 2718 0

Homo sapiens
carbohydrate
(keratan sulfate Gal-
6) sulfotransferase 1
(CHST1), mRNA

O43916 828 0 Carbohydrate
sulfotransferase 1 . . . . pfam00685 Sulfotransfer_1 Sulfotransferase

domain.

GO:0006012|galacto
se metabolic
process;GO:000695
4|inflammatory
response;GO:00181
46|keratan sulfate
biosynthetic
process;GO:004233
9|keratan sulfate
metabolic
process;GO:000597
6|polysaccharide
metabolic
process;GO:000679
0|sulfur compound
metabolic process;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

GO:0045130|keratan
sulfotransferase
activity;GO:0001517
|N-
acetylglucosamine
6-O-
sulfotransferase
activity;GO:0008146
|sulfotransferase
activity;

K01022

CHST1; keratan
sulfate 6-
sulfotransferase 1
[EC:2.8.2.21]

ENSG00000175354 0 0 0 0 0.594787484 2 0 1 3 -2.45152363 0.233947902 NA down no PTPN2 protein_coding chr18:12785478-
12929643:-

gi|829959069|ref|XP
_012601680.1| 2289 0

PREDICTED:
tyrosine-protein
phosphatase non-
receptor type 2
isoform X1
[Microcebus
murinus]

gi|333108230|ref|N
M_002828.3| 3318 0

Homo sapiens
protein tyrosine
phosphatase, non-
receptor type 2
(PTPN2), transcript
variant 1, mRNA

P17706 243 8.00E-76
Tyrosine-protein
phosphatase non-
receptor type 2

SPAC11E3.09 137 3.00E-35 COG5599 pfam00102 Y_phosphatase Protein-tyrosine
phosphatase. . .

GO:0004190|asparti
c-type
endopeptidase
activity;

K18026

PTPN2, PTPT;
tyrosine-protein
phosphatase non-
receptor type 2
[EC:3.1.3.48]

ENSG00000175416 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CLTB protein_coding chr5:176392455-
176416569:-

gi|6005995|ref|NP_0
09028.1| 1064 8.00E-142

clathrin light chain
B isoform b [Homo
sapiens]

gi|365906280|ref|NR
_045724.1| 1485 0

Homo sapiens
clathrin, light chain
B (CLTB),
transcript variant 3,
non-coding RNA

P09497 414 3.00E-143 Clathrin light chain
B . . . . pfam01086 Clathrin_lg_ch Clathrin light chain.

GO:0072583|clathri
n-mediated
endocytosis;GO:000
6886|intracellular
protein transport;

GO:0060170|ciliary
membrane;GO:0030
118|clathrin
coat;GO:0030132|cla
thrin coat of coated
pit;GO:0030130|clat
hrin coat of trans-
Golgi network
vesicle;GO:0030125|
clathrin vesicle
coat;GO:0005737|cy
toplasm;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00058
86|plasma
membrane;GO:0005
802|trans-Golgi
network;

GO:0032050|clathri
n heavy chain
binding;GO:004227
7|peptide
binding;GO:000519
8|structural
molecule activity;

K04645
CLTB, LCB;
clathrin light chain
B

ENSG00000175471 0 1 0 0 0.432812166 2 0 1 0 -0.761832319 0.743514351 NA down no MCTP1 protein_coding chr5:94703741-
95284575:-

gi|205361109|ref|NP
_078993.4| 4182 0

multiple C2 and
transmembrane
domain-containing
protein 1 isoform L
[Homo sapiens]

gi|635029382|ref|X
M_007978712.1| 4687 0

PREDICTED:
Chlorocebus
sabaeus multiple C2
domains,
transmembrane 1
(MCTP1), transcript
variant X6, mRNA

Q6DN14 263 6.00E-72

Multiple C2 and
transmembrane
domain-containing
protein 1

SPCC962.01 71.6 2.00E-11 COG5038 pfam00168 C2 C2 domain.
GO:0019722|calciu
m-mediated
signaling;

GO:0005783|endopl
asmic
reticulum;GO:00160
21|integral
component of
membrane;

GO:0005509|calciu
m ion binding; . .

ENSG00000175556 0 1 0 1 0.335465704 1 0 0 0 1.211350038 0.622258782 NA up no LONRF3 protein_coding chrX:118974614-
119018355:+

gi|73747840|ref|NP_
001027026.1| 3575 0

LON peptidase N-
terminal domain
and RING finger
protein 3 isoform 1
[Homo sapiens]

gi|574280905|ref|N
M_024778.5| 2989 0

Homo sapiens LON
peptidase N-
terminal domain
and ring finger 3
(LONRF3),
transcript variant 2,
mRNA

Q496Y0 1381 0

LON peptidase N-
terminal domain
and RING finger
protein 3

all4335 76.3 2.00E-14 COG2802 pfam02190 LON

ATP-dependent
protease La (LON)
domain. This
domain has been
shown to be part of
the PUA
superfamily.

. .

GO:0004176|ATP-
dependent peptidase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000175582 11 43 12 123 111.7991197 261 237 141 255 -1.930378551 0.00040656 0.003193614 down yes RAB6A protein_coding chr11:73675638-
73761137:-

gi|554545144|ref|XP
_005867155.1| 1215 6.00E-155

PREDICTED: LOW
QUALITY
PROTEIN: ras-
related protein Rab-
6C-like [Myotis
brandtii]

gi|38679893|ref|NM
_002869.4| 3389 0

Homo sapiens
RAB6A, member
RAS oncogene
family (RAB6A),
transcript variant 1,
mRNA

Q1KME6 83.6 5.00E-18 Ras-related protein
Rab-6A . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0000042|protein
targeting to
Golgi;GO:0007264|s
mall GTPase
mediated signal
transduction;

GO:0005794|Golgi
apparatus;GO:00001
39|Golgi membrane;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

K07893 RAB6A; Ras-related
protein Rab-6A

ENSG00000175745 16 19 14 16 15.46149324 15 18 11 13 0.757638038 0.060872443 0.130531225 up no NR2F1 protein_coding chr5:93583337-
93594615:+

gi|465972014|ref|XP
_004263582.1| 1895 0

PREDICTED:
COUP transcription
factor 1 isoform X2
[Orcinus orca]

gi|615276327|ref|N
M_005654.5| 3728 0

Homo sapiens
nuclear receptor
subfamily 2, group
F, member 1
(NR2F1), mRNA

P10589 725 0 COUP transcription
factor 1 . . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0001935|endoth
elial cell
proliferation;GO:00
06351|transcription,
DNA-
templated;GO:00019
44|vasculature
development;

GO:0005634|nucleu
s;

GO:0004879|RNA
polymerase II
transcription factor
activity, ligand-
activated sequence-
specific DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0008270
|zinc ion binding;

K08547
NR2F1, TFCOUP1;
COUP transcription
factor 1

ENSG00000175782 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no SLC35E3 protein_coding chr12:68746106-
68793964:+

gi|56699411|ref|NP_
061126.2| 1535 0

solute carrier family
35 member E3
[Homo sapiens]

gi|27877146|gb|AC1
24890.8| 16765 0

Homo sapiens 12
BAC RP11-450G15
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q7Z769 595 0 Solute carrier family
35 member E3 . . . . pfam03151 TPT

Triose-phosphate
Transporter family.
This family includes
transporters with a
specificity for triose
phosphate.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K15285
SLC35E3; solute
carrier family 35,
member E3



ENSG00000175793 0 1 0 3 0.648276007 0 0 1 1 1.317523893 0.488485096 NA up no SFN protein_coding chr1:26863138-
26864457:+

gi|675668840|ref|XP
_002750520.2| 1250 4.00E-168

PREDICTED: 14-3-
3 protein sigma
[Callithrix jacchus]

gi|12061548|gb|AC0
04873.3| 1320 0

Homo sapiens PAC
clone RP4-742P4
from 1, complete
sequence

P31947 480 2.00E-168 14-3-3 protein
sigma YDR099w 295 3.00E-96 COG5040 pfam00244 2014/3/3 14-3-3 protein.

GO:0006977|DNA
damage response,
signal transduction
by p53 class
mediator resulting
in cell cycle
arrest;GO:0061436|e
stablishment of skin
barrier;GO:0008630|
intrinsic apoptotic
signaling pathway
in response to DNA
damage;GO:003142
4|keratinization;GO:
0003334|keratinocyt
e
development;GO:00
61024|membrane
organization;GO:00
43154|negative
regulation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:001083
9|negative
regulation of
keratinocyte
proliferation;GO:00
06469|negative
regulation of
protein kinase
activity;GO:0030307
|positive regulation

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:003
0659|cytoplasmic
vesicle
membrane;GO:0005
829|cytosol;GO:007
0062|extracellular
exosome;GO:00056
15|extracellular
space;GO:0005739|
mitochondrion;GO:
0005634|nucleus;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00084
26|protein kinase C
inhibitor activity;

K06644 SFN; stratifin

ENSG00000175826 14 15 4 16 14.20897931 15 17 22 17 -0.004963036 0.991189873 0.994627525 down no CTDNEP1 protein_coding chr17:7243591-
7252491:-

gi|694965848|ref|XP
_511976.4| 1239 2.00E-164

PREDICTED: CTD
nuclear envelope
phosphatase 1 [Pan
troglodytes]

gi|219555648|ref|N
M_001143775.1| 1708 0

Homo sapiens CTD
nuclear envelope
phosphatase 1
(CTDNEP1),
transcript variant 2,
mRNA

O95476 206 1.00E-81
CTD nuclear
envelope
phosphatase 1

SPBC3B8.10c 157 8.00E-43 COG5190 pfam03031 NIF

NLI interacting
factor-like
phosphatase. This
family contains a
number of NLI
interacting factor
isoforms and also
an N-terminal
regions of RNA
polymerase II CTC
phosphatase and
FCP1 serine
phosphatase. This
region has been
identified as the
minimal
phosphatase
domain.

GO:0007276|gamete
generation;GO:0007
498|mesoderm
development;GO:00
06998|nuclear
envelope
organization;GO:00
90263|positive
regulation of
canonical Wnt
signaling
pathway;GO:001086
7|positive regulation
of triglyceride
biosynthetic
process;GO:000647
0|protein
dephosphorylation;
GO:0034504|protein
localization to
nucleus;

GO:0005737|cytopla
sm;GO:0005789|end
oplasmic reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0071
595|Nem1-Spo7
phosphatase
complex;GO:000563
5|nuclear
envelope;GO:00319
65|nuclear
membrane;

GO:0004721|phosph
oprotein
phosphatase
activity;GO:0004722
|protein
serine/threonine
phosphatase
activity;

K17617

CTDNEP1,
DULLARD, NEM1;
CTD nuclear
envelope
phosphatase 1
[EC:3.1.3.16]

ENSG00000175879 9 9 3 25 14.30485512 15 22 21 24 -0.375047844 0.445686292 0.573176187 down no HOXD8 protein_coding chr2:176129694-
176132695:+

gi|15029506|ref|NP_
062458.1| 984 2.00E-125

homeobox protein
Hox-D8 isoform 1
[Homo sapiens]

gi|315075335|ref|N
M_019558.3| 1917 0

Homo sapiens
homeobox D8
(HOXD8), transcript
variant 1, mRNA

P13378 274 5.00E-86 Homeobox protein
Hox-D8 . . . . pfam00046 Homeobox Homeobox domain.

GO:0008595|anterio
r/posterior axis
specification,
embryo;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00487
05|skeletal system
morphogenesis;

GO:0005634|nucleu
s;

GO:0000977|RNA
polymerase II
regulatory region
sequence-specific
DNA
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09308 HOX_8; homeobox
protein HoxB/C/D8

ENSG00000175893 0 0 0 1 3.388644199 10 6 6 11 -4.19342608 0.000486964 0.003724095 down yes ZDHHC21 protein_coding chr9:14611071-
14693471:-

gi|532084639|ref|XP
_005328048.1| 1420 2.00E-175

PREDICTED: LOW
QUALITY
PROTEIN:
palmitoyltransferase
ZDHHC21
[Ictidomys
tridecemlineatus]

gi|295849293|ref|N
M_178566.4| 9160 0

Homo sapiens zinc
finger, DHHC-type
containing 21
(ZDHHC21), mRNA

O00370 98.6 2.00E-22

LINE-1
retrotransposable
element ORF2
protein

SPBC2F12.15c 87.4 5.00E-17 COG5273 pfam01529 zf-DHHC

DHHC
palmitoyltransferase
. This family
includes the well
known DHHC zinc
binding domain as
well as three of the
four conserved
transmembrane
regions found in
this family of
palmitoyltransferase
enzymes.

GO:0001942|hair
follicle
development;GO:00
18230|peptidyl-L-
cysteine S-
palmitoylation;GO:0
048733|sebaceous
gland development;

GO:0005794|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0019706|protein
-cysteine S-
palmitoyltransferase
activity;GO:0008270
|zinc ion binding;

K18932
ZDHHC;
palmitoyltransferase
[EC:2.3.1.225]

ENSG00000175931 0 0 0 2 2.881411688 4 14 3 6 -3.245363301 0.011124174 0.038240726 down yes UBE2O protein_coding chr17:76389451-
76453206:-

gi|192449449|ref|NP
_071349.3| 5372 0

ubiquitin-
conjugating enzyme
E2 O [Homo
sapiens]

gi|192449448|ref|N
M_022066.3| 5355 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2O (UBE2O),
mRNA

Q9C0C9 2073 0
(E3-independent)
E2 ubiquitin-
conjugating enzyme

. . . . pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0030513|positiv
e regulation of BMP
signaling
pathway;GO:007053
4|protein K63-
linked
ubiquitination;GO:0
006513|protein
monoubiquitination;
GO:0042147|retrogr
ade transport,
endosome to Golgi;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0005524|ATP
binding;GO:004482
2|poly(A) RNA
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K10581
UBE2O; ubiquitin-
conjugating enzyme
E2 O [EC:2.3.2.24]

ENSG00000176014 0 1 0 1 0.233985163 0 0 0 0 1.924005743 0.550387422 NA up no TUBB6 protein_coding chr18:12307669-
12344320:+

gi|14210536|ref|NP_
115914.1| 2224 0

tubulin beta-6 chain
isoform 1 [Homo
sapiens]

gi|21751326|dbj|AK
092677.1| 2160 0

Homo sapiens
cDNA FLJ35358 fis,
clone
PUAEN2000497,
highly similar to
Tubulin beta-6
chain

Q2HJ81 196 8.00E-58 Tubulin beta-6
chain ECU03g0820i 225 9.00E-71 COG5023 pfam03953 Tubulin_C

Tubulin C-terminal
domain. This family
includes the tubulin
alpha, beta and
gamma chains.
Members of this
family are involved
in polymer
formation. Tubulins
are GTPases. FtsZ
can polymerize into
tubes, sheets, and
rings in vitro and is
ubiquitous in
eubacteria and
archaea. Tubulin is
the major
component of
microtubules. (The
FtsZ GTPases have
been split into their
won family).

GO:0007017|microt
ubule-based
process;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0005200
|structural
constituent of
cytoskeleton;

K07375 TUBB; tubulin beta

ENSG00000176049 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no JAKMIP2 protein_coding chr5:147585439-
147782848:-

gi|852775999|ref|XP
_012880965.1| 3938 0

PREDICTED: janus
kinase and
microtubule-
interacting protein 2
isoform X1
[Dipodomys ordii]

gi|400759984|ref|N
M_001270941.1| 9272 0

Homo sapiens janus
kinase and
microtubule
interacting protein 2
(JAKMIP2),
transcript variant 1,
mRNA

Q96AA8 219 6.00E-65
Janus kinase and
microtubule-
interacting protein 2

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0005794|Golgi
apparatus; . . .

ENSG00000176102 13 18 14 13 13.12657905 15 9 8 12 0.969011433 0.029756658 0.077914868 up no CSTF3 protein_coding chr11:33077188-
33162371:-

gi|4557495|ref|NP_0
01317.1| 3582 0

cleavage stimulation
factor subunit 3
isoform 1 [Homo
sapiens]

gi|75709185|ref|NM
_001326.2| 2797 0

Homo sapiens
cleavage stimulation
factor, 3' pre-RNA,
subunit 3, 77kDa
(CSTF3), transcript
variant 1, mRNA

Q12996 87 7.00E-19
Cleavage
stimulation factor
subunit 3

SPAC6F12.17 298 7.00E-87 COG5107 pfam05843 Suf

Suppressor of
forked protein
(Suf). This family
consists of several
eukaryotic
suppressor of
forked (Suf) like
proteins. The
Drosophila
melanogaster
Suppressor of
forked [Su(f)]
protein shares
homology with the
yeast RNA14
protein and the 77-
kDa subunit of
human cleavage
stimulation factor,
which are proteins
involved in mRNA
3' end formation.
This suggests a role
for Su(f) in mRNA
3' end formation in
Drosophila. The
su(f) gene produces
three transcripts;
two of them are
polyadenylated at
the end of the
transcription unit,
and one is a
truncated transcript,
polyadenylated in

GO:0006397|mRNA
processing;

GO:0005634|nucleu
s; . K14408

CSTF3, RNA14;
cleavage stimulation
factor subunit 3



ENSG00000176105 0 0 0 0 0.701708195 5 1 0 1 -2.687210195 0.196081589 NA down no YES1 protein_coding chr18:721588-
812546:-

gi|635099750|ref|XP
_007972691.1| 2834 0

PREDICTED:
tyrosine-protein
kinase Yes isoform
X1 [Chlorocebus
sabaeus]

gi|51702529|ref|NM
_005433.3| 4469 0

Homo sapiens YES
proto-oncogene 1,
Src family tyrosine
kinase (YES1),
mRNA

P07947 196 5.00E-58 Tyrosine-protein
kinase Yes BH2504_1 102 5.00E-22 COG0515 pfam07714 Pkinase_Tyr Protein tyrosine

kinase.

GO:0030154|cell
differentiation;GO:0
006464|cellular
protein modification
process;GO:003612
0|cellular response
to platelet-derived
growth factor
stimulus;GO:007130
0|cellular response
to retinoic
acid;GO:0071560|cel
lular response to
transforming
growth factor beta
stimulus;GO:004801
3|ephrin receptor
signaling
pathway;GO:003809
6|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
15758|glucose
transport;GO:00450
87|innate immune
response;GO:00509
00|leukocyte
migration;GO:00380
83|peptidyl-tyrosine
autophosphorylatio
n;GO:0050731|positi
ve regulation of
peptidyl-tyrosine
phosphorylation;GO

GO:0005884|actin
filament;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
70062|extracellular
exosome;GO:00312
34|extrinsic
component of
cytoplasmic side of
plasma
membrane;GO:0005
925|focal
adhesion;GO:00057
94|Golgi
apparatus;GO:00058
15|microtubule
organizing
center;GO:0005886|
plasma membrane;

GO:0005524|ATP
binding;GO:001989
9|enzyme
binding;GO:004432
5|ion channel
binding;GO:000471
5|non-membrane
spanning protein
tyrosine kinase
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0005102
|receptor binding;

K05705
YES1; tyrosine-
protein kinase Yes
[EC:2.7.10.2]

ENSG00000176204 0 1 0 0 2.807472616 10 5 3 9 -3.902323599 0.002007522 0.011242125 down yes LRRTM4 protein_coding chr2:76747719-
77593319:-

gi|694894935|ref|XP
_009441005.1| 2997 0

PREDICTED:
leucine-rich repeat
transmembrane
neuronal protein 4
isoform X1 [Pan
troglodytes]

gi|156139146|ref|N
M_024993.4| 3616 0

Homo sapiens
leucine rich repeat
transmembrane
neuronal 4
(LRRTM4),
transcript variant 2,
mRNA

Q86VH4 1152 0
Leucine-rich repeat
transmembrane
neuronal protein 4

SPy1798 91.3 9.00E-18 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:004642
6|negative
regulation of JAK-
STAT
cascade;GO:000646
9|negative
regulation of
protein kinase
activity;GO:0050808
|synapse
organization;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:001
6021|integral
component of
membrane;GO:0045
211|postsynaptic
membrane;

GO:0004860|protein
kinase inhibitor
activity;

. .

ENSG00000176406 0 0 0 1 1.582320026 4 2 1 8 -3.043470617 0.035410201 0.089090012 down no RIMS2 protein_coding chr8:103500748-
104256094:+

gi|154354983|ref|NP
_001093587.1| 6266 0

regulating synaptic
membrane
exocytosis protein 2
isoform a [Homo
sapiens]

gi|426360455|ref|X
M_004047410.1| 6443 0

PREDICTED:
Gorilla gorilla
gorilla regulating
synaptic membrane
exocytosis 2,
transcript variant 1
(RIMS2), mRNA

Q9EQZ7 178 1.00E-49
Regulating synaptic
membrane
exocytosis protein 2

SPAPB1E7.12 92.4 6.00E-22 COG2125 pfam01092 Ribosomal_S6e Ribosomal protein
S6e.

GO:0017156|calciu
m ion-dependent
exocytosis;GO:0048
791|calcium ion-
dependent
exocytosis of
neurotransmitter;G
O:0019933|cAMP-
mediated
signaling;GO:00301
54|cell
differentiation;GO:0
006887|exocytosis;G
O:0030073|insulin
secretion;GO:00068
86|intracellular
protein
transport;GO:20004
63|positive
regulation of
excitatory
postsynaptic
potential;GO:001062
8|positive regulation
of gene
expression;GO:0097
151|positive
regulation of
inhibitory
postsynaptic
potential;GO:001715
7|regulation of
exocytosis;GO:0042
391|regulation of
membrane

GO:0030054|cell
junction;GO:000562
2|intracellular;GO:0
048786|presynaptic
active
zone;GO:0042734|pr
esynaptic
membrane;GO:0043
234|protein
complex;GO:004520
2|synapse;

GO:0044325|ion
channel
binding;GO:004687
2|metal ion
binding;GO:001990
4|protein domain
specific
binding;GO:004698
2|protein
heterodimerization
activity;

K15297

RIMS2, RIM2;
regulating synaptic
membrane
exocytosis protein 2

ENSG00000176407 298 333 368 251 292.5525479 248 242 264 237 0.964354594 0.001582274 0.00957083 up no KCMF1 protein_coding chr2:84971093-
85059472:+

gi|826293560|ref|XP
_012499711.1| 1509 0

PREDICTED: E3
ubiquitin-protein
ligase KCMF1
isoform X2
[Propithecus
coquereli]

gi|150456454|ref|N
M_020122.4| 7553 0

Homo sapiens
potassium channel
modulatory factor 1
(KCMF1), mRNA

Q6GPB6 124 1.00E-31 E3 ubiquitin-protein
ligase KCMF1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. .
GO:0016874|ligase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000176428 0 2 0 1 0.661640547 2 1 0 0 0.38943749 0.835017574 NA up no VPS37D protein_coding chr7:73667825-
73672112:+

gi|211828173|gb|AA
H64621.2| 927 4.00E-119

VPS37D protein,
partial [Homo
sapiens]

gi|117938317|ref|N
M_001077621.1| 1605 0

Homo sapiens
vacuolar protein
sorting 37 homolog
D (S. cerevisiae)
(VPS37D), mRNA

Q86XT2 197 3.00E-58
Vacuolar protein
sorting-associated
protein 37D

. . . . pfam07200 Mod_r

Modifier of
rudimentary
(Mod(r)) protein.
This family
represents a
conserved region
approximately 150
residues long within
a number of
eukaryotic proteins
that show homology
with Drosophila
melanogaster
Modifier of
rudimentary
(Mod(r)) proteins.
The N-terminal half
of Mod(r) proteins
is acidic, whereas
the C-terminal half
is basic, and both of
these regions are
represented in this
family. Members of
this family include
the Vps37 subunit
of the endosomal
sorting complex
ESCRT-I, a
complex involved
in recruiting
transport machinery
for protein sorting
at the multivesicular
body (MVB) The

GO:0006914|autoph
agy;GO:0016197|en
dosomal
transport;GO:00757
33|intracellular
transport of
virus;GO:0036258|
multivesicular body
assembly;GO:00150
31|protein
transport;GO:00397
02|viral budding via
host ESCRT
complex;GO:001905
8|viral life cycle;

GO:0010008|endoso
me
membrane;GO:0000
813|ESCRT I
complex;GO:007006
2|extracellular
exosome;GO:00319
02|late endosome
membrane;

. K12185
VPS37; ESCRT-I
complex subunit
VPS37

ENSG00000176444 6 13 2 29 13.87419394 25 16 13 22 -0.211010638 0.707869488 0.794351281 down no CLK2 protein_coding chr1:155262868-
155278491:-

gi|194210706|ref|XP
_001494779.2| 2052 0

PREDICTED: dual
specificity protein
kinase CLK2
isoform X1 [Equus
caballus]

gi|21749314|dbj|AK
091036.1| 2699 0

Homo sapiens
cDNA FLJ33717 fis,
clone
BRAWH2009304,
highly similar to
Dual specificity
protein kinase
CLK2 (EC 2.7.12.1)

P49760 163 3.00E-45
Dual specificity
protein kinase
CLK2

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0045721|negativ
e regulation of
gluconeogenesis;GO
:0046777|protein
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:0043484|regulation
of RNA
splicing;GO:001021
2|response to
ionizing
radiation;GO:00325
26|response to
retinoic acid;

GO:0016607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0004712
|protein
serine/threonine/tyr
osine kinase
activity;GO:0004713
|protein tyrosine
kinase activity;

K08823 CLK; CDC-like
kinase [EC:2.7.12.1]

ENSG00000176463 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no SLCO3A1 protein_coding chr15:91853695-
92172435:+

gi|222831575|ref|NP
_037404.2| 3264 0

solute carrier
organic anion
transporter family
member 3A1
isoform 1 [Homo
sapiens]

gi|222831574|ref|N
M_013272.3| 5102 0

Homo sapiens
solute carrier
organic anion
transporter family,
member 3A1
(SLCO3A1),
transcript variant 1,
mRNA

Q9UIG8 267 2.00E-77

Solute carrier
organic anion
transporter family
member 3A1

. . . . pfam03137 OATP

Organic Anion
Transporter
Polypeptide
(OATP) family.
This family consists
of several
eukaryotic Organic-
Anion-Transporting
Polypeptides
(OATPs). Several
have been identified
mostly in human
and rat. Different
OATPs vary in
tissue distribution
and substrate
specificity. Since
the numbering of
different OATPs in
particular species
was based originally
on the order of
discovery, similarly
numbered OATPs
in humans and rats
did not necessarily
correspond in
function, tissue
distribution and
substrate specificity
(in spite of the
name, some OATPs
also transport
organic cations and
neutral molecules)

GO:0015732|prostag
landin
transport;GO:00432
52|sodium-
independent organic
anion transport;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0015347|sodium
-independent
organic anion
transmembrane
transporter activity;

K14353

SLCO3A; solute
carrier organic
anion transporter
family, member 3A

ENSG00000176623 0 1 0 0 0.224694302 0 1 0 0 0.569016507 0.862273775 NA up no RMDN1 protein_coding chr8:86468257-
86514357:-

gi|116875831|ref|NP
_057117.2| 1527 0

regulator of
microtubule
dynamics protein 1
isoform 1 [Homo
sapiens]

gi|116875830|ref|N
M_016033.2| 3063 0

Homo sapiens
regulator of
microtubule
dynamics 1
(RMDN1),
transcript variant 1,
mRNA

Q5R8E4 68.9 3.00E-13
Regulator of
microtubule
dynamics protein 1

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;GO:000092
2|spindle pole;

. . .

ENSG00000176624 63 40 41 69 63.1751391 90 84 63 73 0.047121962 0.885357951 0.92644783 up no MEX3C protein_coding chr18:51174550-
51218304:-

gi|148229134|ref|NP
_057710.3| 2146 0

RNA-binding E3
ubiquitin-protein
ligase MEX3C
[Homo sapiens]

gi|262527245|ref|NG
_015801.1| 3850 0

Homo sapiens mex-
3 RNA binding
family member C
(MEX3C),
RefSeqGene on
chromosome 18

Q05A36 88.6 2.00E-16
RNA-binding E3
ubiquitin-protein
ligase MEX3C

. . . . pfam13920 zf-C3HC4_3 Zinc finger, C3HC4
type (RING finger).

GO:0003415|chondr
ocyte
hypertrophy;GO:00
97009|energy
homeostasis;GO:004
5598|regulation of
fat cell
differentiation;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0016874|ligase
activity;GO:0044822
|poly(A) RNA
binding;GO:000827
0|zinc ion binding;

K15686

MEX3, RKHD;
RNA-binding
protein MEX3
[EC:2.3.2.27]



ENSG00000176697 1 1 1 2 1.11319151 0 2 1 1 0.849615941 0.512387698 0.631750741 up no BDNF protein_coding chr11:27654893-
27722058:-

gi|219842298|ref|NP
_001137282.1| 1711 0

brain-derived
neurotrophic factor
isoform e [Homo
sapiens]

gi|23462905|gb|AC0
87446.13| 4763 0

Homo sapiens
chromosome 11,
clone RP11-651M4,
complete sequence

Q5IS78 489 1.00E-160 Brain-derived
neurotrophic factor . . . . pfam00243 NGF Nerve growth factor

family.

GO:0007267|cell-
cell
signaling;GO:00486
68|collateral
sprouting;GO:00435
24|negative
regulation of
neuron apoptotic
process;GO:004881
2|neuron projection
morphogenesis;GO:
0048672|positive
regulation of
collateral
sprouting;GO:00519
65|positive
regulation of
synapse
assembly;GO:00456
64|regulation of
neuron
differentiation;GO:0
007416|synapse
assembly;GO:00071
69|transmembrane
receptor protein
tyrosine kinase
signaling pathway;

GO:0005737|cytopla
sm;GO:0016023|cyt
oplasmic
membrane-bounded
vesicle;GO:0005576|
extracellular
region;GO:0048471|
perinuclear region
of cytoplasm;

GO:0008083|growth
factor
activity;GO:0005169
|neurotrophin
TRKB receptor
binding;

K04355
BDNF; brain-
derived
neurotrophic factor

ENSG00000176788 21 27 15 23 19.40293424 14 21 17 15 0.913116558 0.014295622 0.046250911 up no BASP1 protein_coding chr5:17065598-
17276843:+

gi|194381632|dbj|B
AG58770.1| 204 2.00E-15

unnamed protein
product [Homo
sapiens]

gi|410025478|ref|N
M_006317.4| 1877 0

Homo sapiens brain
abundant,
membrane attached
signal protein 1
(BASP1), transcript
variant 1, mRNA

P80723 83.2 2.00E-16 Brain acid soluble
protein 1 . . . . pfam05466 BASP1

Brain acid soluble
protein 1 (BASP1
protein). This
family consists of
several brain acid
soluble protein 1
(BASP1) or
neuronal axonal
membrane protein
NAP-22. The
BASP1 is a neuron
enriched Ca(2+)-
dependent
calmodulin-binding
protein of unknown
function.

GO:0060539|diaphr
agm
development;GO:00
72112|glomerular
visceral epithelial
cell
differentiation;GO:0
008406|gonad
development;GO:00
60231|mesenchymal
to epithelial
transition;GO:00720
75|metanephric
mesenchyme
development;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00604
21|positive
regulation of heart
growth;GO:2001076
|positive regulation
of metanephric
ureteric bud
development;GO:00
21762|substantia
nigra
development;GO:00
07356|thorax and
anterior abdomen
determination;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;G
O:0070062|extracell
ular
exosome;GO:00304
26|growth
cone;GO:0016607|n
uclear
speck;GO:0005634|
nucleus;GO:000588
6|plasma
membrane;GO:0031
982|vesicle;

GO:0019904|protein
domain specific
binding;GO:000371
4|transcription
corepressor
activity;GO:0044212
|transcription
regulatory region
DNA binding;

K17272 BASP1; brain acid
soluble protein 1

ENSG00000176842 0 2 0 0 0.545570669 0 2 0 1 -0.014514315 0.994840269 NA down no IRX5 protein_coding chr16:54930862-
54934485:+

gi|356582257|ref|NP
_001239126.1| 1225 4.00E-158

iroquois-class
homeodomain
protein IRX-5
isoform 2 [Homo
sapiens]

gi|635032426|ref|X
M_007993322.1| 2191 0

PREDICTED:
Chlorocebus
sabaeus iroquois
homeobox 5
(IRX5), mRNA

P78411 153 4.00E-41
Iroquois-class
homeodomain
protein IRX-5

. . . . pfam05920 Homeobox_KN

Homeobox KN
domain. This is a
homeobox
transcription factor
KN domain
conserved from
fungi to human and
plants.

GO:0048701|embry
onic cranial
skeleton
morphogenesis;GO:
0008406|gonad
development;GO:00
42551|neuron
maturation;GO:0002
027|regulation of
heart
rate;GO:0006355|reg
ulation of
transcription, DNA-
templated;GO:00508
96|response to
stimulus;GO:006004
0|retinal bipolar
neuron
differentiation;GO:0
006351|transcription
, DNA-
templated;GO:00076
01|visual
perception;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000549
9|vitamin D binding;

. .

ENSG00000176884 13 43 46 49 62.55117349 75 87 143 106 -0.93448154 0.013773747 0.045115519 down no GRIN1 protein_coding chr9:137138390-
137168762:+

gi|530426722|ref|XP
_005266130.1| 5201 0

PREDICTED:
glutamate receptor
ionotropic, NMDA
1 isoform X1
[Homo sapiens]

gi|62087577|dbj|AB
208999.1| 4456 0

Homo sapiens
mRNA for NMDA
receptor 1 isoform
NR1-2 precursor
variant protein

P35438 144 2.00E-48
Glutamate receptor
ionotropic, NMDA
1

. . . . pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

GO:0008344|adult
locomotory
behavior;GO:00083
06|associative
learning;GO:005507
4|calcium ion
homeostasis;GO:000
6816|calcium ion
transport;GO:00068
12|cation
transport;GO:00068
74|cellular calcium
ion
homeostasis;GO:002
1987|cerebral cortex
development;GO:00
07268|synaptic
transmission;GO:00
01661|conditioned
taste
aversion;GO:004801
3|ephrin receptor
signaling
pathway;GO:006007
9|excitatory
postsynaptic
potential;GO:003523
5|ionotropic
glutamate receptor
signaling
pathway;GO:000761
2|learning;GO:00076
11|learning or
memory;GO:000761
6|long term

GO:0030054|cell
junction;GO:000998
6|cell
surface;GO:0005737
|cytoplasm;GO:0030
425|dendrite;GO:00
43197|dendritic
spine;GO:0005783|e
ndoplasmic
reticulum;GO:00304
26|growth
cone;GO:0005887|in
tegral component of
plasma
membrane;GO:0016
020|membrane;GO:
0017146|NMDA
selective glutamate
receptor
complex;GO:000588
6|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0045
202|synapse;GO:000
8021|synaptic
vesicle;

GO:0005262|calciu
m channel
activity;GO:0005509
|calcium ion
binding;GO:000551
6|calmodulin
binding;GO:000526
1|cation channel
activity;GO:0005234
|extracellular-
glutamate-gated ion
channel
activity;GO:0016595
|glutamate
binding;GO:001659
4|glycine
binding;GO:000497
2|NMDA glutamate
receptor
activity;GO:0005102
|receptor binding;

K05208
GRIN1; glutamate
receptor ionotropic,
NMDA 1

ENSG00000176927 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no EFCAB5 protein_coding chr17:29929200-
30108452:+

gi|410516946|sp|A4
FU69.3|EFCB5_HU
MAN

7996 0

RecName: Full=EF-
hand calcium-
binding domain-
containing protein 5

gi|223029497|ref|N
M_198529.3| 5129 0

Homo sapiens EF-
hand calcium
binding domain 5
(EFCAB5),
transcript variant 1,
mRNA

A4FU69 3084 0
EF-hand calcium-
binding domain-
containing protein 5

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . GO:0005509|calciu
m ion binding; . .

ENSG00000177030 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no DEAF1 protein_coding chr11:644233-
706715:-

gi|426366769|ref|XP
_004050419.1| 2654 0

PREDICTED:
deformed epidermal
autoregulatory
factor 1 homolog,
partial [Gorilla
gorilla gorilla]

gi|158256201|dbj|A
K291383.1| 2350 0

Homo sapiens
cDNA FLJ77139
complete cds,
highly similar to
Homo sapiens
deformed epidermal
autoregulatory
factor 1 (DEAF1),
mRNA

O75398 222 2.00E-67

Deformed
epidermal
autoregulatory
factor 1 homolog

. . . . pfam01342 SAND

SAND domain. The
DNA binding
activity of two
proteins has been
mapped to the
SAND domain. The
conserved KDWK
motif is necessary
for DNA binding,
and it appears to be
important for
dimerization. This
region is also found
in the putative
transcription factor
RegA from the
multicellular green
alga Volvox cateri.
This region of RegA
is known as the
VARL domain.

GO:0048706|embry
onic skeletal system
development;GO:00
01843|neural tube
closure;GO:0033599
|regulation of
mammary gland
epithelial cell
proliferation;GO:20
00026|regulation of
multicellular
organismal
development;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000177058 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SLC38A9 protein_coding chr5:55625845-
55773194:-

gi|222418629|ref|NP
_775785.2| 2860 0

sodium-coupled
neutral amino acid
transporter 9
isoform 1 [Homo
sapiens]

gi|34364987|emb|BX
641065.1| 3485 0

Homo sapiens
mRNA; cDNA
DKFZp686L23118
(from clone
DKFZp686L23118)

Q8NBW4 231 2.00E-70
Sodium-coupled
neutral amino acid
transporter 9

. . . . pfam01490 Aa_trans

Transmembrane
amino acid
transporter protein.
This transmembrane
region is found in
many amino acid
transporters
including UNC-47
and MTR. UNC-47
encodes a vesicular
amino butyric acid
(GABA)
transporter,
(VGAT). UNC-47 is
predicted to have 10
transmembrane
domains. MTR is a
N system amino
acid transporter
system protein
involved in
methyltryptophan
resistance. Other
members of this
family include
proline transporters
and amino acid
permeases.

GO:0003333|amino
acid transmembrane
transport;GO:00712
30|cellular response
to amino acid
stimulus;GO:003200
8|positive regulation
of TOR signaling;

GO:0005783|endopl
asmic
reticulum;GO:00160
21|integral
component of
membrane;GO:0005
770|late
endosome;GO:0031
902|late endosome
membrane;GO:0005
765|lysosomal
membrane;GO:0005
764|lysosome;

GO:0015171|amino
acid transmembrane
transporter activity;

K14995

SLC38A9; solute
carrier family 38
(sodium-coupled
neutral amino acid
transporter),
member 9

ENSG00000177103 0 0 0 0 0.202961082 2 0 0 0 -0.899764408 0.798840138 NA down no DSCAML1 protein_coding chr11:117427773-
117817525:-

gi|21359935|ref|NP_
065744.2| 10634 0

Down syndrome
cell adhesion
molecule-like
protein 1 [Homo
sapiens]

gi|20067220|gb|AF4
91813.1| 6893 0

Homo sapiens
Down syndrome
cell adhesion
molecule 2
(DSCAM2) mRNA,
complete cds

Q8TD84 313 1.00E-96

Down syndrome
cell adhesion
molecule-like
protein 1

. . . . pfam07679 I-set Immunoglobulin I-
set domain.

GO:0007409|axonog
enesis;GO:0007420|
brain
development;GO:00
01709|cell fate
determination;GO:0
007417|central
nervous system
development;GO:00
09953|dorsal/ventral
pattern
formation;GO:0048
704|embryonic
skeletal system
morphogenesis;GO:
0007156|homophilic
cell adhesion via
plasma membrane
adhesion molecules;

GO:0030054|cell
junction;GO:000998
6|cell
surface;GO:0005615
|extracellular
space;GO:0016021|i
ntegral component
of
membrane;GO:0005
886|plasma
membrane;GO:0045
202|synapse;

GO:0042803|protein
homodimerization
activity;

K06768

DSCAML1; Down
syndrome cell
adhesion molecule-
like protein 1



ENSG00000177125 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ZBTB34 protein_coding chr9:126860665-
126885878:+

gi|21693132|dbj|BA
C02702.1| 2617 0 KIAA1993 protein

[Homo sapiens]
gi|149944639|ref|N
M_001099270.1| 6564 0

Homo sapiens zinc
finger and BTB
domain containing
34 (ZBTB34),
mRNA

Q8NCN2 972 0
Zinc finger and BTB
domain-containing
protein 34

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K10508

ZBTB34; zinc finger
and BTB domain-
containing protein
34

ENSG00000177189 13 13 10 17 15.8871915 18 30 16 17 -0.062550873 0.878342624 0.922445732 down no RPS6KA3 protein_coding chrX:20149911-
20267100:-

gi|4759050|ref|NP_0
04577.1| 3822 0

ribosomal protein
S6 kinase alpha-3
[Homo sapiens]

gi|56243494|ref|NM
_004586.2| 7710 0

Homo sapiens
ribosomal protein
S6 kinase, 90kDa,
polypeptide 3
(RPS6KA3), mRNA

P51812 281 4.00E-89 Ribosomal protein
S6 kinase alpha-3 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0007049|cell
cycle;GO:0007417|c
entral nervous
system
development;GO:00
35556|intracellular
signal
transduction;GO:00
43066|negative
regulation of
apoptotic
process;GO:004315
4|negative
regulation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:004559
7|positive regulation
of cell
differentiation;GO:0
030307|positive
regulation of cell
growth;GO:0045944
|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00436
20|regulation of
DNA-templated
transcription in
response to
stress;GO:0043555|r

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;

GO:0005524|ATP
binding;GO:004302
7|cysteine-type
endopeptidase
inhibitor activity
involved in
apoptotic
process;GO:001630
1|kinase
activity;GO:0000287
|magnesium ion
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K04373
RPS6KA, RSK2;
p90 ribosomal S6
kinase [EC:2.7.11.1]

ENSG00000177200 3 4 0 5 4.12097172 4 10 5 6 -0.563682403 0.45498281 0.580748276 down no CHD9 protein_coding chr16:53055033-
53329150:+

gi|815930043|ref|NP
_001295248.1| 13593 0

chromodomain-
helicase-DNA-
binding protein 9
isoform 1 [Homo
sapiens]

gi|87130800|gb|DQ3
33316.1| 11477 0

Homo sapiens
PRIC320 isoform 1
mRNA, complete
cds

Q3L8U1 2630 0
Chromodomain-
helicase-DNA-
binding protein 9

ECU01g0350 663 0 COG0553 pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar ETL1)

GO:0044255|cellular
lipid metabolic
process;GO:001656
9|covalent
chromatin
modification;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0005524|ATP
binding;GO:000367
7|DNA
binding;GO:000438
6|helicase activity;

K14438

CHD9;
chromodomain-
helicase-DNA-
binding protein 9
[EC:3.6.4.12]

ENSG00000177301 139 144 235 83 140.1495876 63 113 148 114 1.136426268 0.014886742 0.047419054 up yes KCNA2 protein_coding chr1:110519837-
110631474:-

gi|155372113|ref|NP
_001094665.1| 2343 0

potassium voltage-
gated channel
subfamily A
member 2 [Bos
taurus]

gi|325197229|ref|NG
_027997.2| 11370 0

Homo sapiens
potassium channel,
voltage gated shaker
related subfamily A,
member 2
(KCNA2),
RefSeqGene on
chromosome 1

P16389 393 4.00E-131

Potassium voltage-
gated channel
subfamily A
member 2

DR0830 67.4 1.00E-10 COG1226 pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0019228|neuron
al action
potential;GO:002163
3|optic nerve
structural
organization;GO:00
71805|potassium ion
transmembrane
transport;GO:00068
13|potassium ion
transport;GO:00512
60|protein
homooligomerizatio
n;GO:0045188|regul
ation of circadian
sleep/wake cycle,
non-REM
sleep;GO:0014059|r
egulation of
dopamine
secretion;GO:00192
33|sensory
perception of pain;

GO:0030424|axon;G
O:0043679|axon
terminus;GO:00300
54|cell
junction;GO:003042
5|dendrite;GO:0005
789|endoplasmic
reticulum
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0044
224|juxtaparanode
region of
axon;GO:0030027|la
mellipodium;GO:00
31258|lamellipodiu
m
membrane;GO:0032
809|neuronal cell
body
membrane;GO:0043
204|perikaryon;GO:
0005886|plasma
membrane;GO:0042
734|presynaptic
membrane;GO:0008
076|voltage-gated
potassium channel
complex;

GO:0005251|delaye
d rectifier potassium
channel
activity;GO:0015271
|outward rectifier
potassium channel
activity;GO:0005267
|potassium channel
activity;GO:0005249
|voltage-gated
potassium channel
activity;

K04875

KCNA2; potassium
voltage-gated
channel Shaker-
related subfamily A
member 2

ENSG00000177374 0 0 0 1 0.597505806 1 2 0 2 -1.456664953 0.43225537 NA down no HIC1 protein_coding chr17:2054154-
2063241:+

gi|795319028|ref|XP
_011722732.1| 2388 0

PREDICTED:
hypermethylated in
cancer 1 protein
isoform X1 [Macaca
nemestrina]

gi|26801307|gb|AC0
90617.16| 6576 0

Homo sapiens
chromosome 17,
clone RP11-
667K14, complete
sequence

Q14526 865 0 Hypermethylated in
cancer 1 protein . . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0008630|intrinsi
c apoptotic
signaling pathway
in response to DNA
damage;GO:000727
5|multicellular
organismal
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00301
78|negative
regulation of Wnt
signaling
pathway;GO:004351
7|positive regulation
of DNA damage
response, signal
transduction by p53
class
mediator;GO:00063
51|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0000785|chrom
atin;GO:0005737|cyt
oplasm;GO:0005654
|nucleoplasm;

GO:0042826|histone
deacetylase
binding;GO:004687
2|metal ion
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000177463 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no NR2C2 protein_coding chr3:14947584-
15053600:+

gi|544471698|ref|XP
_005571754.1| 3376 0

PREDICTED:
nuclear receptor
subfamily 2 group
C member 2
isoform X2 [Macaca
fascicularis]

gi|619329025|ref|N
M_003298.4| 8113 0

Homo sapiens
nuclear receptor
subfamily 2, group
C, member 2
(NR2C2), transcript
variant 1, mRNA

P49116 272 1.00E-86
Nuclear receptor
subfamily 2 group
C member 2

. . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0030154|cell
differentiation;GO:0
021549|cerebellum
development;GO:00
51321|meiotic cell
cycle;GO:0007399|n
ervous system
development;GO:00
38066|p38MAPK
cascade;GO:004852
0|positive regulation
of
behavior;GO:00400
19|positive
regulation of
embryonic
development;GO:00
45663|positive
regulation of
myoblast
differentiation;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00072
83|spermatogenesis;
GO:0006367|transcri
ption initiation from
RNA polymerase II
promoter;

GO:0005654|nucleo
plasm;

GO:0046982|protein
heterodimerization
activity;GO:0004872
|receptor
activity;GO:0043565
|sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0003713
|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000827
0|zinc ion binding;

K08544 NR2C2, TR4;
testicular receptor 4



ENSG00000177469 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no CAVIN1 protein_coding chr17:42402452-
42423517:-

gi|426348158|ref|XP
_004041706.1| 1752 0

PREDICTED: LOW
QUALITY
PROTEIN:
polymerase I and
transcript release
factor [Gorilla
gorilla gorilla]

gi|266457267|ref|N
M_012232.5| 3631 0

Homo sapiens
polymerase I and
transcript release
factor (PTRF),
mRNA

Q6NZI2 541 2.00E-179
Polymerase I and
transcript release
factor

. . . . pfam15237 PTRF_SDPR

PTRF/SDPR family.
This family of
proteins includes
muscle-related
coiled-coil protein
(MURC), protein
kinase C delta-
binding protein
(PRKCDBP),
polymerase I and
transcript release
factor (PTRF) and
serum deprivation-
response protein
(SDPR). MURC
activates the
Rho/ROCK
pathway.
PRKCDBP appears
to act as an immune
potentiator. PTRF is
involved in
caveolae formation
and function. SDPR
is involved in the
targetting of protein
kinase Calpha to
caveolae.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
63|termination of
RNA polymerase I
transcription;GO:00
06361|transcription
initiation from RNA
polymerase I
promoter;

GO:0005901|caveol
a;GO:0005737|cytop
lasm;GO:0005829|cy
tosol;GO:0005783|e
ndoplasmic
reticulum;GO:00451
21|membrane
raft;GO:0005739|mit
ochondrion;GO:000
5654|nucleoplasm;G
O:0005634|nucleus;
GO:0043234|protein
complex;

GO:0044822|poly(A
) RNA
binding;GO:004213
4|rRNA primary
transcript binding;

K19387
PTRF; polymerase I
and transcript
release factor

ENSG00000177479 0 1 0 1 1.233662962 3 4 2 1 -1.804129998 0.190641141 0.306154506 down no ARIH2 protein_coding chr3:48918821-
48986382:+

gi|5453557|ref|NP_0
06312.1| 2450 0

E3 ubiquitin-protein
ligase ARIH2
[Homo sapiens]

gi|83776589|ref|NM
_006321.2| 4065 0

Homo sapiens
ariadne RBR E3
ubiquitin protein
ligase 2 (ARIH2),
mRNA

O95376 214 4.00E-65 E3 ubiquitin-protein
ligase ARIH2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007186|G-
protein coupled
receptor signaling
pathway;GO:000760
8|sensory
perception of smell;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor
activity;GO:0004984
|olfactory receptor
activity;

K11969 ARIH2; ariadne-2
[EC:2.3.2.27]

ENSG00000177485 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no ZBTB33 protein_coding chrX:120250752-
120258398:+

gi|5803229|ref|NP_0
06768.1| 3411 0

transcriptional
regulator Kaiso
[Homo sapiens]

gi|41152068|ref|NM
_006777.3| 5209 0

Homo sapiens zinc
finger and BTB
domain containing
33 (ZBTB33),
transcript variant 2,
mRNA

Q86T24 1318 0 Transcriptional
regulator Kaiso . . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0035556|intracel
lular signal
transduction;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
005886|plasma
membrane;

GO:0046872|metal
ion
binding;GO:000832
7|methyl-CpG
binding;GO:004356
5|sequence-specific
DNA binding;

K10507

ZBTB33, KAISO;
zinc finger and BTB
domain-containing
protein 33

ENSG00000177511 0 0 2 0 2.02766577 2 7 2 6 -2.460991005 0.066543817 0.138837964 down no ST8SIA3 protein_coding chr18:57350813-
57371731:+

gi|62087572|dbj|BA
D92233.1| 2049 0

ST8 alpha-N-acetyl-
neuraminide alpha-
2,8-sialyltransferase
3 variant [Homo
sapiens]

gi|397514003|ref|X
M_003827246.1| 11345 0

PREDICTED: Pan
paniscus ST8 alpha-
N-acetyl-
neuraminide alpha-
2,8-sialyltransferase
3 (ST8SIA3),
mRNA

O43173 743 0

Sia-alpha-2,3-Gal-
beta-1,4-GlcNAc-
R:alpha 2,8-
sialyltransferase

. . . . pfam00777 Glyco_transf_29

Glycosyltransferase
family 29
(sialyltransferase).
Members of this
family belong to
glycosyltransferase
family 29.

GO:0001574|ganglio
side biosynthetic
process;GO:000910
0|glycoprotein
metabolic
process;GO:000668
8|glycosphingolipid
biosynthetic
process;GO:000649
1|N-glycan
processing;GO:0009
311|oligosaccharide
metabolic
process;GO:000648
6|protein
glycosylation;GO:19
90743|protein
sialylation;

GO:0000139|Golgi
membrane;GO:0030
173|integral
component of Golgi
membrane;

GO:0003828|alpha-
N-
acetylneuraminate
alpha-2,8-
sialyltransferase
activity;GO:0033691
|sialic acid
binding;GO:000837
3|sialyltransferase
activity;

K06613

SIAT8C; alpha-N-
acetyl-neuraminate
alpha-2,8-
sialyltransferase
(sialyltransferase
8C) [EC:2.4.99.-]

ENSG00000177551 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no NHLH2 protein_coding chr1:115836377-
115843917:-

gi|512983752|ref|XP
_004853851.1| 438 3.00E-44

PREDICTED: helix-
loop-helix protein 2
isoform X1
[Heterocephalus
glaber]

gi|12666300|emb|AL
449264.18| 7226 0

Human DNA
sequence from
clone RP11-485H8
on chromosome 1,
complete sequence

Q02577 139 6.00E-39 Helix-loop-helix
protein 2 . . . . pfam00010 HLH

Helix-loop-helix
DNA-binding
domain.

GO:0030154|cell
differentiation;GO:0
007417|central
nervous system
development;GO:00
07617|mating
behavior;GO:00426
98|ovulation
cycle;GO:0051091|p
ositive regulation of
sequence-specific
DNA binding
transcription factor
activity;GO:0045944
|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0001102|RNA
polymerase II
activating
transcription factor
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA binding;

K09075
NHLH, HEN, NSCL;
nescient helix-loop-
helix protein

ENSG00000177565 0 0 0 0 0.292428914 0 2 0 1 -1.430927701 0.636956731 NA down no TBL1XR1 protein_coding chr3:177019340-
177228000:-

gi|19913371|ref|NP_
078941.2| 2499 0

F-box-like/WD
repeat-containing
protein TBL1XR1
[Homo sapiens]

gi|426342930|ref|X
M_004038032.1| 6703 0

PREDICTED:
Gorilla gorilla
gorilla F-box-
like/WD repeat-
containing protein
TBL1XR1-like,
transcript variant 2
(LOC101139281),
mRNA

Q4R8H1 71.6 3.00E-13
F-box-like/WD
repeat-containing
protein TBL1X

all0438_2 128 2.00E-30 COG2319 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0060612|adipos
e tissue
development;GO:00
60070|canonical
Wnt signaling
pathway;GO:006061
3|fat pad
development;GO:00
16575|histone
deacetylation;GO:00
16042|lipid catabolic
process;GO:003526
4|multicellular
organism
growth;GO:0000122
|negative regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00431
61|proteasome-
mediated ubiquitin

GO:0000118|histone
deacetylase
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0005876|spindle
microtubule;GO:001
7053|transcriptional
repressor complex;

GO:0008013|beta-
catenin
binding;GO:000367
7|DNA
binding;GO:004239
3|histone
binding;GO:004748
5|protein N-
terminus
binding;GO:000371
4|transcription
corepressor
activity;GO:0044212
|transcription
regulatory region
DNA binding;

K04508 TBL1; transducin
(beta)-like 1

ENSG00000177606 0 2 0 1 0.360556041 0 0 0 0 2.371476413 0.398590061 NA up no JUN protein_coding chr1:58780788-
58784327:-

gi|49456409|emb|C
AG46525.1| 1266 7.00E-161 JUN [Homo

sapiens]
gi|9542710|emb|AL1
36985.11| 3540 0

Human DNA
sequence from
clone RP11-63G10
on chromosome
1p32.1-32.3,
complete sequence

P05412 492 3.00E-162 Transcription factor
AP-1 . . . . pfam03957 Jun Jun-like

transcription factor.

GO:0007568|aging
GO:0001525|angiog
enesis;GO:0031103|
axon
regeneration;GO:00
71277|cellular
response to calcium
ion;GO:0032870|cell
ular response to
hormone
stimulus;GO:005136
5|cellular response
to potassium ion
starvation;GO:00076
23|circadian
rhythm;GO:0061029
|eyelid development
in camera-type
eye;GO:0038095|Fc-
epsilon receptor
signaling
pathway;GO:003502
6|leading edge cell
differentiation;GO:0
007612|learning;GO:
0001889|liver
development;GO:00
51899|membrane
depolarization;GO:0
001774|microglial
cell
activation;GO:00302
24|monocyte
differentiation;GO:0
043922|negative

GO:0005829|cytosol
;GO:0000228|nuclea
r
chromosome;GO:00
05719|nuclear
euchromatin;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;GO:001705
3|transcriptional
repressor complex;

GO:0035497|cAMP
response element
binding;GO:000368
2|chromatin
binding;GO:000367
7|DNA
binding;GO:001989
9|enzyme
binding;GO:000509
6|GTPase activator
activity;GO:0042802
|identical protein
binding;GO:004482
2|poly(A) RNA
binding;GO:007041
2|R-SMAD
binding;GO:000110
2|RNA polymerase
II activating
transcription factor
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity

K04448 JUN; transcription
factor AP-1



ENSG00000177728 0 2 1 2 4.037198147 9 9 8 8 -2.268793162 0.007313283 0.028940719 down yes TMEM94 protein_coding chr17:75441159-
75500090:+

gi|40788902|dbj|BA
A12108.2| 6517 0 KIAA0195 [Homo

sapiens]
gi|60219720|emb|CR
936809.1| 5614 0

Homo sapiens
mRNA; cDNA
DKFZp781M1056
(from clone
DKFZp781M1056)

Q12767 1867 0 Transmembrane
protein 94 . . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

.

GO:0016021|integral
component of
membrane;GO:0005
654|nucleoplasm;

. . .

ENSG00000177732 1 1 0 2 2.921398561 7 11 2 4 -2.084329816 0.045915592 0.106992574 down no SOX12 protein_coding chr20:325595-
330224:+

gi|2341056|gb|AAB6
9627.1| 435 4.00E-60 SOX22 protein

[Homo sapiens]
gi|442565697|ref|N
M_006943.3| 4630 0

Homo sapiens SRY
(sex determining
region Y)-box 12
(SOX12), mRNA

Q04890 170 2.00E-44 Transcription factor
SOX-12 . . . . pfam00505 HMG_box HMG (high mobility

group) box.

GO:0045165|cell
fate
commitment;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00650
04|protein-DNA
complex
assembly;GO:00215
10|spinal cord
development;

GO:0005654|nucleo
plasm;GO:0032993|
protein-DNA
complex;

GO:0001105|RNA
polymerase II
transcription
coactivator
activity;GO:0000976
|transcription
regulatory region
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09268

SOX4_11_12;
transcription factor
SOX4/11/12 (SOX
group C)

ENSG00000177733 1 2 0 4 1.492571314 1 0 4 1 0.61836689 0.628451619 0.73566555 up no HNRNPA0 protein_coding chr5:137745651-
137754376:-

gi|820973939|ref|XP
_012360332.1| 891 8.00E-105

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
A0 isoform X2
[Nomascus
leucogenys]

gi|20198519|gb|AC1
06791.4| 8726 0

Homo sapiens
chromosome 5
clone RP11-
381K20, complete
sequence

Q13151 347 3.00E-105

Heterogeneous
nuclear
ribonucleoprotein
A0

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0070935|3'-
UTR-mediated
mRNA
stabilization;GO:001
0467|gene
expression;GO:0006
954|inflammatory
response;GO:00063
97|mRNA
processing;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
32496|response to
lipopolysaccharide;

GO:0030529|ribonu
cleoprotein
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;

GO:0017091|AU-
rich element
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:001990
1|protein kinase
binding;GO:000372
3|RNA binding;

K12894

HNRNPA0;
heterogeneous
nuclear
ribonucleoprotein
A0

ENSG00000177879 37 59 61 52 52.5562033 38 62 61 53 0.538496724 0.085352093 0.165185323 up no AP3S1 protein_coding chr5:115841481-
115914081:+

gi|119569337|gb|EA
W48952.1| 1311 1.00E-175

adaptor-related
protein complex 3,
sigma 1 subunit,
isoform CRA_a
[Homo sapiens]

gi|34366892|emb|BX
647735.1| 1649 0

Homo sapiens
mRNA; cDNA
DKFZp686E03271
(from clone
DKFZp686E03271)

Q9DCR2 398 6.00E-135 AP-3 complex
subunit sigma-1 SPAC30D11.05 189 2.00E-55 COG5030 pfam01217 Clat_adaptor_s

Clathrin adaptor
complex small
chain.

GO:0008089|anterog
rade axon cargo
transport;GO:00484
90|anterograde
synaptic vesicle
transport;GO:00068
86|intracellular
protein
transport;GO:00161
92|vesicle-mediated
transport;

GO:0030123|AP-3
adaptor
complex;GO:190411
5|axon
cytoplasm;GO:0030
659|cytoplasmic
vesicle
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005802|trans-Golgi
network;

GO:0008565|protein
transporter activity; K12399

AP3S; AP-3
complex subunit
sigma

ENSG00000177889 192 304 216 348 276.9595982 299 294 305 353 0.288812671 0.063328227 0.134562793 up no UBE2N protein_coding chr12:93405673-
93442262:-

gi|345792094|ref|XP
_854608.2| 876 1.00E-103

PREDICTED:
ubiquitin-
conjugating enzyme
E2 N-like [Canis
lupus familiaris]

gi|23306054|gb|AC0
25260.29| 4394 0

Homo sapiens 12
BAC RP11-356O22
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q5R7J6 314 1.00E-96
Ubiquitin-
conjugating enzyme
E2 N

YDR092w 228 5.00E-67 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0000729|DNA
double-strand break
processing;GO:0000
724|double-strand
break repair via
homologous
recombination;GO:0
016574|histone
ubiquitination;GO:0
045739|positive
regulation of DNA
repair;GO:0031058|
positive regulation
of histone
modification;GO:00
43123|positive
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00510
92|positive
regulation of NF-
kappaB
transcription factor
activity;GO:0051443
|positive regulation
of ubiquitin-protein
transferase
activity;GO:0006301
|postreplication
repair;GO:0070534|
protein K63-linked
ubiquitination;GO:0
016567|protein
ubiquitination;GO:0

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00057
30|nucleolus;GO:00
05634|nucleus;GO:0
031372|UBC13-
MMS2
complex;GO:003537
0|UBC13-UEV1A
complex;GO:000015
1|ubiquitin ligase
complex;

GO:0005524|ATP
binding;GO:004482
2|poly(A) RNA
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K10580

UBE2N, BLU,
UBC13; ubiquitin-
conjugating enzyme
E2 N [EC:62.3.2.23]

ENSG00000177917 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ARL6IP6 protein_coding chr2:152717893-
152761253:+

gi|397525648|ref|XP
_003832771.1| 982 7.00E-123

PREDICTED: ADP-
ribosylation factor-
like protein 6-
interacting protein 6
[Pan paniscus]

gi|343966413|ref|N
M_152522.5| 2805 0

Homo sapiens ADP-
ribosylation factor-
like 6 interacting
protein 6
(ARL6IP6),
transcript variant 1,
mRNA

Q8N6S5 382 5.00E-124

ADP-ribosylation
factor-like protein
6-interacting protein
6

. . . . pfam15062 ARL6IP6

Haemopoietic
lineage
transmembrane
helix. ADP-
ribosylation factor-
like protein 6-
interacting protein 6
(ARP6) is a
transmembrane
helix present in the
J2E erythro-
leukaemic cell line,
but not its myeloid
variants. In tissues,
ARL-6 mRNA was
most abundant in
brain and kidney.
While ARL-6
protein was
predominantly
cytosolic, it is
known to bind to
SEC61-beta subunit
of a protein
conducting channel
SEC61p.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000177954 1364 1004 1059 489 771.0071354 248 338 481 254 2.26882668 1.36E-06 4.26E-05 up yes RPS27 protein_coding chr1:153990759-
153992150:+

gi|297289078|ref|XP
_002803485.1| 411 4.00E-49

PREDICTED: 40S
ribosomal protein
S27-like [Macaca
mulatta]

gi|20068407|emb|AL
358472.54| 584 0

Human DNA
sequence from
clone RP11-422P24
on chromosome 1,
complete sequence

Q3T0B7 57.4 8.00E-10 40S ribosomal
protein S27-like SPBC1685.10 117 9.00E-34 COG2051 pfam01667 Ribosomal_S27e Ribosomal protein

S27.

GO:0000028|riboso
mal small subunit
assembly;GO:00064
12|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0005634
|nucleus;

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02978

RP-S27e, RPS27;
small subunit
ribosomal protein
S27e

ENSG00000178031 0 0 0 0 0.505845254 3 1 1 0 -2.212156888 0.311145543 NA down no ADAMTSL1 protein_coding chr9:17906563-
18910950:+

gi|119579061|gb|EA
W58657.1| 9249 0

hCG1818607,
isoform CRA_c
[Homo sapiens]

gi|334688819|ref|N
M_001040272.5| 7843 0

Homo sapiens
ADAMTS-like 1
(ADAMTSL1),
transcript variant 4,
mRNA

Q8BLI0 91.3 4.00E-20 ADAMTS-like
protein 1 . . . . pfam07679 I-set Immunoglobulin I-

set domain. .
GO:0005578|protein
aceous extracellular
matrix;

GO:0008237|metallo
peptidase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000178035 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no IMPDH2 protein_coding chr3:49024325-
49029408:-

gi|332817238|ref|XP
_516452.3| 2793 0

PREDICTED:
inosine-5'-
monophosphate
dehydrogenase 2
isoform X2 [Pan
troglodytes]

gi|66933015|ref|NM
_000884.2| 1643 0

Homo sapiens IMP
(inosine 5'-
monophosphate)
dehydrogenase 2
(IMPDH2), mRNA

P12268 75.5 9.00E-38
Inosine-5'-
monophosphate
dehydrogenase 2

. . . . pfam00478 IMPDH

IMP dehydrogenase
/ GMP reductase
domain. This family
is involved in
biosynthesis of
guanosine
nucleotide.
Members of this
family contain a
TIM barrel
structure. In the
inosine
monophosphate
dehydrogenases 2
CBS domains
pfam00571 are
inserted in the TIM
barrel. This family
is a member of the
common phosphate
binding site TIM
barrel family.

GO:0006177|GMP
biosynthetic
process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003938|IMP
dehydrogenase
activity;GO:0046872
|metal ion
binding;GO:000016
6|nucleotide
binding;

K00088
guaB; IMP
dehydrogenase
[EC:1.1.1.205]



ENSG00000178104 0 0 0 1 0.991415261 2 4 0 3 -2.305524097 0.164471998 0.274541719 down no PDE4DIP protein_coding chr1:148808181-
149048286:+

gi|767910966|ref|XP
_011508477.1| 10941 0

PREDICTED:
myomegalin
isoform X13 [Homo
sapiens]

gi|525313636|ref|N
M_001198834.3| 8307 0

Homo sapiens
phosphodiesterase
4D interacting
protein (PDE4DIP),
transcript variant 9,
mRNA

O00370 78.2 3.00E-13

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam07989 Microtub_assoc

Microtubule
associated. This
presumed domain
has been identified
in two microtubule
associated proteins
in
Schizosaccharomyc
es pombe, Mto1 and
Pcp1. Mto1 has
been identified in
association with
spindle pole body
and non-spindle
pole body
microtubules. The
pericentrin homolog
Pcp1 is also
associated with the
fungal centrosome
or spindle pole
body (SPB).

GO:0043623|cellular
protein complex
assembly;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000579
4|Golgi
apparatus;GO:00300
16|myofibril;GO:00
05634|nucleus;

GO:0019899|enzym
e binding; K16549 PDE4DIP;

myomegalin

ENSG00000178177 16 10 9 11 11.71112932 13 13 9 10 0.63739641 0.191078651 0.306573511 up no LCORL protein_coding chr4:17841199-
18021876:-

gi|767929737|ref|XP
_011512124.1| 9303 0

PREDICTED:
ligand-dependent
nuclear receptor
corepressor-like
protein isoform X2
[Homo sapiens]

gi|544431519|ref|X
M_005554551.1| 5652 0

PREDICTED:
Macaca fascicularis
ligand dependent
nuclear receptor
corepressor-like
(LCORL), transcript
variant X2, mRNA

A8MVM7 1135 0

Putative
uncharacterized
protein
ENSP00000382790

. . . . pfam15090 DUF4553

Domain of
unknown function
(DUF4553). This
family of proteins is
functionally
uncharacterized.
This family of
proteins is found in
vertebrates. This
family includes the
human protein
C10orf12.

GO:0033147|negativ
e regulation of
intracellular
estrogen receptor
signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00436
27|response to
estrogen;GO:000635
1|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:003033
1|estrogen receptor
binding;GO:004687
2|metal ion
binding;GO:000371
4|transcription
corepressor activity;

. .

ENSG00000178209 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PLEC protein_coding chr8:143915147-
143976734:-

gi|530389157|ref|XP
_005251040.1| 10280 0

PREDICTED:
plectin isoform X11
[Homo sapiens]

gi|562815405|ref|N
M_201380.3| 15249 0

Homo sapiens
plectin (PLEC),
transcript variant 6,
mRNA

Q15149 245 1.00E-72 Plectin ECU09g0290 169 6.00E-42 COG5069 pfam03501 S10_plectin

Plectin/S10 domain.
This presumed
domain is found at
the N-terminus of
some isoforms of
the cytoskeletal
muscle protein
plectin as well as
the ribosomal S10
protein. This
domain may be
involved in RNA
binding.

GO:0031581|hemide
smosome assembly;

GO:0005903|brush
border;GO:0005913|
cell-cell adherens
junction;GO:004303
4|costamere;GO:000
5737|cytoplasm;GO:
0005829|cytosol;GO
:0070062|extracellul
ar
exosome;GO:00310
12|extracellular
matrix;GO:0005925|
focal
adhesion;GO:00300
56|hemidesmosome;
GO:0045111|interm
ediate filament
cytoskeleton;GO:00
05886|plasma
membrane;GO:0042
383|sarcolemma;GO
:0016528|sarcoplas
m;

GO:0030506|ankyri
n
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00448
22|poly(A) RNA
binding;GO:000830
7|structural
constituent of
muscle;

K10388 PLEC; plectin

ENSG00000178235 1 5 3 7 9.643046744 19 13 13 31 -1.760508395 0.002833115 0.014255463 down yes SLITRK1 protein_coding chr13:83877205-
83882393:-

gi|15620879|dbj|BA
B67803.1| 3736 0 KIAA1910 protein

[Homo sapiens]
gi|527498300|ref|N
M_052910.2| 5189 0

Homo sapiens SLIT
and NTRK-like
family, member 1
(SLITRK1),
transcript variant 1,
mRNA

Q96PX8 1360 0 SLIT and NTRK-
like protein 1 . . . . pfam13855 LRR_8 Leucine rich repeat.

GO:0030534|adult
behavior;GO:00074
09|axonogenesis;GO
:0042592|homeostati
c
process;GO:003526
4|multicellular
organism
growth;GO:0051965
|positive regulation
of synapse
assembly;

GO:0016021|integral
component of
membrane;

. . .

ENSG00000178458 4 1 0 8 4.27217837 9 5 4 7 -0.463570086 0.57591204 0.689030531 down no H3F3AP6 processed_pseudog
ene

chr4:139698144-
139698554:-

gi|675759862|ref|XP
_008972370.1| 695 1.00E-91

PREDICTED:
histone H3.3-like
[Pan paniscus]

gi|298676533|ref|NG
_022939.1| 411 0

Homo sapiens H3
histone, family 3A,
pseudogene 6
(H3F3AP6) on
chromosome 4

Q6P823 269 7.00E-92 Histone H3.3 . . . . pfam00125 Histone Core histone
H2A/H2B/H3/H4.

GO:0006334|nucleo
some assembly;

GO:0000786|nucleo
some;GO:0005634|n
ucleus;

GO:0031492|nucleo
somal DNA
binding;

K11253 H3; histone H3

ENSG00000178498 0 0 0 0 0.206560414 0 0 2 0 -0.901932469 0.798356839 NA down no DTX3 protein_coding chr12:57604622-
57609804:+

gi|593714967|ref|XP
_007103963.1| 1500 0

PREDICTED:
probable E3
ubiquitin-protein
ligase DTX3
isoform X1
[Physeter catodon]

gi|34536281|dbj|AK
128752.1| 3199 0

Homo sapiens
cDNA FLJ44795 fis,
clone
BRACE3040239,
highly similar to
Protein deltex-3

Q5REG4 235 7.00E-74
Probable E3
ubiquitin-protein
ligase DTX3

. . . . pfam13923 zf-C3HC4_2 Zinc finger, C3HC4
type (RING finger).

GO:0007219|Notch
signaling
pathway;GO:001656
7|protein
ubiquitination;

GO:0005737|cytopla
sm;

GO:0016874|ligase
activity;GO:0008270
|zinc ion binding;

K06058 DTX; deltex
[EC:2.3.2.27]

ENSG00000178573 23 21 21 38 25.37275041 28 30 18 28 0.528324749 0.121812379 0.216223201 up no MAF protein_coding chr16:79585843-
79600714:-

gi|5453736|ref|NP_0
05351.2| 1305 8.00E-169

transcription factor
Maf isoform a
[Homo sapiens]

gi|284813593|ref|NG
_016440.1| 6384 0

Homo sapiens v-
maf avian
musculoaponeurotic
fibrosarcoma
oncogene homolog
(MAF),
RefSeqGene on
chromosome 16

A7Z017 241 5.00E-68 Transcription factor
Maf . . . . pfam03131 bZIP_Maf

bZIP Maf
transcription factor.
Maf transcription
factors contain a
conserved basic
region leucine
zipper (bZIP)
domain, which
mediates their
dimerization and
DNA binding
property. Thus, this
family is probably
related to
pfam00170. This
family also includes
the DNA_binding
domain of Skn-1,
this domain lacks
the leucine zipper
found in other bZip
domains, and binds
DNA is a monomer.

GO:0070306|lens
fiber cell
differentiation;GO:0
006357|regulation of
transcription from
RNA polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09035
CMAF, MAF;
transcription factor
Maf

ENSG00000178631 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no ACTG1P1 processed_pseudog
ene

chr3:139493809-
139494937:+

gi|724842428|ref|XP
_010365296.1| 599 4.00E-133

PREDICTED: actin,
cytoplasmic 1
[Rhinopithecus
roxellana]

gi|316983175|ref|NG
_001068.5| 1129 0

Homo sapiens actin
gamma 1
pseudogene 1
(ACTG1P1) on
chromosome 3

P29751 72.4 1.00E-12 Actin, cytoplasmic 1 SPBC32H8.12c 223 2.00E-125 COG5277 pfam00022 Actin Actin. .

GO:0005856|cytosk
eleton;GO:0005829|
cytosol;GO:0097433
|dense
body;GO:0005925|f
ocal
adhesion;GO:00058
86|plasma
membrane;

GO:0005524|ATP
binding; K05692 ACTB_G1; actin

beta/gamma 1

ENSG00000178691 3 7 0 11 7.26236671 13 10 12 11 -0.700355455 0.260395085 0.383623517 down no SUZ12 protein_coding chr17:31937018-
32001045:+

gi|197304648|dbj|B
AA09931.2| 3754 0 KIAA0160 [Homo

sapiens]
gi|197333808|ref|N
M_015355.2| 4477 0

Homo sapiens
SUZ12 polycomb
repressive complex
2 subunit (SUZ12),
mRNA

Q15022 1385 0 Polycomb protein
SUZ12 . . . . pfam09733 VEFS-Box

VEFS-Box of
polycomb protein.
The VEFS-Box
(VRN2-EMF2-
FIS2-Su(z)12) box
is the C-terminal
region of these
proteins,
characterized by an
acidic cluster and a
tryptophan/methioni
ne-rich sequence,
the acidic-W/M
domain. Some of
these sequences are
associated with a
zinc-finger domain
about 100 residues
towards the N-
terminus. This
protein is one of the
polycomb cluster of
proteins which
control HOX gene
transcription as it
functions in
heterochromatin-
mediated
repression.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K11463 SUZ12; polycomb
protein SUZ12

ENSG00000178695 0 1 0 0 1.234443451 6 2 2 1 -2.622060485 0.080046426 0.158993817 down no KCTD12 protein_coding chr13:76880166-
76886390:-

gi|19923973|ref|NP_
612453.1| 1467 0

BTB/POZ domain-
containing protein
KCTD12 [Homo
sapiens]

gi|2133864|gb|AC00
0403.1|AC000403 6225 0

Genomic sequence
from Human 13,
complete sequence

Q96CX2 569 0
BTB/POZ domain-
containing protein
KCTD12

. . . . pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0051260|protein
homooligomerizatio
n;

GO:0030054|cell
junction;GO:007006
2|extracellular
exosome;GO:00452
11|postsynaptic
membrane;GO:0042
734|presynaptic
membrane;

GO:0044822|poly(A
) RNA binding; . .

ENSG00000178718 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RPP25 protein_coding chr15:74954416-
74957464:-

gi|332236172|ref|XP
_003267277.1| 735 7.00E-87

PREDICTED:
ribonuclease P
protein subunit p25
[Nomascus
leucogenys]

gi|24635992|gb|AC0
15720.20| 3049 0

Homo sapiens
chromosome 15,
clone RP11-151H2,
complete sequence

Q9BUL9 287 3.00E-88 Ribonuclease P
protein subunit p25 . . . . pfam01918 Alba

Alba. Alba is a
novel chromosomal
protein that coats
archaeal DNA
without compacting
it.

GO:0006364|rRNA
processing;GO:0001
682|tRNA 5'-leader
removal;

GO:0005815|microt
ubule organizing
center;GO:0005654|
nucleoplasm;

GO:0044822|poly(A
) RNA
binding;GO:000452
6|ribonuclease P
activity;

K14525

RPP25;
ribonucleases
P/MRP protein
subunit RPP25
[EC:3.1.26.5]



ENSG00000178719 5 18 11 20 18.6056434 30 27 22 34 -0.572516185 0.133901331 0.232452711 down no GRINA protein_coding chr8:143990058-
143993415:+

gi|297683864|ref|XP
_002819585.1| 1085 1.00E-141

PREDICTED:
protein lifeguard 1,
partial [Pongo
abelii]

gi|57165372|ref|NM
_000837.1| 1965 0

Homo sapiens
glutamate receptor,
ionotropic, N-
methyl D-aspartate-
associated protein 1
(glutamate binding)
(GRINA), transcript
variant 1, mRNA

Q7Z429 194 1.00E-56 Protein lifeguard 1 SPCC576.04 63.9 2.00E-10 COG0670 pfam01027 Bax1-I

Inhibitor of
apoptosis-
promoting Bax1.
Programmed cell-
death involves a set
of Bcl-2 family
proteins, some of
which inhibit
apoptosis (Bcl-2
and Bcl-XL) and
some of which
promote it (Bax and
Bak). Human Bax
inhibitor, BI-1, is an
evolutionarily
conserved integral
membrane protein
containing multiple
membrane-spanning
segments
predominantly
localized to
intracellular
membranes. It has
6-7 membrane-
spanning domains.
The C termini of the
mammalian BI-1
proteins are
comprised of basic
amino acids
resembling some
nuclear targeting
sequences, but
otherwise the

GO:0032469|endopl
asmic reticulum
calcium ion
homeostasis;GO:190
2236|negative
regulation of
endoplasmic
reticulum stress-
induced intrinsic
apoptotic signaling
pathway;

GO:0005783|endopl
asmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00160
21|integral
component of
membrane;

. K06890
K06890;
uncharacterized
protein

ENSG00000178741 2 0 4 2 1.622125178 1 0 1 1 2.068765727 0.123985967 0.219184969 up no COX5A protein_coding chr15:74919791-
74938168:-

gi|190885499|ref|NP
_004246.2| 799 3.00E-106

cytochrome c
oxidase subunit 5A,
mitochondrial
precursor [Homo
sapiens]

gi|190885498|ref|N
M_004255.3| 770 0

Homo sapiens
cytochrome c
oxidase subunit Va
(COX5A), mRNA

P20674 235 2.00E-77
Cytochrome c
oxidase subunit 5A,
mitochondrial

. . . . pfam02284 COX5A

Cytochrome c
oxidase subunit Va.
Cytochrome c
oxidase, a 13 sub-
unit complex,
EC:1.9.3.1 is the
terminal oxidase in
the mitochondrial
electron transport
chain. This family is
composed of
cytochrome c
oxidase subunit Va.

GO:0006123|mitoch
ondrial electron
transport,
cytochrome c to
oxygen;

GO:0070062|extrace
llular
exosome;GO:00057
43|mitochondrial
inner
membrane;GO:0005
751|mitochondrial
respiratory chain
complex
IV;GO:0043209|mye
lin sheath;

GO:0004129|cytochr
ome-c oxidase
activity;GO:0009055
|electron carrier
activity;GO:0046872
|metal ion binding;

K02264
COX5A;
cytochrome c
oxidase subunit 5a

ENSG00000178761 0 1 1 1 0.610683085 1 1 0 0 1.078734701 0.547019293 NA up no FAM219B protein_coding chr15:74899987-
74907121:-

gi|403308761|ref|XP
_003944820.1| 725 9.00E-90

PREDICTED:
protein FAM219B
isoform X1 [Saimiri
boliviensis
boliviensis]

gi|7209310|dbj|AK0
00005.1| 4700 0

Homo sapiens
mRNA for
FLJ00005 protein,
partial cds

Q14DQ1 107 9.00E-26 Protein FAM219B . . . . pfam15260 FAM219A

Protein family
FAM219A. This
protein family,
FAM219A is a
domain of
unknown function.
This protein family
has been found in
eukaryotes. Proteins
in this family are
typically between
144 and 191 amino
acids in length.
There are two
conserved sequence
motifs: QLL and
LDE.

GO:0006879|cellular
iron ion
homeostasis;GO:200
0193|positive
regulation of fatty
acid
transport;GO:00192
17|regulation of
fatty acid metabolic
process;

GO:0005623|cell;G
O:0005576|extracell
ular
region;GO:0005615|
extracellular space;

GO:0005179|hormo
ne activity; . .

ENSG00000178764 0 1 2 0 0.480758791 0 0 0 0 2.688265608 0.309280019 NA up no ZHX2 protein_coding chr8:122781394-
122974512:+

gi|40788388|dbj|BA
A74877.2| 4260 0 KIAA0854 protein

[Homo sapiens]
gi|426360613|ref|X
M_004047483.1| 4494 0

PREDICTED:
Gorilla gorilla
gorilla zinc fingers
and homeoboxes 2
(ZHX2), mRNA

Q9Y6X8 324 2.00E-102
Zinc fingers and
homeoboxes protein
2

. . . . pfam00046 Homeobox Homeobox domain.

GO:0006402|mRNA
catabolic
process;GO:004566
5|negative
regulation of
neuron
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00350
19|somatic stem cell
population
maintenance;GO:00
06351|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0003714
|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

. .

ENSG00000178980 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SELENOW protein_coding chr19:47778572-
47784686:+

gi|355778213|gb|EH
H63249.1| 468 4.00E-51

hypothetical protein
EGM_16173, partial
[Macaca
fascicularis]

gi|21743743|gb|AC0
08745.7| 2503 0

Homo sapiens
chromosome 19
clone CTD-
2571L23, complete
sequence

Q5NVB2 55.5 8.00E-11 Selenoprotein W . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000179094 0 1 0 1 1.609351722 3 3 1 7 -2.271033058 0.090424452 0.171747099 down no PER1 protein_coding chr17:8140472-
8156506:-

gi|40789053|dbj|BA
C06326.2| 4326 0 KIAA0482 protein

[Homo sapiens]
gi|194097340|ref|N
M_002616.2| 4707 0

Homo sapiens
period circadian
clock 1 (PER1),
mRNA

O15534 105 2.00E-24 Period circadian
protein homolog 1 . . . . pfam12114 Period_C

Period protein 2/3C-
terminal region.
This domain is
found in
eukaryotes. This
domain is typically
between 164 to 200
amino acids in
length. This domain
is found associated
with pfam08447.

GO:0032922|circadi
an regulation of
gene
expression;GO:0097
167|circadian
regulation of
translation;GO:0007
623|circadian
rhythm;GO:0043153
|entrainment of
circadian clock by
photoperiod;GO:00
70932|histone H3
deacetylation;GO:20
00323|negative
regulation of
glucocorticoid
receptor signaling
pathway;GO:004312
4|negative
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00463
29|negative
regulation of JNK
cascade;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription DNA

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0031490|chrom
atin DNA binding; K02633 PER; period

circadian protein

ENSG00000179101 1 0 0 3 1.314207533 2 3 1 2 -0.537171146 0.672689546 0.767777154 down no AL590139.1 processed_pseudog
ene

chrX:123514473-
123514872:+

gi|820987411|ref|XP
_012362296.1| 478 9.00E-58

PREDICTED:
histone H3.3 type 1-
like [Nomascus
leucogenys]

gi|15384946|emb|AL
590139.11| 400 0

Human DNA
sequence from
clone RP11-349N19
on chromosome X,
complete sequence

Q10453 173 2.00E-54 Histone H3.3 type 1 . . . . pfam00125 Histone Core histone
H2A/H2B/H3/H4.

GO:0006334|nucleo
some assembly;

GO:0000786|nucleo
some;GO:0005634|n
ucleus;

GO:0031492|nucleo
somal DNA
binding;

K11253 H3; histone H3

ENSG00000179104 4 4 2 1 3.070792578 8 0 2 3 0.383198418 0.705879919 0.793657732 up no TMTC2 protein_coding chr12:82686880-
83134870:+

gi|22749211|ref|NP_
689801.1| 3991 0

transmembrane and
TPR repeat-
containing protein 2
precursor [Homo
sapiens]

gi|635067098|ref|X
M_008004151.1| 4991 0

PREDICTED:
Chlorocebus
sabaeus
transmembrane and
tetratricopeptide
repeat containing 2
(TMTC2), transcript
variant X1, mRNA

Q8N394 57.8 9.00E-07
Transmembrane
and TPR repeat-
containing protein 2

. . . . pfam08409 DUF1736

Domain of
unknown function
(DUF1736). This
domain of
unknown function
is found in various
hypothetical
metazoan proteins.

GO:0055074|calciu
m ion homeostasis;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000179111 1 1 1 0 0.702116089 0 0 1 1 1.237481511 0.48543763 NA up no HES7 protein_coding chr17:8120590-
8124092:-

gi|145207994|ref|NP
_115969.2| 704 3.00E-90

transcription factor
HES-7 isoform 2
[Homo sapiens]

gi|260166649|ref|N
M_001165967.1| 1674 0

Homo sapiens hes
family bHLH
transcription factor
7 (HES7), transcript
variant 1, mRNA

Q9BYE0 275 1.00E-91 Transcription factor
HES-7 . . . . pfam00010 HLH

Helix-loop-helix
DNA-binding
domain.

GO:0007498|mesod
erm
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00072
19|Notch signaling
pathway;GO:003634
2|post-anal tail
morphogenesis;GO:
0014807|regulation
of
somitogenesis;GO:0
048511|rhythmic
process;GO:000150
1|skeletal system
development;GO:00
01756|somitogenesis
;GO:0006351|transcr
iption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000813
4|transcription
factor binding;

K09087
HES2_6_7; hairy
and enhancer of
split 2/6/7

ENSG00000179131 0 2 0 0 0.253141755 0 0 0 0 1.987228015 0.572276931 NA up no AC073335.1 processed_pseudog
ene

chr7:66914581-
66914943:+

gi|444730426|gb|EL
W70810.1| 362 6.00E-42

60S ribosomal
protein L31 [Tupaia
chinensis]

gi|224494415|ref|NG
_011108.1| 363 0

Homo sapiens
ribosomal protein
L31 pseudogene 38
(RPL31P38) on
chromosome 7

P62902 125 5.00E-36 60S ribosomal
protein L31 YLR406c 86.3 2.00E-21 COG2097 pfam01198 Ribosomal_L31e Ribosomal protein

L31e.
GO:0002181|cytopla
smic translation;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0005730
|nucleolus;GO:0005
654|nucleoplasm;

GO:0003735|structu
ral constituent of
ribosome;

K02910

RP-L31e, RPL31;
large subunit
ribosomal protein
L31e

ENSG00000179134 0 0 0 0 0.78781891 2 4 0 2 -2.858815349 0.132017711 NA down no SAMD4B protein_coding chr19:39342396-
39385710:+

gi|635038937|ref|XP
_007994959.1| 3059 0

PREDICTED:
protein Smaug
homolog 2
[Chlorocebus
sabaeus]

gi|32493299|gb|BC0
54518.1| 4510 0

Homo sapiens
sterile alpha motif
domain containing
4B, mRNA (cDNA
clone MGC:60296
IMAGE:6501489),
complete cds

Q5PRF9 358 1.00E-117 Protein Smaug
homolog 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0017148|negativ
e regulation of
translation;GO:0000
289|nuclear-
transcribed mRNA
poly(A) tail
shortening;GO:0043
488|regulation of
mRNA
stability;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0000932|cyt
oplasmic mRNA
processing
body;GO:0005634|n
ucleus;

GO:0003729|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:003037
1|translation
repressor activity;

. .



ENSG00000179178 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no TMEM125 protein_coding chr1:43269994-
43274002:+

gi|157952196|ref|NP
_001101437.2| 447 2.00E-47

transmembrane
protein 125 [Rattus
norvegicus]

gi|48735083|gb|BC0
72393.1| 1844 0

Homo sapiens
transmembrane
protein 125, mRNA
(cDNA clone
IMAGE:5751449)

Q96AQ2 154 1.00E-41 Transmembrane
protein 125 . . . . pfam15109 TMEM125

TMEM125 protein
family. The
function of this
family of
transmembrane
proteins,
TMEM125, has not,
as yet, been
determined.
Members of this
family are as yet
uncharacterized.
This family of
proteins is found in
eukaryotes. Proteins
in this family are
typically between 55
and 232 amino acids
in length.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000179195 0 0 0 0 0.399207931 2 2 0 0 -1.874578311 0.497041112 NA down no ZNF664 protein_coding chr12:123971845-
124015439:+

gi|548500640|ref|XP
_005691402.1| 1426 2.00E-180

PREDICTED: zinc
finger protein 664
[Capra hircus]

gi|21739827|emb|AL
834266.1| 5105 0

Homo sapiens
mRNA; cDNA
DKFZp761B128
(from clone
DKFZp761B128)

Q8N3J9 531 7.00E-176 Zinc finger protein
664 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA binding;

. .

ENSG00000179222 66 52 76 57 54.96733618 24 38 52 43 1.313719382 0.000869773 0.005921279 up yes MAGED1 protein_coding chrX:51803007-
51902357:+

gi|52632381|ref|NP_
001005333.1| 2026 0

melanoma-
associated antigen
D1 isoform a
[Homo sapiens]

gi|18676531|dbj|AK
074092.1| 5367 0

Homo sapiens
mRNA for
FLJ00163 protein

Q6ITT4 266 9.00E-81
Melanoma-
associated antigen
D1

. . . . pfam01454 MAGE

MAGE family. The
MAGE (melanoma
antigen-encoding
gene) family are
expressed in a wide
variety of tumors
but not in normal
cells, with the
exception of the
male germ cells,
placenta, and,
possibly, cells of the
developing embryo.
The cellular
function of this
family is unknown.
This family also
contains the yeast
protein, Nse3. The
Nse3 protein is part
of the Smc5-6
complex. Nse3 has
been demonstrated
to be important for
meiosis.

GO:0032922|circadi
an regulation of
gene
expression;GO:0050
680|negative
regulation of
epithelial cell
proliferation;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:20012
35|positive
regulation of
apoptotic signaling
pathway;GO:009019
0|positive regulation
of branching
involved in ureteric
bud
morphogenesis;GO:
0043406|positive
regulation of MAP
kinase
activity;GO:0045893
|positive regulation
of transcription,
DNA-
templated;GO:00427
52|regulation of
circadian
rhythm;GO:0006357
|regulation of
transcription from
RNA polymerase II

GO:0000785|chrom
atin;GO:0005737|cyt
oplasm;GO:0005634
|nucleus;GO:000588
6|plasma
membrane;GO:0043
234|protein
complex;

GO:0003713|transcri
ption coactivator
activity;

K12464

MAGED1, NRAGE;
melanoma-
associated antigen
D1

ENSG00000179335 18 47 27 60 38.9090297 43 44 47 48 0.218313295 0.452089709 0.578355 up no CLK3 protein_coding chr15:74598500-
74645414:+

gi|194097436|ref|NP
_001123500.1| 2611 0

dual specificity
protein kinase
CLK3 isoform a
[Homo sapiens]

gi|21637503|gb|AC1
00835.2| 10319 0

Homo sapiens
chromosome 15,
clone CTD-3154N5,
complete sequence

O35492 156 3.00E-43
Dual specificity
protein kinase
CLK3

. . . . pfam00069 Pkinase Protein kinase
domain. .

GO:0000932|cytopla
smic mRNA
processing body;

GO:1990174|phosph
odiesterase
decapping
endonuclease
activity;GO:0003723
|RNA binding;

K08823 CLK; CDC-like
kinase [EC:2.7.12.1]

ENSG00000179348 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no GATA2 protein_coding chr3:128479427-
128493185:-

gi|472352159|ref|XP
_004395757.1| 1936 0

PREDICTED:
endothelial
transcription factor
GATA-2 isoform
X1 [Odobenus
rosmarus divergens]

gi|224611697|ref|N
M_032638.4| 3367 0

Homo sapiens
GATA binding
protein 2 (GATA2),
transcript variant 2,
mRNA

P23769 218 2.00E-65
Endothelial
transcription factor
GATA-2

SPCC1393.08 108 2.00E-23 COG5641 pfam00320 GATA

GATA zinc finger.
This domain uses
four cysteine
residues to
coordinate a zinc
ion. This domain
binds to DNA. Two
GATA zinc fingers
are found in the
GATA transcription
factors. However
there are several
proteins which only
contains a single
copy of the domain.

GO:0048646|anatom
ical structure
formation involved
in
morphogenesis;GO:
0009887|organ
morphogenesis;GO:
0021533|cell
differentiation in
hindbrain;GO:00451
65|cell fate
commitment;GO:00
01709|cell fate
determination;GO:0
048469|cell
maturation;GO:0021
954|central nervous
system neuron
development;GO:00
90102|cochlea
development;GO:00
21902|commitment
of neuronal cell to
specific neuron type
in
forebrain;GO:00602
16|definitive
hemopoiesis;GO:00
48565|digestive tract
development;GO:00
01892|embryonic
placenta
development;GO:00
35854|eosinophil
fate

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:000566
7|transcription
factor complex;

GO:0003682|chrom
atin
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000108
5|RNA polymerase
II transcription
factor
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II

K17894 GATA2; GATA-
binding protein 2

ENSG00000179364 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no PACS2 protein_coding chr14:105300563-
105398147:+

gi|341604745|ref|NP
_001094383.2| 4167 0

phosphofurin acidic
cluster sorting
protein 2 isoform 1
[Homo sapiens]

gi|341604744|ref|N
M_001100913.2| 6365 0

Homo sapiens
phosphofurin acidic
cluster sorting
protein 2 (PACS2),
transcript variant 1,
mRNA

Q3V3Q7 77.8 9.00E-16
Phosphofurin acidic
cluster sorting
protein 2

. . . . pfam10254 Pacs-1

PACS-1 cytosolic
sorting protein.
PACS-1 is a
cytosolic sorting
protein that directs
the localisation of
membrane proteins
in the trans-Golgi
network
(TGN)/endosomal
system. PACS-1
connects the
clathrin adaptor AP-
1 to acidic cluster
sorting motifs
contained in the
cytoplasmic domain
of cargo proteins
such as furin, the
cation-independent
mannose-6-
phosphate receptor
and in viral proteins
such as human
immunodeficiency
virus type 1 Nef.

GO:0006915|apopto
tic
process;GO:000004
5|autophagosome
assembly;GO:00344
97|protein
localization to pre-
autophagosomal
structure;GO:00726
61|protein targeting
to plasma
membrane;

GO:0005783|endopl
asmic
reticulum;GO:00057
88|endoplasmic
reticulum
lumen;GO:0005739|
mitochondrion;

GO:0044325|ion
channel binding; . .

ENSG00000179431 0 1 0 1 0.435388794 0 1 1 0 0.494688487 0.812884077 NA up no FJX1 protein_coding chr11:35618419-
35620868:+

gi|829920954|ref|XP
_012594216.1| 1837 0

PREDICTED: LOW
QUALITY
PROTEIN: four-
jointed box protein
1 [Microcebus
murinus]

gi|195222723|ref|N
M_014344.3| 2450 0

Homo sapiens four
jointed box 1
(FJX1), mRNA

Q86VR8 702 0 Four-jointed box
protein 1 . . . . pfam06702 DUF1193

Protein of unknown
function
(DUF1193). This
family represents
the C-terminus of
several hypothetical
eukaryotic proteins
of unknown
function. Family
members contain
two conserved
motifs: DRHHYE
and QCC, as well as
a number of
conserved cysteine
residues.

GO:0007267|cell-
cell
signaling;GO:00108
42|retina layer
formation;

GO:0005615|extrace
llular space; . K16674 FJX1; four-jointed

box protein 1

ENSG00000179456 68 55 75 62 75.32532813 100 85 75 90 0.19612845 0.544474908 0.659141172 up no ZBTB18 protein_coding chr1:244048939-
244057476:+

gi|558196802|ref|XP
_006104576.1| 2880 0

PREDICTED: zinc
finger and BTB
domain-containing
protein 18 isoform
X1 [Myotis
lucifugus]

gi|157426888|ref|N
M_205768.2| 3848 0

Homo sapiens zinc
finger and BTB
domain containing
18 (ZBTB18),
transcript variant 1,
mRNA

Q99592 1043 0
Zinc finger and BTB
domain-containing
protein 18

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00075
19|skeletal muscle
tissue
development;GO:00
06351|transcription,
DNA-templated;

GO:0045171|intercel
lular
bridge;GO:0015630|
microtubule
cytoskeleton;GO:00
00228|nuclear
chromosome;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000179476 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no C14orf28 protein_coding chr14:44897295-
44907257:+

gi|63047871|ref|NP_
001017923.1| 1674 0

uncharacterized
protein C14orf28
[Homo sapiens]

gi|34533694|dbj|AK
126985.1| 3483 0

Homo sapiens
cDNA FLJ45039 fis,
clone
BRAWH3020318

Q2KIN3 579 0
Uncharacterized
protein C14orf28
homolog

. . . . pfam14897 EpsG

EpsG family. This
family of proteins
are related to the
EpsG protein from
B. subtilis. These
proteins are likely
glycosyl
transferases
belonging to the
membrane protein
GT-C clan.

GO:0007166|cell
surface receptor
signaling
pathway;GO:000718
6|G-protein coupled
receptor signaling
pathway;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor
activity;GO:0004984
|olfactory receptor
activity;

. .

ENSG00000179542 0 0 0 0 1.165307335 1 3 0 8 -3.425385671 0.06650785 0.138837964 down no SLITRK4 protein_coding chrX:143622790-
143635777:-

gi|635145905|ref|XP
_007991067.1| 4425 0

PREDICTED: SLIT
and NTRK-like
protein 4 isoform
X1 [Chlorocebus
sabaeus]

gi|533869466|ref|N
M_001184750.2| 8545 0

Homo sapiens SLIT
and NTRK-like
family, member 4
(SLITRK4),
transcript variant 3,
mRNA

Q8IW52 1573 0 SLIT and NTRK-
like protein 4 alr0124_1 67 5.00E-10 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0007409|axonog
enesis;GO:0051965|
positive regulation
of synapse
assembly;

GO:0016021|integral
component of
membrane;

. . .



ENSG00000179603 1 3 3 1 2.626839281 2 5 6 1 -0.243559809 0.796965002 0.862013236 down no GRM8 protein_coding chr7:126438598-
127253294:-

gi|187960069|ref|NP
_001120795.1| 4796 0

metabotropic
glutamate receptor 8
isoform b precursor
[Homo sapiens]

gi|187960068|ref|N
M_001127323.1| 3843 0

Homo sapiens
glutamate receptor,
metabotropic 8
(GRM8), transcript
variant 2, mRNA

O00222 504 5.00E-166 Metabotropic
glutamate receptor 8 alr1834 52.4 7.00E-06 COG0683 pfam00003 7tm_3

7 transmembrane
sweet-taste receptor
of 3 GCPR. This is
a domain of seven
transmembrane
regions that forms
the C-terminus of
some subclass 3 G-
coupled-protein
receptors. It is often
associated with a
downstream
cysteine-rich linker
domain, NCD3G
pfam07562, which
is the human sweet-
taste receptor, and
the N-terminal
domain,
ANF_receptor
pfam01094. The
seven TM regions
assemble in such a
way as to produce a
docking pocket into
which such
molecules as
cyclamate and
lactisole have been
found to bind and
consequently confer
the taste of
sweetness.

GO:0007196|adenyl
ate cyclase-
inhibiting G-protein
coupled glutamate
receptor signaling
pathway;GO:003081
8|negative
regulation of cAMP
biosynthetic
process;GO:005196
6|regulation of
synaptic
transmission,
glutamatergic;GO:00
07608|sensory
perception of
smell;GO:0007601|v
isual perception;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0042
734|presynaptic
membrane;

GO:0004930|G-
protein coupled
receptor
activity;GO:0008066
|glutamate receptor
activity;GO:0001642
|group III
metabotropic
glutamate receptor
activity;

K04608

GRM6_7_8;
metabotropic
glutamate receptor
6/7/8

ENSG00000179639 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no FCER1A protein_coding chr1:159289714-
159308224:+

gi|119573174|gb|EA
W52789.1| 1335 0

Fc fragment of IgE,
high affinity I,
receptor for; alpha
polypeptide [Homo
sapiens]

gi|345110626|ref|N
M_002001.3| 1165 0

Homo sapiens Fc
fragment of IgE,
high affinity I,
receptor for; alpha
polypeptide
(FCER1A), mRNA

P12319 512 0

High affinity
immunoglobulin
epsilon receptor
subunit alpha

. . . . pfam13895 Ig_2

Immunoglobulin
domain. This
domain contains
immunoglobulin-
like domains.

GO:0007257|activati
on of JUN kinase
activity;GO:0038095
|Fc-epsilon receptor
signaling
pathway;GO:001937
0|leukotriene
biosynthetic
process;GO:005085
0|positive regulation
of calcium-mediated
signaling;GO:00454
25|positive
regulation of
granulocyte
macrophage colony-
stimulating factor
biosynthetic
process;GO:004540
1|positive regulation
of interleukin-3
biosynthetic
process;GO:004330
6|positive regulation
of mast cell
degranulation;GO:0
050731|positive
regulation of
peptidyl-tyrosine
phosphorylation;GO
:0001812|positive
regulation of type I
hypersensitivity;GO:
0001820|serotonin
secretion;

GO:0009986|cell
surface;GO:0009897
|external side of
plasma
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
622|intracellular;GO
:0005886|plasma
membrane;

GO:0019767|IgE
receptor activity; K08089

FCER1A; Fc
receptor, IgE, high
affinity I, alpha
polypeptide

ENSG00000179833 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SERTAD2 protein_coding chr2:64631621-
64751005:-

gi|40788871|dbj|BA
A09476.2| 1422 1.00E-178 KIAA0127 [Homo

sapiens]
gi|205277459|ref|N
M_014755.2| 5548 0

Homo sapiens
SERTA domain
containing 2
(SERTAD2),
mRNA

Q14140 238 5.00E-74 SERTA domain-
containing protein 2 . . . . pfam06031 SERTA

SERTA motif. This
family consists of a
novel motif
designated as
SERTA (for SEI-1,
RBT1, and TARA),
corresponding to
the largest
conserved region
among TRIP-Br
proteins. The
function of this
motif is uncertain,
but the CDK4-
interacting segment
of p34SEI-1 (amino
acid residues 44-
161) includes most
of the SERTA
motif.

GO:0030308|negativ
e regulation of cell
growth;GO:0045893
|positive regulation
of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003713|transcri
ption coactivator
activity;

. .

ENSG00000179912 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no R3HDM2 protein_coding chr12:57253762-
57431005:-

gi|795177596|ref|XP
_011843937.1| 4092 0

PREDICTED: R3H
domain-containing
protein 2 isoform
X2 [Mandrillus
leucophaeus]

gi|4589647|dbj|AB0
23219.1| 4324 0

Homo sapiens
mRNA for
KIAA1002 protein,
partial cds

A0JNC2 171 5.00E-65 R3H domain-
containing protein 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0005634|nucleu
s;

GO:0003676|nucleic
acid binding; . .

ENSG00000179913 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no B3GNT3 protein_coding chr19:17794828-
17813082:+

gi|92091604|ref|NP_
055071.2| 1915 0

N-
acetyllactosaminide
beta-1,3-N-
acetylglucosaminyltr
ansferase 3 [Homo
sapiens]

gi|92091603|ref|NM
_014256.3| 2226 0

Homo sapiens UDP-
GlcNAc:betaGal
beta-1,3-N-
acetylglucosaminyltr
ansferase 3
(B3GNT3), mRNA

Q9Y2A9 235 3.00E-75

N-
acetyllactosaminide
beta-1,3-N-
acetylglucosaminyltr
ansferase 3

. . . . pfam01762 Galactosyl_T

Galactosyltransferas
e. This family
includes the
galactosyltransferas
es UDP-galactose:2-
acetamido-2-deoxy-
D-glucose3beta-
galactosyltransferas
e and UDP-
Gal:beta-GlcNAc
beta 1,3-
galactosyltranferase.
Specific
galactosyltransferas
es transfer galactose
to GlcNAc terminal
chains in the
synthesis of the
lacto-series
oligosaccharides
types 1 and 2.

GO:0018146|keratan
sulfate biosynthetic
process;GO:001626
6|O-glycan
processing;GO:0030
311|poly-N-
acetyllactosamine
biosynthetic
process;

GO:0000139|Golgi
membrane;GO:0005
887|integral
component of
plasma membrane;

GO:0047223|beta-
1,3-galactosyl-O-
glycosyl-
glycoprotein beta-
1,3-N-
acetylglucosaminyltr
ansferase
activity;GO:0008532
|N-
acetyllactosaminide
beta-1,3-N-
acetylglucosaminyltr
ansferase
activity;GO:0008499
|UDP-
galactose:beta-N-
acetylglucosamine
beta-1,3-
galactosyltransferas
e activity;

K07970

B3GNT3; beta-1,3-
N-
acetylglucosaminyltr
ansferase 3
[EC:2.4.1.-]

ENSG00000179915 3 5 3 3 14.188226 53 28 5 36 -2.561787209 0.000353828 0.002911118 down yes NRXN1 protein_coding chr2:49918505-
51225575:-

gi|208609951|ref|NP
_001129131.1| 7650 0

neurexin-1-beta
isoform alpha2
precursor [Homo
sapiens]

gi|208609954|ref|N
M_004801.4| 9350 0

Homo sapiens
neurexin 1
(NRXN1), transcript
variant alpha1,
mRNA

P58400 176 3.00E-175 Neurexin-1-beta . . . . pfam02210 Laminin_G_2

Laminin G domain.
This family includes
the
Thrombospondin
N-terminal-like
domain, a Laminin
G subfamily.

GO:0007155|cell
adhesion;

GO:0016021|integral
component of
membrane;GO:0042
734|presynaptic
membrane;

GO:0046872|metal
ion binding; K07377 NRXN; neurexin

ENSG00000179950 2 3 1 3 3.454550858 6 8 2 6 -0.764875907 0.335188097 0.46328546 down no PUF60 protein_coding chr8:143816344-
143829859:-

gi|17978512|ref|NP_
510965.1| 2443 0

poly(U)-binding-
splicing factor
PUF60 isoform a
[Homo sapiens]

gi|402794025|ref|N
M_078480.2| 1939 0

Homo sapiens poly-
U binding splicing
factor 60KDa
(PUF60), transcript
variant 1, mRNA

Q2HJG2 247 3.00E-78
Poly(U)-binding-
splicing factor
PUF60

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006915|apopto
tic
process;GO:000639
7|mRNA
processing;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00083
80|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0030054|cell
junction;GO:000591
3|cell-cell adherens
junction;GO:003052
9|ribonucleoprotein
complex;GO:000565
4|nucleoplasm;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00036
77|DNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;

K12838
PUF60; poly(U)-
binding-splicing
factor PUF60

ENSG00000179965 3 3 4 7 3.235087884 2 2 2 2 1.609739681 0.046715378 0.107842948 up no ZNF771 protein_coding chr16:30407297-
30431108:+

gi|685619684|ref|XP
_003918728.2| 1469 0

PREDICTED: zinc
finger protein 48
[Papio anubis]

gi|332323102|gb|AC
243825.3| 2231 0

Homo sapiens BAC
clone CH17-440E11
from chromosome
unknown, complete
sequence

E7EU14 54.3 1.00E-08 Protein PPP5D1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0009143|nucleo
side triphosphate
catabolic
process;GO:005128
9|protein
homotetramerizatio
n;

GO:0005829|cytosol
;

GO:0047840|dCTP
diphosphatase
activity;GO:0042802
|identical protein
binding;GO:000028
7|magnesium ion
binding;GO:004742
9|nucleoside-
triphosphate
diphosphatase
activity;GO:0032556
|pyrimidine
deoxyribonucleotide
binding;

K16904
DCTPP1; dCTP
diphosphatase
[EC:3.6.1.12]

ENSG00000179981 2 1 1 0 1.006326638 0 1 2 0 1.10478634 0.490019788 0.613319648 up no TSHZ1 protein_coding chr18:75210755-
75289950:+

gi|68533139|dbj|BA
E06124.1| 5279 0

SDCCAG33 variant
protein [Homo
sapiens]

gi|374349252|ref|NG
_032047.1| 7080 0

Homo sapiens
teashirt zinc finger
homeobox 1
(TSHZ1),
RefSeqGene on
chromosome 18

Q6ZSZ6 2011 0 Teashirt homolog 1 . . . . pfam12756 zf-C2H2_2

C2H2 type zinc-
finger (2 copies).
This family contains
two copies of a
C2H2-like zinc
finger domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
42474|middle ear
morphogenesis;GO:
0007275|multicellula
r organismal
development;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00600
23|soft palate
development;GO:00
06351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:004687
2|metal ion
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09236 TSHZ; teashirt



ENSG00000180182 0 0 0 5 2.94736428 9 6 6 3 -1.915225336 0.086010636 0.166089505 down no MED14 protein_coding chrX:40648306-
40735858:-

gi|28558973|ref|NP_
004220.2| 7054 0

mediator of RNA
polymerase II
transcription
subunit 14 [Homo
sapiens]

gi|3201570|dbj|AB0
06651.1| 7975 0

Homo sapiens
EXLM1 mRNA,
complete cds

A2ABV5 256 6.00E-77

Mediator of RNA
polymerase II
transcription
subunit 14

. . . . pfam08638 Med14

Mediator complex
subunit MED14.
Saccharomyces
cerevisiae RGR1
mediator complex
subunit affects
chromatin structure,
transcriptional
regulation of
diverse genes and
sporulation,
required for glucose
repression, HO
repression, RME1
repression and
sporulation. This
subunit is also
found in higher
eukaryotes and
Med14 is the agreed
unified
nomenclature for
this subunit. Med14
is found in the tail
region of Mediator.

GO:0030521|androg
en receptor
signaling
pathway;GO:003051
8|intracellular
steroid hormone
receptor signaling
pathway;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00198
27|stem cell
population
maintenance;GO:00
06367|transcription
initiation from RNA
polymerase II
promoter;

GO:0070847|core
mediator
complex;GO:001659
2|mediator
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0004872|recepto
r
activity;GO:0001104
|RNA polymerase II
transcription
cofactor
activity;GO:0003713
|transcription
coactivator
activity;GO:0003712
|transcription
cofactor activity;

K15156

MED14, RGR1;
mediator of RNA
polymerase II
transcription
subunit 14

ENSG00000180198 1 0 1 0 0.577486571 0 1 1 0 0.685966715 0.734915602 NA up no RCC1 protein_coding chr1:28505943-
28539300:+

gi|119628095|gb|EA
X07690.1| 2314 0

regulator of
chromosome
condensation 1,
isoform CRA_a
[Homo sapiens]

gi|263191185|ref|NR
_030726.1| 2740 0

Homo sapiens
regulator of
chromosome
condensation 1
(RCC1), transcript
variant 6, non-
coding RNA

P18754 236 1.00E-74
Regulator of
chromosome
condensation

SPBC557.03c 169 1.00E-43 COG5184 pfam00415 RCC1

Regulator of
chromosome
condensation
(RCC1) repeat.

GO:0051301|cell
division;GO:000705
9|chromosome
segregation;GO:000
0082|G1/S transition
of mitotic cell
cycle;GO:0007067|
mitotic nuclear
division;GO:000705
2|mitotic spindle
organization;GO:00
07088|regulation of
mitotic nuclear
division;GO:005122
5|spindle
assembly;GO:00160
32|viral process;

GO:0000794|conden
sed nuclear
chromosome;GO:00
05737|cytoplasm;G
O:0000790|nuclear
chromatin;GO:0031
965|nuclear
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0003682|chrom
atin
binding;GO:004239
3|histone
binding;GO:003149
2|nucleosomal DNA
binding;GO:000508
7|Ran guanyl-
nucleotide exchange
factor activity;

K11493
RCC1; regulator of
chromosome
condensation

ENSG00000180228 2 0 0 0 0.695705356 1 2 0 0 0.145247005 0.947049115 NA up no PRKRA protein_coding chr2:178431414-
178451512:-

gi|4505581|ref|NP_0
03681.1| 1681 0

interferon-inducible
double-stranded
RNA-dependent
protein kinase
activator A isoform
1 [Homo sapiens]

gi|21752211|dbj|AK
093360.1| 1851 0

Homo sapiens
cDNA FLJ36041 fis,
clone
TESTI2017507,
highly similar to
Homo sapiens
protein activator of
the interferon-
induced protein
kinase (PACT)
mRNA

O75569 213 1.00E-66

Interferon-inducible
double-stranded
RNA-dependent
protein kinase
activator A

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0034599|cellular
response to
oxidative
stress;GO:0042474|
middle ear
morphogenesis;GO:
0042473|outer ear
morphogenesis;GO:
2001244|positive
regulation of
intrinsic apoptotic
signaling
pathway;GO:003105
4|pre-miRNA
processing;GO:0030
422|production of
siRNA involved in
RNA
interference;GO:000
6468|protein
phosphorylation;GO
:0048705|skeletal
system
morphogenesis;

GO:0005737|cytopla
sm;GO:0005622|intr
acellular;GO:001602
0|membrane;GO:00
05654|nucleoplasm;
GO:0048471|perinu
clear region of
cytoplasm;

GO:0003725|double
-stranded RNA
binding;GO:000804
7|enzyme activator
activity;GO:0044822
|poly(A) RNA
binding;

. .

ENSG00000180304 66 103 87 138 107.199953 117 140 134 118 0.151973283 0.456171859 0.580974851 up no OAZ2 protein_coding chr15:64687573-
64703281:-

gi|585291055|ref|NP
_001276923.1| 925 3.00E-118

ornithine
decarboxylase
antizyme 2
[Otolemur garnettii]

gi|34367331|emb|BX
648172.1| 6977 0

Homo sapiens
mRNA; cDNA
DKFZp686O019
(from clone
DKFZp686O019)

O08608 239 1.00E-69
Ornithine
decarboxylase
antizyme 2

. . . . pfam02100 ODC_AZ

Ornithine
decarboxylase
antizyme. This
family consists of
ornithine
decarboxylase
antizyme proteins.
The polyamine
biosynthetic enzyme
ornithine
decarboxylase
(ODC) is degraded
by the 26 S
proteasome via a
ubiquitin-
independent
pathway. Its
degradation is
greatly accelerated
by association with
the polyamine-
induced regulatory
protein antizyme 1
(AZ1).

GO:1902268|negativ
e regulation of
polyamine
transmembrane
transport;GO:00065
96|polyamine
biosynthetic
process;GO:000659
5|polyamine
metabolic
process;GO:009031
6|positive regulation
of intracellular
protein
transport;GO:00457
32|positive
regulation of
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0008073|ornithi
ne decarboxylase
inhibitor activity;

K16613
OAZ2; ornithine
decarboxylase
antizyme 2

ENSG00000180340 3 4 4 5 4.550973223 3 7 8 4 0.07777989 0.907728274 0.943037872 up no FZD2 protein_coding chr17:44557459-
44559570:+

gi|30353964|gb|AAH
52266.1| 2929 0

FZD2 protein,
partial [Homo
sapiens]

gi|313851098|ref|N
M_001466.3| 2112 0

Homo sapiens
frizzled class
receptor 2 (FZD2),
mRNA

Q9JIP6 1053 0 Frizzled-2 . . . . pfam01534 Frizzled

Frizzled/Smoothene
d family membrane
region. This family
contains the
membrane spanning
region of frizzled
and smoothened
receptors. This
membrane region is
predicted to contain
seven
transmembrane
alpha helices.
Proteins related to
Drosophila frizzled
are receptors for
Wnt (mediating the
beta-catenin
signalling pathway),
but also the planar
cell polarity (PCP)
pathway and the
Wnt/calcium
pathway. The
predominantly
alpha-helical Cys-
rich ligand-binding
region (CRD) of
Frizzled is both
necessary and
sufficient for Wnt
binding. The
smoothened
receptor mediates
hedgehog

GO:0060070|canoni
cal Wnt signaling
pathway;GO:000726
7|cell-cell
signaling;GO:00901
03|cochlea
morphogenesis;GO:
0030855|epithelial
cell
differentiation;GO:0
060022|hard palate
development;GO:00
60119|inner ear
receptor cell
development;GO:00
03149|membranous
septum
morphogenesis;GO:
0003150|muscular
septum
morphogenesis;GO:
0003151|outflow
tract
morphogenesis;GO:
0090179|planar cell
polarity pathway
involved in neural
tube
closure;GO:0030825
|positive regulation
of cGMP metabolic
process;GO:005109
1|positive regulation
of sequence-specific
DNA binding

GO:0005737|cytopla
sm;GO:0005925|foc
al
adhesion;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor
activity;GO:0030165
|PDZ domain
binding;GO:004281
3|Wnt-activated
receptor
activity;GO:0017147
|Wnt-protein
binding;

K02235 FZD2; frizzled 2

ENSG00000180357 0 0 0 0 1.77613194 7 4 0 7 -4.030313748 0.012899719 0.043315112 down yes ZNF609 protein_coding chr15:64460742-
64686068:+

gi|71725360|ref|NP_
055857.1| 6146 0 zinc finger protein

609 [Homo sapiens]
gi|71725359|ref|NM
_015042.1| 8615 0

Homo sapiens zinc
finger protein 609
(ZNF609), mRNA

O15014 216 5.00E-64 Zinc finger protein
609 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0005634|nucleu
s;

GO:0046872|metal
ion binding; . .

ENSG00000180574 0 0 0 2 0.214828572 0 0 0 0 1.853998285 0.598914908 NA up no AC068775.1 protein_coding chr12:10505602-
10523135:+

gi|205830883|sp|Q2
VIR3.2|IF2GL_HU
MAN

2489 0

RecName:
Full=Putative
eukaryotic
translation initiation
factor 2 subunit 3-
like protein;
AltName:
Full=Eukaryotic
translation initiation
factor 2 subunit
gamma A;
Short=eIF-2-gamma
A; Short=eIF-2gA

gi|426371660|ref|X
M_004052713.1| 1840 0

PREDICTED:
Gorilla gorilla
gorilla eukaryotic
translation initiation
factor 2 subunit 3,
X-linked-like,
transcript variant 2
(LOC101128543),
mRNA

Q2VIR3 963 0

Putative eukaryotic
translation initiation
factor 2 subunit 3-
like protein

SPBC17G9.09 648 0 COG5257 pfam09173 eIF2_C

Initiation factor
eIF2 gamma, C
terminal. Members
of this family,
which are found in
the initiation factors
eIF2 and EF-Tu,
adopt a structure
consisting of a beta
barrel with Greek
key topology. They
are required for
formation of the
ternary complex
with GTP and
initiator tRNA.

GO:0001731|formati
on of translation
preinitiation
complex;

GO:0005622|intracel
lular;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0003743
|translation initiation
factor activity;

. .

ENSG00000180592 2 3 2 5 4.754175221 7 5 8 11 -0.859926059 0.200036973 0.316846885 down no SKIDA1 protein_coding chr10:21513478-
21526368:-

gi|121940921|sp|Q1
XH10.1|SKDA1_HU
MAN

3287 0

RecName:
Full=SKI/DACH
domain-containing
protein 1; AltName:
Full=Protein DLN-1

gi|148762981|ref|N
M_207371.3| 6598 0

Homo sapiens
SKI/DACH domain
containing 1
(SKIDA1), mRNA

Q1XH10 395 7.00E-116 SKI/DACH domain-
containing protein 1 . . . . pfam15223 DUF4584

Domain of
unknown function
(DUF4584). This
family of proteins is
found in
eukaryotes. Proteins
in this family are
approximately 835
amino acids in
length. The family
is found in
association with
pfam02437.

GO:0045900|negativ
e regulation of
translational
elongation;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
616|SRP-dependent
cotranslational
protein targeting to
membrane,
translocation;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00057
85|signal
recognition particle
receptor
complex;GO:000578
6|signal recognition
particle,
endoplasmic
reticulum targeting;

GO:0008312|7S
RNA
binding;GO:000372
3|RNA
binding;GO:000504
7|signal recognition
particle binding;

. .

ENSG00000180776 0 0 0 1 1.003670185 2 3 2 2 -2.320712565 0.113470035 0.204291568 down no ZDHHC20 protein_coding chr13:21372573-
21459370:-

gi|119628715|gb|EA
X08310.1| 2142 0

zinc finger, DHHC-
type containing 20,
isoform CRA_d
[Homo sapiens]

gi|312147398|ref|N
M_153251.3| 5338 0

Homo sapiens zinc
finger, DHHC-type
containing 20
(ZDHHC20),
transcript variant 1,
mRNA

Q5W0Z9 725 0
Probable
palmitoyltransferase
ZDHHC20

ECU04g0260 120 5.00E-28 COG5273 pfam01529 zf-DHHC

DHHC
palmitoyltransferase
. This family
includes the well
known DHHC zinc
binding domain as
well as three of the
four conserved
transmembrane
regions found in
this family of
palmitoyltransferase
enzymes.

GO:0018345|protein
palmitoylation;

GO:0016021|integral
component of
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;

GO:0016409|palmit
oyltransferase
activity;GO:0019706
|protein-cysteine S-
palmitoyltransferase
activity;GO:0008270
|zinc ion binding;

. .



ENSG00000180806 2 1 0 8 2.461279439 0 10 0 1 0.389849675 0.792748318 0.859058102 up no HOXC9 protein_coding chr12:53994895-
54003337:+

gi|148671999|gb|ED
L03946.1| 1335 0

homeobox C9,
isoform CRA_b,
partial [Mus
musculus]

gi|24497546|ref|NM
_006897.1| 1516 0

Homo sapiens
homeobox C9
(HOXC9), mRNA

P31274 511 2.00E-179 Homeobox protein
Hox-C9 . . . . pfam04617 Hox9_act

Hox9 activation
region. This family
constitutes the N
termini of the
paralogous
homeobox proteins
HoxA9, HoxB9,
HoxC9 and HoxD9.
The N terminal
region is found to
act as a transcription
activation region.
Btg1 and Btg2 - the
B-cell translocation
gene products - may
function as
cofactors for
Hoxb9-mediated
transcription. The
Btg proteins
modulate Hoxb9
transcriptional
activity by
recruiting a
multiprotein Ccr4-
like complex.

GO:0007275|multice
llular organismal
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;

K09294
HOX_9; homeobox
protein
HoxA/B/C/D9

ENSG00000180818 1 0 0 1 0.404526693 0 1 0 0 1.261237776 0.591983766 NA up no HOXC10 protein_coding chr12:53985065-
53990279:+

gi|24497533|ref|NP_
059105.2| 1728 0

homeobox protein
Hox-C10 [Homo
sapiens]

gi|84043953|ref|NM
_017409.3| 1936 0

Homo sapiens
homeobox C10
(HOXC10), mRNA

Q9NYD6 298 7.00E-100 Homeobox protein
Hox-C10 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
30326|embryonic
limb
morphogenesis;GO:
0050905|neuromusc
ular
process;GO:000828
4|positive regulation
of cell
proliferation;GO:00
09954|proximal/dist
al pattern
formation;GO:0006
355|regulation of
transcription, DNA-
templated;GO:00015
01|skeletal system
development;GO:00
21520|spinal cord
motor neuron cell
fate
specification;GO:00
06351|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;

GO:0043565|sequen
ce-specific DNA
binding;

K17444
HOXC10;
homrobox protein
Hox-C10

ENSG00000180828 0 0 0 0 0.694710574 1 1 2 3 -2.675680585 0.120663996 NA down no BHLHE22 protein_coding chr8:64580367-
64583628:+

gi|22748877|ref|NP_
689627.1| 1140 2.00E-142

class E basic helix-
loop-helix protein
22 [Homo sapiens]

gi|319803059|ref|N
M_152414.4| 3262 0

Homo sapiens basic
helix-loop-helix
family, member e22
(BHLHE22), mRNA

Q8NFJ8 443 7.00E-144
Class E basic helix-
loop-helix protein
22

. . . . pfam00010 HLH
Helix-loop-helix
DNA-binding
domain.

GO:0022008|neurog
enesis;GO:0006351|t
ranscription, DNA-
templated;

GO:0005634|nucleu
s;

GO:0000981|RNA
polymerase II
transcription factor
activity, sequence-
specific DNA
binding;

K09086

BHLHB4_5, BETA;
class B basic helix-
loop-helix protein
4/5

ENSG00000180901 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no KCTD2 protein_coding chr17:75032575-
75065889:+

gi|23272394|gb|AAH
33329.1| 1005 7.00E-124

KCTD2 protein,
partial [Homo
sapiens]

gi|589269123|ref|N
M_015353.2| 3635 0

Homo sapiens
potassium channel
tetramerization
domain containing 2
(KCTD2), transcript
variant 1, mRNA

Q14681 366 2.00E-115
BTB/POZ domain-
containing protein
KCTD2

. . . . pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:005126
0|protein
homooligomerizatio
n;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000573
7|cytoplasm;

GO:0097602|cullin
family protein
binding;GO:003240
3|protein complex
binding;

. .

ENSG00000181090 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no EHMT1 protein_coding chr9:137618963-
137870016:+

gi|578817892|ref|XP
_006717351.1| 6340 0

PREDICTED:
histone-lysine N-
methyltransferase
EHMT1 isoform X5
[Homo sapiens]

gi|20522001|dbj|AB
058779.2| 7833 0

Homo sapiens
mRNA for
KIAA1876 protein,
partial cds

Q5DW34 56.2 1.00E-09
Histone-lysine N-
methyltransferase
EHMT1

SPBC428.08c 146 2.00E-35 COG2940 pfam05033 Pre-SET

Pre-SET motif. This
protein motif is a
zinc binding motif.
It contains 9
conserved cysteines
that coordinate three
zinc ions. It is
thought that this
region plays a
structural role in
stabilizing SET
domains.

GO:0006325|chrom
atin
organization;GO:00
06306|DNA
methylation;GO:000
9790|embryo
development;GO:00
16571|histone
methylation;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00180
27|peptidyl-lysine
dimethylation;GO:0
018026|peptidyl-
lysine
monomethylation;G
O:1901796|regulatio
n of signal
transduction by p53
class
mediator;GO:00609
92|response to
fungicide;

GO:0005694|chrom
osome;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0046976|histone
methyltransferase
activity (H3-K27
specific);GO:004697
4|histone
methyltransferase
activity (H3-K9
specific);GO:001802
4|histone-lysine N-
methyltransferase
activity;GO:0008168
|methyltransferase
activity;GO:0002039
|p53
binding;GO:001627
9|protein-lysine N-
methyltransferase
activity;GO:0008270
|zinc ion binding;

K11420

EHMT; euchromatic
histone-lysine N-
methyltransferase
[EC:2.1.1.43]

ENSG00000181163 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no NPM1 protein_coding chr5:171387116-
171411137:+

gi|471361387|ref|XP
_004371259.1| 1267 3.00E-168

PREDICTED:
nucleophosmin
isoform X1
[Trichechus
manatus latirostris]

gi|262331543|ref|N
M_002520.6| 1449 0

Homo sapiens
nucleophosmin
(nucleolar
phosphoprotein
B23, numatrin)
(NPM1), transcript
variant 1, mRNA

P06748 53.5 1.00E-07 Nucleophosmin . . . . pfam03066 Nucleoplasmin

Nucleoplasmin.
Nucleoplasmins are
also known as
chromatin
decondensation
proteins. They bind
to core histones and
transfer DNA to
them in a reaction
that requires ATP.
This is thought to
play a role in the
assembly of regular
nucleosomal arrays.

GO:0006281|DNA
repair;GO:0043066|
negative regulation
of apoptotic
process;GO:004438
7|negative
regulation of
protein kinase
activity by
regulation of
protein
phosphorylation;GO
:1902751|positive
regulation of cell
cycle G2/M phase
transition;GO:00082
84|positive
regulation of cell
proliferation;GO:00
45893|positive
regulation of
transcription, DNA-
templated;GO:00457
27|positive
regulation of
translation;GO:0046
599|regulation of
centriole
replication;GO:0060
735|regulation of
eIF2 alpha
phosphorylation by
dsRNA;GO:0032071
|regulation of
endodeoxyribonucle

GO:0005737|cytopla
sm;GO:0005815|mic
rotubule organizing
center;GO:0005730|
nucleolus;GO:00056
54|nucleoplasm;

GO:0004860|protein
kinase inhibitor
activity;GO:0003723
|RNA binding;

K11276 NPM1;
nucleophosmin 1

ENSG00000181218 0 2 3 5 1.912925422 1 1 1 3 1.204644755 0.263521282 0.386705786 up no HIST3H2A protein_coding chr1:228456979-
228457873:-

gi|671000624|ref|XP
_008691171.1| 533 8.00E-65

PREDICTED:
histone H2A type 1-
like [Ursus
maritimus]

gi|16973800|emb|AL
139288.15| 895 0

Human DNA
sequence from
clone RP5-915N17
on chromosome
1q42.11-42.3,
complete sequence

Q4FZT6 209 4.00E-66 Histone H2A type 3 SPAC19G12.06c 181 8.00E-56 COG5262 pfam00125 Histone Core histone
H2A/H2B/H3/H4.

GO:0006342|chrom
atin silencing;

GO:0000790|nuclear
chromatin;GO:0000
786|nucleosome;

GO:0003677|DNA
binding; K11251 H2A; histone H2A

ENSG00000181222 0 0 0 0 0.400623688 3 0 0 1 -1.878924153 0.502648221 NA down no POLR2A protein_coding chr17:7484366-
7514616:+

gi|641723784|ref|XP
_008151746.1| 8306 0

PREDICTED:
DNA-directed RNA
polymerase II
subunit RPB1
[Eptesicus fuscus]

gi|306482654|ref|N
M_000937.4| 6728 0

Homo sapiens
polymerase (RNA)
II (DNA directed)
polypeptide A,
220kDa (POLR2A),
mRNA

P08775 253 3.00E-75
DNA-directed RNA
polymerase II
subunit RPB1

SPBC28F2.12 1678 0 COG0086 pfam04997 RNA_pol_Rpb1_1

RNA polymerase
Rpb1, domain 1.
RNA polymerases
catalyse the DNA
dependent
polymerization of
RNA. Prokaryotes
contain a single
RNA polymerase
compared to three
in eukaryotes (not
including
mitochondrial. and
chloroplast
polymerases). This
domain, domain 1,
represents the clamp
domain, which a
mobile domain
involved in
positioning the
DNA, maintenance
of the transcription
bubble and
positioning of the
nascent RNA
strand.

GO:0071453|cellular
response to oxygen
levels;GO:0006353|
DNA-templated
transcription,
termination;GO:003
4587|piRNA
metabolic
process;GO:003312
0|positive regulation
of RNA
splicing;GO:001407
0|response to
organic cyclic
compound;GO:0006
366|transcription
from RNA
polymerase II
promoter;

GO:0005665|DNA-
directed RNA
polymerase II, core
complex;GO:000571
9|nuclear
euchromatin;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0001047|core
promoter
binding;GO:000367
7|DNA
binding;GO:000389
9|DNA-directed
RNA polymerase
activity;GO:0046872
|metal ion
binding;GO:004482
2|poly(A) RNA
binding;GO:003162
5|ubiquitin protein
ligase binding;

K03006

RPB1, POLR2A;
DNA-directed RNA
polymerase II
subunit RPB1
[EC:2.7.7.6]

ENSG00000181350 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no LRRC75A protein_coding chr17:16441577-
16492153:-

gi|165932385|ref|NP
_001107039.1| 1524 0

leucine-rich repeat-
containing protein
75A isoform 1
[Homo sapiens]

gi|21733878|emb|AL
833245.1| 3150 0

Homo sapiens
mRNA; cDNA
DKFZp761C0220
(from clone
DKFZp761C0220)

Q8NAA5 176 7.00E-136
Leucine-rich repeat-
containing protein
75A

. . . . pfam15240 Pro-rich

Proline-rich. This
family includes
several eukaryotic
proline-rich
proteins.

GO:0006825|copper
ion
transport;GO:00551
14|oxidation-
reduction process;

GO:0016021|integral
component of
membrane;

GO:0005507|copper
ion
binding;GO:000432
2|ferroxidase
activity;

. .



ENSG00000181449 1 2 0 5 4.369323321 6 11 8 9 -1.629508758 0.036648467 0.091227362 down no SOX2 protein_coding chr3:181711924-
181714436:+

gi|426343024|ref|XP
_004038119.1| 1551 0

PREDICTED:
transcription factor
SOX-2 [Gorilla
gorilla gorilla]

gi|325651854|ref|N
M_003106.3| 2513 0

Homo sapiens SRY
(sex determining
region Y)-box 2
(SOX2), mRNA

P48431 516 8.00E-176 Transcription factor
SOX-2 . . . . pfam00505 HMG_box HMG (high mobility

group) box.

GO:0021984|adenoh
ypophysis
development;GO:00
07050|cell cycle
arrest;GO:0006325|c
hromatin
organization;GO:00
01714|endodermal
cell fate
specification;GO:00
01654|eye
development;GO:00
30900|forebrain
development;GO:00
21781|glial cell fate
commitment;GO:00
48839|inner ear
development;GO:00
90090|negative
regulation of
canonical Wnt
signaling
pathway;GO:005068
0|negative
regulation of
epithelial cell
proliferation;GO:00
45665|negative
regulation of
neuron
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;GO:000
5667|transcription
factor complex;

GO:0003677|DNA
binding;GO:003519
8|miRNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K16796
SOX2; transcription
factor SOX2 (SOX
group B)

ENSG00000181467 0 0 0 0 0.302742479 0 0 2 1 -1.472817392 0.624460556 NA down no RAP2B protein_coding chr3:153162270-
153170620:+

gi|13386338|ref|NP_
082988.1| 893 4.00E-106

ras-related protein
Rap-2b precursor
[Mus musculus]

gi|522838223|ref|N
M_002886.3| 8351 0

Homo sapiens
RAP2B, member of
RAS oncogene
family (RAP2B),
mRNA

P61227 348 2.00E-107 Ras-related protein
Rap-2b . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0030336|negativ
e regulation of cell
migration;GO:00705
27|platelet
aggregation;GO:003
1954|positive
regulation of
protein
autophosphorylatio
n;GO:0032486|Rap
protein signal
transduction;GO:00
61097|regulation of
protein tyrosine
kinase activity;

GO:0005923|bicellul
ar tight
junction;GO:004429
1|cell-cell contact
zone;GO:0005829|cy
tosol;GO:0070062|e
xtracellular
exosome;GO:00451
21|membrane
raft;GO:0005886|pla
sma
membrane;GO:0055
038|recycling
endosome
membrane;

GO:0019003|GDP
binding;GO:000552
5|GTP binding;

K07838 RAP2B; Ras-related
protein Rap-2B

ENSG00000181541 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no MAB21L2 protein_coding chr4:150581922-
150584693:+

gi|478522344|ref|XP
_004435378.1| 1941 0

PREDICTED: LOW
QUALITY
PROTEIN: protein
mab-21-like 1
[Ceratotherium
simum simum]

gi|395627643|ref|NG
_032855.1| 2772 0

Homo sapiens LPS-
responsive vesicle
trafficking, beach
and anchor
containing (LRBA),
RefSeqGene on
chromosome 4

Q9Y586 745 0 Protein mab-21-like
2 . . . . pfam03281 Mab-21

Mab-21 protein.
This family contains
Mab-21 and Mab-21
like proteins. In C.
elegans these
proteins are
required for several
aspects of
embryonic
development.

GO:0043010|camera
-type eye
development;GO:00
10172|embryonic
body
morphogenesis;GO:
0001654|eye
development;GO:00
07399|nervous
system
development;GO:00
08284|positive
regulation of cell
proliferation;

GO:0005634|nucleu
s; . . .

ENSG00000181555 1 0 1 1 1.18170661 3 1 1 2 -0.641622975 0.623874528 0.732220991 down no SETD2 protein_coding chr3:47016429-
47163967:-

gi|197313748|ref|NP
_054878.5| 11647 0

histone-lysine N-
methyltransferase
SETD2 [Homo
sapiens]

gi|34368282|emb|BX
649110.1| 8155 0

Homo sapiens
mRNA; cDNA
DKFZp686C14109
(from clone
DKFZp686C14109)

Q9BYW2 2414 0
Histone-lysine N-
methyltransferase
SETD2

SPAC29B12.02c 112 7.00E-24 COG2940 pfam08236 SRI

SRI (Set2 Rpb1
interacting) domain.
The SRI (Set2 Rpb1
interacting) domain
mediates RNA
polymerase II
interaction and
couples histone H3
K36 methylation
with transcript
elongation. This
domain is
conserved from
yeast to humans.
Members of this
family form a
compact, closed
three-helix bundle,
with an up-down-
up topology. The
first and second
helices are
antiparallel to each
other and are of
similar length; the
third helix, which is
packed across
helices alpha1 and
alpha2 is slightly
shorter, consisting
of only 15 amino
acids. Most
conserved
hydrophobic
residues are largely

GO:0001525|angiog
enesis;GO:0035441|
cell migration
involved in
vasculogenesis;GO:
0060977|coronary
vasculature
morphogenesis;GO:
0048701|embryonic
cranial skeleton
morphogenesis;GO:
0060669|embryonic
placenta
morphogenesis;GO:
0030900|forebrain
development;GO:00
97676|histone H3-
K36
dimethylation;GO:0
097198|histone H3-
K36
trimethylation;GO:0
048332|mesoderm
morphogenesis;GO:
0006298|mismatch
repair;GO:0001763|
morphogenesis of a
branching
structure;GO:00018
43|neural tube
closure;GO:0034728
|nucleosome
organization;GO:00
60039|pericardium
development;GO:00

GO:0005694|chrom
osome;GO:0005654|
nucleoplasm;

GO:0046975|histone
methyltransferase
activity (H3-K36
specific);GO:001802
4|histone-lysine N-
methyltransferase
activity;

K11423

SETD2, SET2;
histone-lysine N-
methyltransferase
SETD2
[EC:2.1.1.43]

ENSG00000181690 0 0 0 1 0.600862922 2 1 0 2 -1.463524657 0.430027134 NA down no PLAG1 protein_coding chr8:56160904-
56211324:-

gi|62087842|dbj|BA
D92368.1| 2350 0

Pleiomorphic
adenoma gene 1
variant [Homo
sapiens]

gi|167857793|ref|N
M_002655.2| 7317 0

Homo sapiens
pleiomorphic
adenoma gene 1
(PLAG1), transcript
variant 1, mRNA

Q6DJT9 740 0 Zinc finger protein
PLAG1 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0022612|gland
morphogenesis;GO:
0035264|multicellula
r organism
growth;GO:0010629
|negative regulation
of gene
expression;GO:0060
252|positive
regulation of glial
cell
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00607
36|prostate gland
growth;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K19484 PLAG1; zinc finger
protein PLAG1

ENSG00000181722 3 1 0 1 1.921655194 3 5 1 2 -0.515175755 0.645714527 0.750679724 down no ZBTB20 protein_coding chr3:114314501-
115147271:-

gi|257900533|ref|NP
_001157814.1| 3737 0

zinc finger and BTB
domain-containing
protein 20 isoform 1
[Homo sapiens]

gi|21622663|gb|AC0
93010.7| 19462 0

Homo sapiens 3
BAC RP11-553L6
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q8N2A0 124 8.00E-32

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007192|adenyl
ate cyclase-
activating serotonin
receptor signaling
pathway;GO:000726
8|synaptic
transmission;

GO:0030425|dendrit
e;GO:0005887|integr
al component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0004993|seroton
in receptor
activity;GO:0030594
|neurotransmitter
receptor
activity;GO:0004984
|olfactory receptor
activity;

K10501

ZBTB20, HOF,
DPZF; zinc finger
and BTB domain-
containing protein
20

ENSG00000181744 0 1 0 1 3.025406943 11 6 4 7 -3.276425757 0.005339852 0.022664996 down yes C3orf58 protein_coding chr3:143971798-
144048719:+

gi|27734895|ref|NP_
775823.1| 2038 0

deleted in autism
protein 1 isoform a
precursor [Homo
sapiens]

gi|197333860|ref|N
M_173552.3| 4346 0

Homo sapiens
chromosome 3 open
reading frame 58
(C3orf58),
transcript variant 1,
mRNA

Q3USZ8 286 7.00E-93 Deleted in autism
protein 1 homolog . . . . pfam12260 PIP49_C

Protein-kinase
domain of FAM69.
This is the C-
terminal region of a
family of FAM69
proteins from
Metazoa and
Viridiplantae that
are active protein-
kinases. The family
members have a
short
transmembrane
helix close to the N-
terminus, and
thereafter are highly
enriched with
cysteines. FAM69
proteins are
localized to the
endoplasmic
reticulum. Many
members also have
a short EF-hand,
calcium-binding,
domain just
upstream of the
kinase domain. The
exact function of
the more N-terminal
family is uncertain.

GO:0060038|cardiac
muscle cell
proliferation;GO:00
14066|regulation of
phosphatidylinositol
3-kinase signaling;

GO:0030126|COPI
vesicle
coat;GO:0005615|ex
tracellular
space;GO:0000139|
Golgi membrane;

. . .



ENSG00000181788 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SIAH2 protein_coding chr3:150741127-
150763477:-

gi|511868840|ref|XP
_004755603.1| 1433 0

PREDICTED: E3
ubiquitin-protein
ligase SIAH2
[Mustela putorius
furo]

gi|55925659|ref|NM
_005067.5| 2517 0

Homo sapiens siah
E3 ubiquitin protein
ligase 2 (SIAH2),
mRNA

O43255 555 0 E3 ubiquitin-protein
ligase SIAH2 . . . . pfam03145 Sina

Seven in absentia
protein family. The
seven in absentia
(sina) gene was first
identified in
Drosophila. The
Drosophila Sina
protein is essential
for the
determination of the
R7 pathway in
photoreceptor cell
development: the
loss of functional
Sina results in the
transformation of
the R7 precursor
cell to a non-
neuronal cell type.
The Sina protein
contains an N-
terminal RING
finger domain
pfam00097.
Through this
domain, Sina binds
E2 ubiquitin-
conjugating
enzymes (UbcD1)
Sina also interacts
with Tramtrack
(TTK88) via PHYL.
Tramtrack is a
transcriptional
repressor that

GO:0006915|apopto
tic
process;GO:000741
1|axon
guidance;GO:00070
49|cell
cycle;GO:0044257|c
ellular protein
catabolic
process;GO:004426
7|cellular protein
metabolic
process;GO:004306
6|negative
regulation of
apoptotic
process;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:004315
4|negative
regulation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:200123
7|negative
regulation of
extrinsic apoptotic
signaling
pathway;GO:004316
1|proteasome

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005769|ea
rly
endosome;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00430
05|neuron
projection;GO:0043
025|neuronal cell
body;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;

GO:0016874|ligase
activity;GO:0003714
|transcription
corepressor
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K08742

SIAH2; E3
ubiquitin-protein
ligase SIAH2
[EC:2.3.2.27]

ENSG00000181790 0 2 0 0 2.942576747 6 13 5 3 -3.20463493 0.010575368 0.037239025 down yes ADGRB1 protein_coding chr8:142449430-
142545009:+

gi|111118994|ref|NP
_001693.2| 7347 0

brain-specific
angiogenesis
inhibitor 1
precursor [Homo
sapiens]

gi|111118993|ref|N
M_001702.2| 5528 0

Homo sapiens
adhesion G protein-
coupled receptor B1
(ADGRB1), mRNA

O14514 2019 0
Brain-specific
angiogenesis
inhibitor 1

. . . . pfam00002 7tm_2

7 transmembrane
receptor (Secretin
family). This family
is known as Family
B, the secretin-
receptor family or
family 2 of the G-
protein-coupled
receptors
(GCPRs).They have
been described in
many animal
species, but not in
plants, fungi or
prokaryotes. Three
distinct sub-families
are recognized.
Subfamily B1
contains classical
hormone receptors,
such as receptors
for secretin and
glucagon, that are
all involved in
cAMP-mediated
signalling pathways.
Subfamily B2
contains receptors
with long
extracellular N-
termini, such as the
leukocyte cell-
surface antigen
CD97; calcium-
independent

GO:0007409|axonog
enesis;GO:0007155|
cell
adhesion;GO:00071
66|cell surface
receptor signaling
pathway;GO:000718
6|G-protein coupled
receptor signaling
pathway;GO:001652
5|negative
regulation of
angiogenesis;GO:00
08285|negative
regulation of cell
proliferation;GO:00
07422|peripheral
nervous system
development;GO:00
51965|positive
regulation of
synapse
assembly;GO:00071
65|signal
transduction;

GO:0005911|cell-
cell
junction;GO:001602
1|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0014
069|postsynaptic
density;

GO:0004930|G-
protein coupled
receptor activity;

K04596
BAI1; brain-specific
angiogenesis
inhibitor 1

ENSG00000181827 0 0 3 4 2.46569425 10 1 1 3 -0.6221305 0.612186799 0.723455604 down no RFX7 protein_coding chr15:56087280-
56243266:-

gi|578827299|ref|XP
_005254660.2| 6956 0

PREDICTED:
DNA-binding
protein RFX7
isoform X1 [Homo
sapiens]

gi|12203289|gb|AC0
84783.2| 9336 0

Homo sapiens
chromosome 15
clone RPCI human
BAC library 11 map
15q21.3, complete
sequence

Q2KHR2 2317 0 DNA-binding
protein RFX7 . . . . pfam02257 RFX_DNA_binding

RFX DNA-binding
domain. RFX is a
regulatory factor
which binds to the
X box of MHC class
II genes and is
essential for their
expression. The
DNA-binding
domain of RFX is
the central domain
of the protein and
binds ssDNA as
either a monomer or
homodimer. It
recognize X-boxes
(DNA of the
sequence 5'-
GTNRCC(0-
3N)RGYAAC-3',
where N is any
nucleotide, R is a
purine and Y is a
pyrimidine) using a
highly conserved
76-residue DNA-
binding domain
(DBD).

GO:0006357|regulati
on of transcription
from RNA
polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000181904 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no C5orf24 protein_coding chr5:134845680-
134859737:+

gi|820974537|ref|XP
_012360484.1| 1065 3.00E-144

PREDICTED:
UPF0461 protein
C5orf24 homolog
isoform X1
[Nomascus
leucogenys]

gi|207450710|ref|N
M_001135586.1| 5063 0

Homo sapiens
chromosome 5 open
reading frame 24
(C5orf24),
transcript variant 1,
mRNA

Q5NVP2 320 2.00E-101 UPF0461 protein
C5orf24 homolog . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0050907|detecti
on of chemical
stimulus involved in
sensory
perception;GO:0007
186|G-protein
coupled receptor
signaling pathway;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor
activity;GO:0004984
|olfactory receptor
activity;GO:0004888
|transmembrane
signaling receptor
activity;

. .

ENSG00000182004 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no SNRPE protein_coding chr1:203861603-
203870550:+

gi|795186899|ref|XP
_011845852.1| 595 7.00E-74

PREDICTED: small
nuclear
ribonucleoprotein E
isoform X1
[Mandrillus
leucophaeus]

gi|60688402|gb|BC0
90951.1| 936 0

Homo sapiens small
nuclear
ribonucleoprotein
polypeptide E,
mRNA (cDNA
clone MGC:105067
IMAGE:5204266),
complete cds

A1XQR9 100 2.00E-27 Small nuclear
ribonucleoprotein E SPBC11G11.06c 88.6 5.00E-21 COG1958 pfam01423 LSM

LSM domain. The
LSM domain
contains Sm
proteins as well as
other related LSM
(Like Sm) proteins.
The U1, U2, U4/U6,
and U5 small
nuclear
ribonucleoprotein
particles (snRNPs)
involved in pre-
mRNA splicing
contain seven Sm
proteins (B/B', D1,
D2, D3, E, F and G)
in common, which
assemble around the
Sm site present in
four of the major
spliceosomal small
nuclear RNAs. The
U6 snRNP binds to
the LSM (Like Sm)
proteins. Sm
proteins are also
found in
archaebacteria,
which do not have
any splicing
apparatus
suggesting a more
general role for Sm
proteins. All Sm
proteins contain a

GO:0042633|hair
cycle;GO:0000387|s
pliceosomal snRNP
assembly;

GO:0005829|cytosol
;GO:0034709|methyl
osome;GO:0005634|
nucleus;GO:003471
5|pICln-Sm protein
complex;GO:007101
1|precatalytic
spliceosome;GO:00
34719|SMN-Sm
protein
complex;GO:000568
5|U1
snRNP;GO:0005686
|U2
snRNP;GO:0005687
|U4
snRNP;GO:0046540
|U4/U6 x U5 tri-
snRNP
complex;GO:000568
2|U5
snRNP;GO:0005683
|U7 snRNP;

GO:0003723|RNA
binding; K11097

SNRPE, SME; small
nuclear
ribonucleoprotein E

ENSG00000182087 2 6 4 7 4.891768477 4 10 3 6 0.228450917 0.730062164 0.807767952 up no TMEM259 protein_coding chr19:1009648-
1021179:-

gi|74229025|ref|NP_
001028198.1| 2251 0 membralin isoform

1 [Homo sapiens]
gi|74229024|ref|NM
_001033026.1| 2708 0

Homo sapiens
transmembrane
protein 259
(TMEM259),
transcript variant 1,
mRNA

Q4ZIN3 348 2.00E-130 Membralin . . . . pfam09746 Membralin

tumor-associated
protein. Membralin
is evolutionarily
highly conserved;
though it seems to
represent a unique
protein family. The
protein appears to
contain several
transmembrane
regions. In humans
it is expressed in
certain cancers,
particularly ovarian
cancers. Membralin-
like gene
homologues have
been identified in
plants including
grape, cotton and
tomato.

GO:1901215|negativ
e regulation of
neuron
death;GO:1904294|p
ositive regulation of
ERAD
pathway;GO:003497
6|response to
endoplasmic
reticulum stress;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000182095 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no TNRC18 protein_coding chr7:5306790-
5425414:-

gi|169658378|ref|NP
_001073964.2| 10890 0

trinucleotide repeat-
containing gene 18
protein [Homo
sapiens]

gi|169658377|ref|N
M_001080495.2| 10566 0

Homo sapiens
trinucleotide repeat
containing 18
(TNRC18), mRNA

O15417 188 6.00E-53
Trinucleotide
repeat-containing
gene 18 protein

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006342|chrom
atin
silencing;GO:00315
07|heterochromatin
assembly;

GO:0000785|chrom
atin;GO:0005677|chr
omatin silencing
complex;GO:000573
7|cytoplasm;GO:000
5739|mitochondrion
;GO:0031965|nuclea
r
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0003682|chrom
atin
binding;GO:000097
6|transcription
regulatory region
sequence-specific
DNA binding;

. .



ENSG00000182117 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no NOP10 protein_coding chr15:34341713-
34343177:-

gi|593744862|ref|XP
_007127790.1| 346 5.00E-39

PREDICTED:
H/ACA
ribonucleoprotein
complex subunit 3
[Physeter catodon]

gi|77812675|ref|NM
_018648.3| 535 0

Homo sapiens
NOP10
ribonucleoprotein
(NOP10), mRNA

Q9CQS2 135 1.00E-39
H/ACA
ribonucleoprotein
complex subunit 3

SPAP27G11.13c 88.2 6.00E-22 COG2260 pfam04135 Nop10p

Nucleolar RNA-
binding protein,
Nop10p family.
Nop10p is a
nucleolar protein
that is specifically
associated with
H/ACA snoRNAs. It
is essential for
normal 18S rRNA
production and
rRNA
pseudouridylation
by the
ribonucleoprotein
particles containing
H/ACA snoRNAs
(H/ACA snoRNPs).
Nop10p is probably
necessary for the
stability of these
RNPs.

GO:0031118|rRNA
pseudouridine
synthesis;GO:00004
54|snoRNA guided
rRNA
pseudouridine
synthesis;GO:00311
20|snRNA
pseudouridine
synthesis;GO:00070
04|telomere
maintenance via
telomerase;

GO:0072589|box
H/ACA scaRNP
complex;GO:003142
9|box H/ACA
snoRNP
complex;GO:009066
1|box H/ACA
telomerase RNP
complex;GO:000563
4|nucleus;GO:00056
97|telomerase
holoenzyme
complex;

GO:0034513|box
H/ACA snoRNA
binding;GO:007003
4|telomeric RNA
binding;

K11130

NOP10, NOLA3;
H/ACA
ribonucleoprotein
complex subunit 3

ENSG00000182149 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no IST1 protein_coding chr16:71845996-
71931199:+

gi|401709932|ref|NP
_001257905.1| 1654 0

IST1 homolog
isoform c [Homo
sapiens]

gi|401709931|ref|N
M_001270976.1| 4082 0

Homo sapiens
increased sodium
tolerance 1 homolog
(yeast) (IST1),
transcript variant 3,
mRNA

P53990 160 5.00E-46 IST1 homolog . . . . pfam03398 Ist1

Regulator of Vps4
activity in the MVB
pathway. ESCRT-I,
-II, and -III are
endosomal sorting
complexes required
for transporting
proteins and carry
out cargo sorting
and vesicle
formation in the
multivesicular
bodies, MVBs,
pathway. These
complexes are
transiently recruited
from the cytoplasm
to the endosomal
membrane where
they bind
transmembrane
proteins previously
marked for
degradation by
mono-
ubiquitination.
Assembly of
ESCRT-III, a
complex composed
of at least four
subunits (Vps2,
Vps24, Vps20,
Snf7), is intimately
linked with MVB
vesicle formation

GO:0009838|absciss
ion;GO:0000910|cyt
okinesis;GO:009877
9|mitophagy in
response to
mitochondrial
depolarization;GO:0
048672|positive
regulation of
collateral
sprouting;GO:00022
30|positive
regulation of
defense response to
virus by
host;GO:0045862|po
sitive regulation of
proteolysis;GO:0015
031|protein
transport;GO:00467
45|viral capsid
secondary
envelopment;GO:00
19076|viral release
from host
cell;GO:0098792|xe
nophagy;

GO:0005813|centros
ome;GO:0016023|cy
toplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0005793
|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
70062|extracellular
exosome;GO:00905
43|Flemming
body;GO:0005635|n
uclear envelope;

. K19476

IST1; vacuolar
protein sorting-
associated protein
IST1

ENSG00000182150 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ERCC6L2 protein_coding chr9:95875701-
96014571:+

gi|597517925|ref|NP
_064592.2| 3883 0

DNA excision repair
protein ERCC-6-
like 2 isoform a
[Homo sapiens]

gi|157364962|ref|N
M_001010895.2| 4564 0

Homo sapiens
excision repair
cross-
complementation
group 6-like 2
(ERCC6L2),
transcript variant 3,
mRNA

Q5T890 273 2.00E-83
DNA excision repair
protein ERCC-6-
like 2

. . . . pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar ETL1)

GO:0006281|DNA
repair;

GO:0005815|microt
ubule organizing
center;GO:0005739|
mitochondrion;GO:
0005634|nucleus;

GO:0005524|ATP
binding;GO:000802
6|ATP-dependent
helicase
activity;GO:0003677
|DNA binding;

. .

ENSG00000182168 0 0 0 1 0.307018251 1 1 0 0 -0.157277218 0.950501209 NA down no UNC5C protein_coding chr4:95162504-
95549206:-

gi|302058265|ref|NP
_003719.3| 4784 0

netrin receptor
UNC5C precursor
[Homo sapiens]

gi|302058264|ref|N
M_003728.3| 9872 0

Homo sapiens unc-5
netrin receptor C
(UNC5C), mRNA

O95185 469 2.00E-152 Netrin receptor
UNC5C . . . . pfam00791 ZU5

ZU5 domain.
Domain present in
ZO-1 and Unc5-like
netrin receptors
Domain of
unknown function.

GO:0033564|anterio
r/posterior axon
guidance;GO:00069
15|apoptotic
process;GO:000741
1|axon
guidance;GO:00074
20|brain
development;GO:00
43065|positive
regulation of
apoptotic
process;GO:003033
4|regulation of cell
migration;

GO:0030054|cell
junction;GO:001602
1|integral
component of
membrane;GO:0043
005|neuron
projection;GO:0005
886|plasma
membrane;GO:0045
202|synapse;

GO:0005042|netrin
receptor activity; K07521 UNC5; netrin

receptor unc-5

ENSG00000182175 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no RGMA protein_coding chr15:93035273-
93089204:-

gi|795128093|ref|XP
_011833773.1| 2272 0

PREDICTED:
repulsive guidance
molecule A isoform
X1 [Mandrillus
leucophaeus]

gi|21672216|gb|AC0
87641.5| 10432 0

Homo sapiens
chromosome 15,
clone RP11-368J22,
complete sequence

Q96B86 140 6.00E-38 Repulsive guidance
molecule A . . . . pfam06534 RGM_C

Repulsive guidance
molecule (RGM) C-
terminus. This
family consists of
several mammalian
and one bird
sequence from
Gallus gallus
(Chicken). This
family represents
the C-terminal
region of several
sequences but in
others it represents
the full protein. All
of the mammalian
proteins are
hypothetical and
have no known
function but RGMA
from the chicken is
annotated as being a
repulsive guidance
molecule (RGM).
RGM is a GPI-
linked axon
guidance molecule
of the retinotectal
system. RGM is
repulsive for a
subset of axons,
those from the
temporal half of the
retina. Temporal
retinal axons invade

GO:0048599|oocyte
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00072
83|spermatogenesis;
GO:0006366|transcri
ption from RNA
polymerase II
promoter;GO:00093
86|translational
attenuation;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005634|
nucleus;

GO:0003677|DNA
binding;GO:000372
3|RNA binding;

K06847 RGM; RGM domain
family

ENSG00000182197 7 29 6 62 57.65116604 123 118 99 110 -1.770639706 0.000378993 0.003018035 down yes EXT1 protein_coding chr8:117794490-
118111853:-

gi|281183009|ref|NP
_001162444.1| 3885 0 exostosin-1 [Papio

anubis]
gi|427197654|ref|NG
_007455.2| 5410 0

Homo sapiens
exostosin
glycosyltransferase
1 (EXT1),
RefSeqGene
(LRG_493) on
chromosome 8

A5D7I4 77.4 8.00E-15 Exostosin-1 . . . . pfam09258 Glyco_transf_64

Glycosyl transferase
family 64 domain.
Members of this
family catalyse the
transfer reaction of
N-
acetylglucosamine
and N-
acetylgalactosamine
from the respective
UDP-sugars to the
non-reducing end
of [glucuronic
acid]beta 1-
3[galactose]beta 1-
O-
naphthalenemethan
ol, an acceptor
substrate analog of
the natural common
linker of various
glycosylaminoglyca
ns. They are also
required for the
biosynthesis of
heparan-sulphate.

GO:0007411|axon
guidance;GO:00724
98|embryonic
skeletal joint
development;GO:00
07492|endoderm
development;GO:00
07369|gastrulation;G
O:0006024|glycosa
minoglycan
biosynthetic
process;GO:001501
4|heparan sulfate
proteoglycan
biosynthetic
process,
polysaccharide
chain biosynthetic
process;GO:000749
8|mesoderm
development;GO:00
21772|olfactory
bulb
development;GO:00
01503|ossification;G
O:0006486|protein
glycosylation;

GO:0000139|Golgi
membrane;GO:0030
176|integral
component of
endoplasmic
reticulum
membrane;

GO:0050508|glucur
onosyl-N-
acetylglucosaminyl-
proteoglycan 4-
alpha-N-
acetylglucosaminyltr
ansferase
activity;GO:0046872
|metal ion
binding;GO:005050
9|N-
acetylglucosaminyl-
proteoglycan 4-
beta-
glucuronosyltransfe
rase activity;

K02366

EXT1;
glucuronyl/N-
acetylglucosaminyl
transferase EXT1
[EC:2.4.1.224
2.4.1.225]

ENSG00000182247 15 11 7 18 11.9292192 8 10 12 14 0.764116546 0.102285809 0.188299089 up no UBE2E2 protein_coding chr3:23203020-
23591793:+

gi|625188097|ref|XP
_003498255.2| 800 4.00E-102

PREDICTED:
ubiquitin-
conjugating enzyme
E2 E2 isoform X1
[Cricetulus griseus]

gi|23396280|gb|AC1
13932.2| 2061 0

Homo sapiens
chromosome 3
clone RP11-757H2,
complete sequence

P52482 175 3.00E-50
Ubiquitin-
conjugating enzyme
E2 E1

YDR059c 201 7.00E-62 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0006974|cellular
response to DNA
damage
stimulus;GO:003202
0|ISG15-protein
conjugation;GO:190
0087|positive
regulation of G1/S
transition of mitotic
cell
cycle;GO:0070979|p
rotein K11-linked
ubiquitination;GO:0
070936|protein K48-
linked
ubiquitination;GO:0
070534|protein K63-
linked
ubiquitination;

.

GO:0005524|ATP
binding;GO:004229
6|ISG15 transferase
activity;GO:0061631
|ubiquitin
conjugating enzyme
activity;GO:0004842
|ubiquitin-protein
transferase activity;

. .

ENSG00000182263 10 11 12 6 9.347911908 6 8 10 8 0.897601041 0.096131766 0.178868966 up no FIGN protein_coding chr2:163593396-
163736012:-

gi|148695049|gb|ED
L26996.1| 3555 0

fidgetin, isoform
CRA_b, partial
[Mus musculus]

gi|15799632|gb|AC0
93727.3| 9197 0

Homo sapiens BAC
clone RP11-5J4
from 2, complete
sequence

Q5HY92 315 3.00E-101 Fidgetin ECU11g1030 279 2.00E-80 COG0464 pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0051301|cell
division;GO:003112
2|cytoplasmic
microtubule
organization;GO:00
07067|mitotic
nuclear
division;GO:001056
9|regulation of
double-strand break
repair via
homologous
recombination;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;GO:000581
5|microtubule
organizing
center;GO:0016363|
nuclear
matrix;GO:0005634|
nucleus;

GO:0005524|ATP
binding;GO:000856
8|microtubule-
severing ATPase
activity;

. .



ENSG00000182287 0 2 3 3 4.076982754 2 9 8 11 -1.392363558 0.098779674 0.182621421 down no AP1S2 protein_coding chrX:15825806-
15855014:-

gi|426395279|ref|XP
_004063902.1| 940 2.00E-122

PREDICTED:
uncharacterized
protein
LOC101143987
[Gorilla gorilla
gorilla]

gi|385137166|gb|AC
245758.3| 3287 0

Homo sapiens BAC
clone CH17-415B15
from chromosome
17, complete
sequence

P56377 310 2.00E-99 AP-1 complex
subunit sigma-2 SPAP27G11.06c 186 9.00E-54 COG5030 pfam01217 Clat_adaptor_s

Clathrin adaptor
complex small
chain.

GO:0060612|adipos
e tissue
development;GO:00
45444|fat cell
differentiation;GO:0
006886|intracellular
protein
transport;GO:00508
85|neuromuscular
process controlling
balance;GO:003646
5|synaptic vesicle
recycling;GO:00161
92|vesicle-mediated
transport;GO:00085
42|visual learning;

GO:0005905|coated
pit;GO:0030659|cyto
plasmic vesicle
membrane;GO:0005
794|Golgi
apparatus;GO:00432
31|intracellular
membrane-bounded
organelle;GO:00301
17|membrane
coat;GO:0098793|pr
esynapse;

GO:0008565|protein
transporter activity; K12394

AP1S1_2; AP-1
complex subunit
sigma 1/2

ENSG00000182379 2 5 3 2 4.577888506 5 9 9 5 -0.67775221 0.330864654 0.459245987 down no NXPH4 protein_coding chr12:57216795-
57226449:+

gi|39930315|ref|NP_
009155.1| 1151 7.00E-151

neurexophilin-4
precursor [Homo
sapiens]

gi|21753252|dbj|AK
094231.1| 1991 0

Homo sapiens
cDNA FLJ36912 fis,
clone
BRACE2003847,
highly similar to
Rattus norvegicus
neurexophilin 4
(Nph4) mRNA

O95158 447 3.00E-152 Neurexophilin-4 . . . . pfam06312 Neurexophilin

Neurexophilin. This
family consists of
mammalian
neurexophilin
proteins.
Mammalian brains
contain four
different
neurexophilin
proteins.
Neurexophilins
form a family of
related
glycoproteins that
are proteolytically
processed after
synthesis and bind
to alpha-neurexins.
The structure and
characteristics of
neurexophilins
indicate that they
function as
neuropeptides that
may signal via
alpha-neurexins.

GO:0007218|neurop
eptide signaling
pathway;

GO:0005576|extrace
llular region;

GO:0005102|recepto
r binding; . .

ENSG00000182400 1 2 2 7 3.254022783 5 3 4 5 -0.043925387 0.955344261 0.97157448 down no TRAPPC6B protein_coding chr14:39147811-
39170532:-

gi|84000249|ref|NP_
001033223.1| 843 2.00E-102

trafficking protein
particle complex
subunit 6B [Bos
taurus]

gi|22539619|gb|BC0
30604.1| 4499 0

Homo sapiens
trafficking protein
particle complex 6B,
mRNA (cDNA
clone
IMAGE:4827829),
with apparent
retained intron

Q86SZ2 229 7.00E-67
Trafficking protein
particle complex
subunit 6B

. . . . pfam04051 TRAPP

Transport protein
particle (TRAPP)
component. TRAPP
plays a key role in
the targeting and/or
fusion of ER-to-
Golgi transport
vesicles with their
acceptor
compartment.
TRAPP is a large
multimeric protein
that contains at least
10 subunits. This
family contains
many TRAPP
family proteins. The
Bet3 subunit is one
of the better
characterized
TRAPP proteins
and has a dimeric
structure with
hydrophobic
channels. The
channel entrances
are located on a
putative membrane-
interacting surface
that is distinctively
flat, wide and
decorated with
positively charged
residues. Bet3 is
proposed to localize

GO:0048208|COPII
vesicle coating;

GO:0005829|cytosol
;GO:0005783|endopl
asmic
reticulum;GO:00001
39|Golgi membrane;

. . .

ENSG00000182463 2 0 0 3 1.639186905 3 1 5 0 -0.356351801 0.797594502 0.862156946 down no TSHZ2 protein_coding chr20:52972407-
53495330:+

gi|301171536|ref|NP
_001180350.1| 5247 0

teashirt homolog 2
isoform 2 [Homo
sapiens]

gi|301171528|ref|N
M_173485.5| 12187 0

Homo sapiens
teashirt zinc finger
homeobox 2
(TSHZ2), transcript
variant 1, mRNA

Q9NRE2 1997 0 Teashirt homolog 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007275|multice
llular organismal
development;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:004687
2|metal ion
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09236 TSHZ; teashirt

ENSG00000182473 2 7 2 8 3.995476139 3 2 5 5 0.799568232 0.271209951 0.395088056 up no EXOC7 protein_coding chr17:76081017-
76121576:-

gi|223718046|ref|NP
_001138769.1| 3730 0

exocyst complex
component 7
isoform 4 [Homo
sapiens]

gi|536290244|ref|N
M_001013839.3| 4751 0

Homo sapiens
exocyst complex
component 7
(EXOC7), transcript
variant 1, mRNA

O35250 1291 0 Exocyst complex
component 7 . . . . pfam03081 Exo70

Exo70 exocyst
complex subunit.
The Exo70 protein
forms one subunit
of the exocyst
complex. First
discovered in S.
cerevisiae, Exo70
and other exocyst
proteins have been
observed in several
other eukaryotes,
including humans.
In S. cerevisiae, the
exocyst complex is
involved in the late
stages of exocytosis,
and is localized at
the tip of the bud,
the major site of
exocytosis in yeast.
Exo70 interacts with
the Rho3 GTPase.
This interaction
mediates one of the
three known
functions of Rho3
in cell polarity:
vesicle docking and
fusion with the
plasma membrane
(the other two
functions are
regulation of actin
polarity and

GO:0006887|exocyt
osis;GO:0015031|pr
otein transport;

GO:0005829|cytosol
;GO:0000145|exocys
t;GO:0005886|plasm
a membrane;

. K07195
EXOC7, EXO70;
exocyst complex
component 7

ENSG00000182512 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no GLRX5 protein_coding chr14:95533503-
95544724:+

gi|28193244|emb|C
AD62364.1| 587 2.00E-69

unnamed protein
product [Homo
sapiens]

gi|296040434|ref|NG
_021217.1| 1754 0

Homo sapiens
glutaredoxin 5
(GLRX5),
RefSeqGene on
chromosome 14

Q86SX6 124 2.00E-31
Glutaredoxin-
related protein 5,
mitochondrial

slr1846 69.7 5.00E-14 COG0278 pfam00462 Glutaredoxin Glutaredoxin.

GO:0045454|cell
redox
homeostasis;GO:003
0097|hemopoiesis;

GO:0030425|dendrit
e;GO:0005759|mitoc
hondrial
matrix;GO:0005739|
mitochondrion;GO:
0043025|neuronal
cell
body;GO:0005634|n
ucleus;

GO:0051537|2 iron,
2 sulfur cluster
binding;GO:000905
5|electron carrier
activity;GO:0046872
|metal ion
binding;GO:001503
5|protein disulfide
oxidoreductase
activity;

K07390
grxD, GLRX5;
monothiol
glutaredoxin

ENSG00000182568 3 1 6 2 2.884647727 0 2 2 5 1.10288892 0.283549393 0.408160652 up no SATB1 protein_coding chr3:18345387-
18445588:-

gi|62089108|dbj|BA
D92998.1| 4000 0

special AT-rich
sequence binding
protein 1 variant
[Homo sapiens]

gi|426339650|ref|X
M_004033709.1| 6553 0

PREDICTED:
Gorilla gorilla
gorilla SATB
homeobox 1,
transcript variant 2
(SATB1), mRNA

Q01826 249 3.00E-76 DNA-binding
protein SATB1 . . . . pfam02376 CUT

CUT domain. The
CUT domain is a
DNA-binding motif
which can bind
independently or in
cooperation with
the homeodomain,
often found
downstream of the
CUT domain.
Multiple copies of
the CUT domain
can exist in one
protein.

GO:0050798|activat
ed T cell
proliferation;GO:00
43367|CD4-positive,
alpha-beta T cell
differentiation;GO:0
043374|CD8-
positive, alpha-beta
T cell
differentiation;GO:0
006325|chromatin
organization;GO:00
06338|chromatin
remodeling;GO:000
8544|epidermis
development;GO:00
16571|histone
methylation;GO:000
0122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00600
04|reflex;GO:000635
5|regulation of
transcription, DNA-
templated;GO:00421
10|T cell
activation;GO:00063
51|transcription,
DNA-templated;

GO:0000785|chrom
atin;GO:0005720|nu
clear
heterochromatin;GO
:0016363|nuclear
matrix;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
016605|PML body;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

. .

ENSG00000182621 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PLCB1 protein_coding chr20:8077251-
8968360:+

gi|58257731|dbj|BA
A25507.3| 5898 0 KIAA0581 protein

[Homo sapiens]
gi|459215048|ref|N
M_182734.2| 7196 0

Homo sapiens
phospholipase C,
beta 1
(phosphoinositide-
specific) (PLCB1),
transcript variant 2,
mRNA

P10687 76.3 2.00E-15

1-
phosphatidylinositol
4,5-bisphosphate
phosphodiesterase
beta-1

. . . . pfam00388 PI-PLC-X

Phosphatidylinositol
-specific
phospholipase C, X
domain. This
associates with
pfam00387 to form
a single structural
unit.

GO:0060466|activati
on of meiosis
involved in egg
activation;GO:00219
87|cerebral cortex
development;GO:00
07215|glutamate
receptor signaling
pathway;GO:004800
9|insulin-like
growth factor
receptor signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
07612|learning;GO:0
016042|lipid
catabolic
process;GO:000761
3|memory;GO:2000
438|negative
regulation of
monocyte
extravasation;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00464
88|phosphatidylinos
itol metabolic
process;GO:200056
0|positive regulation
of CD24
biosynthetic
process;GO:004863

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0016020|m
embrane;GO:003196
5|nuclear
membrane;GO:0016
607|nuclear
speck;GO:0005634|
nucleus;

GO:0005509|calciu
m ion
binding;GO:000443
5|phosphatidylinosit
ol phospholipase C
activity;GO:0042803
|protein
homodimerization
activity;GO:0004871
|signal transducer
activity;

K05858

PLCB;
phosphatidylinositol
phospholipase C,
beta [EC:3.1.4.11]



ENSG00000182667 0 0 0 0 0.395850814 1 3 0 0 -1.864136514 0.5069807 NA down no NTM protein_coding chr11:131370478-
132336822:+

gi|115298665|ref|NP
_001041674.1| 1780 0

neurotrimin isoform
2 precursor [Homo
sapiens]

gi|38045920|ref|NM
_016522.2| 3190 0

Homo sapiens
neurotrimin (NTM),
transcript variant 1,
mRNA

Q58DA5 93.6 5.00E-22 Neurotrimin . . . . pfam07679 I-set Immunoglobulin I-
set domain.

GO:0007155|cell
adhesion;

GO:0031225|anchor
ed component of
membrane;GO:0005
886|plasma
membrane;

. K06773

OPCML, OBCAM;
opioid binding
protein/cell
adhesion molecule-
like

ENSG00000182670 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no TTC3 protein_coding chr21:37073226-
37203112:+

gi|49640009|ref|NP_
003307.3| 10040 0

E3 ubiquitin-protein
ligase TTC3 [Homo
sapiens]

gi|1632761|dbj|D842
94.1| 9065 0

Homo sapiens
mRNA for TPRDI,
complete cds

P53804 241 3.00E-71 E3 ubiquitin-protein
ligase TTC3 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0070936|protein
K48-linked
ubiquitination;GO:0
006511|ubiquitin-
dependent protein
catabolic process;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005634|
nucleus;

GO:0016874|ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K15712
TTC3; E3 ubiquitin-
protein ligase TTC3
[EC:2.3.2.27]

ENSG00000182674 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no KCNB2 protein_coding chr8:72537391-
72938349:+

gi|27436974|ref|NP_
004761.2| 4680 0

potassium voltage-
gated channel
subfamily B
member 2 [Homo
sapiens]

gi|27436973|ref|NM
_004770.2| 3582 0

Homo sapiens
potassium channel,
voltage gated Shab
related subfamily B,
member 2
(KCNB2), mRNA

Q92953 1805 0

Potassium voltage-
gated channel
subfamily B
member 2

DR0830 100 9.00E-22 COG1226 pfam03521 Kv2channel Kv2 voltage-gated
K+ channel.

GO:0071805|potassi
um ion
transmembrane
transport;GO:00068
13|potassium ion
transport;GO:00512
60|protein
homooligomerizatio
n;GO:0072661|prote
in targeting to
plasma
membrane;GO:0006
940|regulation of
smooth muscle
contraction;

GO:0030425|dendrit
e;GO:0005622|intrac
ellular;GO:0032809|
neuronal cell body
membrane;GO:0043
204|perikaryon;GO:
0005886|plasma
membrane;GO:0008
076|voltage-gated
potassium channel
complex;

GO:0005251|delaye
d rectifier potassium
channel
activity;GO:0046982
|protein
heterodimerization
activity;

K04886

KCNB2; potassium
voltage-gated
channel Shab-
related subfamily B
member 2

ENSG00000182687 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no GALR2 protein_coding chr17:76074794-
76077541:+

gi|4503905|ref|NP_0
03848.1| 1854 0

galanin receptor
type 2 [Homo
sapiens]

gi|542133059|ref|N
M_003857.3| 1357 0

Homo sapiens
galanin receptor 2
(GALR2), mRNA

O43603 718 0 Galanin receptor
type 2 . . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0007189|adenyl
ate cyclase-
activating G-protein
coupled receptor
signaling
pathway;GO:000718
8|adenylate cyclase-
modulating G-
protein coupled
receptor signaling
pathway;GO:000716
6|cell surface
receptor signaling
pathway;GO:000726
8|synaptic
transmission;GO:00
07586|digestion;GO:
0007631|feeding
behavior;GO:00436
47|inositol
phosphate
metabolic
process;GO:000761
1|learning or
memory;GO:000727
5|multicellular
organismal
development;GO:00
06936|muscle
contraction;GO:000
7194|negative
regulation of
adenylate cyclase
activity;GO:0031175
|neuron projection

GO:0016021|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0004966|galanin
receptor
activity;GO:0042923
|neuropeptide
binding;GO:001704
6|peptide hormone
binding;

K04231 GALR2; galanin
receptor 2

ENSG00000182700 97 160 141 164 162.9589078 143 183 267 216 0.021241396 0.937052735 0.962558313 up no IGIP protein_coding chr5:140125935-
140129392:+

gi|664713685|ref|XP
_008513810.1| 350 7.00E-35

PREDICTED: IgA-
inducing protein
homolog [Equus
przewalskii]

gi|28191392|gb|AC0
11379.7| 3458 0

Homo sapiens
chromosome 5
clone CTB-131B5,
complete sequence

A6NJ69 111 3.00E-27 IgA-inducing
protein homolog . . . . pfam10553 MSV199

MSV199 domain.
This domain was
identified by Iyer
and colleagues.

. GO:0005576|extrace
llular region; . . .

ENSG00000182718 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no ANXA2 protein_coding chr15:60347134-
60402883:-

gi|73909156|gb|AAH
66955.2| 1894 0 Annexin A2, partial

[Homo sapiens]
gi|21750500|dbj|AK
092006.1| 3522 0

Homo sapiens
cDNA FLJ34687 fis,
clone
MESAN2000620,
highly similar to
Annexin A2

A6NMY6 102 1.00E-24 Putative annexin
A2-like protein . . . . pfam00191 Annexin

Annexin. This
family of annexins
also includes
giardin that has
been shown to
function as an
annexin.

. GO:0005604|baseme
nt membrane;

GO:0005509|calciu
m ion
binding;GO:000554
4|calcium-
dependent
phospholipid
binding;GO:000485
9|phospholipase
inhibitor activity;

K17092 ANXA2; annexin
A2

ENSG00000182732 0 0 0 0 0.301084506 2 1 0 0 -1.466319027 0.62641174 NA down no RGS6 protein_coding chr14:71932439-
72566529:+

gi|221043988|dbj|B
AH13671.1| 2903 0

unnamed protein
product [Homo
sapiens]

gi|325053672|ref|N
M_004296.5| 5685 0

Homo sapiens
regulator of G-
protein signaling 6
(RGS6), transcript
variant 2, mRNA

P49758 273 3.00E-86 Regulator of G-
protein signaling 6 . . . . pfam00615 RGS

Regulator of G
protein signaling
domain. RGS
family members are
GTPase-activating
proteins for
heterotrimeric G-
protein alpha-
subunits.

GO:0007186|G-
protein coupled
receptor signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
09968|negative
regulation of signal
transduction;GO:00
43547|positive
regulation of
GTPase
activity;GO:0008277
|regulation of G-
protein coupled
receptor protein
signaling pathway;

GO:0005829|cytosol
;GO:0019898|extrins
ic component of
membrane;GO:0005
834|heterotrimeric
G-protein
complex;GO:000563
4|nucleus;GO:00058
86|plasma
membrane;

GO:0005096|GTPas
e activator
activity;GO:0004871
|signal transducer
activity;

K16449 RGS; regulator of
G-protein signaling

ENSG00000182742 0 0 0 2 2.322479466 5 6 7 3 -2.894958104 0.020197046 0.059361495 down no HOXB4 protein_coding chr17:48575513-
48580111:-

gi|332259413|ref|XP
_003278784.1| 947 4.00E-115

PREDICTED:
homeobox protein
Hox-B4 [Nomascus
leucogenys]

gi|11138930|gb|AF2
87967.1| 2249 0

Homo sapiens
homeobox B7
(HOXB7) gene,
partial cds; and
homeobox B6
(HOXB6),
homeobox B5
(HOXB5),
homeobox B4
(HOXB4), and
homeobox B3
(HOXB3) genes,
complete cds

P17483 369 3.00E-116 Homeobox protein
Hox-B4 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
48539|bone marrow
development;GO:00
08283|cell
proliferation;GO:00
60216|definitive
hemopoiesis;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0060218|hematopoie
tic stem cell
differentiation;GO:0
002011|morphogene
sis of an epithelial
sheet;GO:0000122|n
egative regulation of
transcription from
RNA polymerase II
promoter;GO:20007
38|positive
regulation of stem
cell
differentiation;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00481
03|somatic stem cell
division;GO:004853
6|spleen
development;GO:00

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09304
HOX_4; homeobox
protein
HoxA/B/C/D4

ENSG00000182747 0 0 1 0 0.376697922 1 1 0 0 -0.15702173 0.948064023 NA down no SLC35D3 protein_coding chr6:136922264-
136925639:+

gi|56912198|ref|NP_
001008783.1| 1727 0

solute carrier family
35 member D3
[Homo sapiens]

gi|56789667|gb|BC0
87842.1| 2353 0

Homo sapiens
solute carrier family
35, member D3,
mRNA (cDNA
clone MGC:102873
IMAGE:6191889),
complete cds

Q5M8T2 669 0 Solute carrier family
35 member D3 . . . . pfam03151 TPT

Triose-phosphate
Transporter family.
This family includes
transporters with a
specificity for triose
phosphate.

GO:0008643|carboh
ydrate
transport;GO:00970
09|energy
homeostasis;GO:007
0863|positive
regulation of
protein exit from
endoplasmic
reticulum;

GO:0005769|early
endosome;GO:0005
783|endoplasmic
reticulum;GO:00160
21|integral
component of
membrane;

. K15281 SLC35D; solute
carrier family 35

ENSG00000182759 0 2 1 5 2.472546807 4 3 5 3 -0.487654214 0.595109748 0.707609947 down no MAFA protein_coding chr8:143419182-
143430406:-

gi|71274111|ref|NP_
963883.2| 747 5.00E-88

transcription factor
MafA [Homo
sapiens]

gi|313482874|ref|N
M_201589.3| 2347 0

Homo sapiens v-
maf avian
musculoaponeurotic
fibrosarcoma
oncogene homolog
A (MAFA), mRNA

Q8NHW3 292 2.00E-89 Transcription factor
MafA . . . . pfam03131 bZIP_Maf

bZIP Maf
transcription factor.
Maf transcription
factors contain a
conserved basic
region leucine
zipper (bZIP)
domain, which
mediates their
dimerization and
DNA binding
property. Thus, this
family is probably
related to
pfam00170. This
family also includes
the DNA_binding
domain of Skn-1,
this domain lacks
the leucine zipper
found in other bZip
domains, and binds
DNA is a monomer.

GO:0030073|insulin
secretion;GO:00072
63|nitric oxide
mediated signal
transduction;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00097
49|response to
glucose;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K07595
MAFA;
transcription factor
MAFA

ENSG00000182771 0 0 0 0 1.202780575 6 5 1 0 -3.464887177 0.059003172 0.127877038 down no GRID1 protein_coding chr10:85599555-
86366493:-

gi|158259669|dbj|B
AF85793.1| 5182 0

unnamed protein
product [Homo
sapiens]

gi|221625452|ref|N
M_017551.2| 5834 0

Homo sapiens
glutamate receptor,
ionotropic, delta 1
(GRID1), mRNA

Q9ULK0 1999 0 Glutamate receptor
ionotropic, delta-1 alr3187_1 59.7 2.00E-08 COG0834 pfam00060 Lig_chan

Ligand-gated ion
channel. This family
includes the four
transmembrane
regions of the
ionotropic
glutamate receptors
and NMDA
receptors.

GO:0035176|social
behavior;

GO:0030054|cell
junction;GO:007006
2|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0045
211|postsynaptic
membrane;

GO:0005234|extrace
llular-glutamate-
gated ion channel
activity;GO:0004970
|ionotropic
glutamate receptor
activity;

K05206
GRID1; glutamate
receptor delta-1
subunit

ENSG00000182809 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CRIP2 protein_coding chr14:105472962-
105480170:+

gi|399498490|ref|NP
_001257766.1| 1359 0

cysteine-rich protein
2 isoform 2 [Homo
sapiens]

gi|399498573|ref|NR
_073084.1| 1976 0

Homo sapiens
cysteine-rich protein
2 (CRIP2),
transcript variant 7,
non-coding RNA

P52943 291 2.00E-94 Cysteine-rich
protein 2 . . . . pfam00412 LIM

LIM domain. This
family represents
two copies of the
LIM structural
domain.

GO:0030097|hemop
oiesis;GO:0008284|p
ositive regulation of
cell proliferation;

GO:0005938|cell
cortex;

GO:0008270|zinc
ion binding; . .



ENSG00000182831 4 27 6 49 42.87270394 95 93 55 82 -1.571870227 0.002781909 0.014079868 down yes C16orf72 protein_coding chr16:9091648-
9121640:+

gi|826303475|ref|XP
_012503207.1| 1212 3.00E-146

PREDICTED:
UPF0472 protein
C16orf72 homolog
[Propithecus
coquereli]

gi|28951170|gb|AC0
87190.5| 10200 0

Homo sapiens
chromosome 16
clone RP11-473I1,
complete sequence

Q14CZ0 275 2.00E-80 UPF0472 protein
C16orf72 . . . . pfam15251 DUF4588

Domain of
unknown function
(DUF4588). This
family of proteins is
found in
eukaryotes. Proteins
in this family are
typically between
200 and 274 amino
acids in length.
There is a
conserved LYK
sequence motif.
There is a single
completely
conserved residue A
that may be
functionally
important.

GO:0006694|steroid
biosynthetic
process;GO:000681
0|transport;

GO:0005794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;GO:
0005739|mitochondr
ion;

GO:0000062|fatty-
acyl-CoA
binding;GO:003423
7|protein kinase A
regulatory subunit
binding;

. .

ENSG00000182872 2 1 0 2 2.129223644 5 5 1 3 -0.946249403 0.366077585 0.497659113 down no RBM10 protein_coding chrX:47144869-
47186813:+

gi|472354270|ref|XP
_004396796.1| 4184 0

PREDICTED: RNA-
binding protein 10
isoform X1
[Odobenus
rosmarus divergens]

gi|325120979|ref|N
M_005676.4| 3398 0

Homo sapiens RNA
binding motif
protein 10
(RBM10), transcript
variant 1, mRNA

P70501 1407 0 RNA-binding
protein 10 . . . . pfam01585 G-patch

G-patch domain.
This domain is
found in a number
of RNA binding
proteins, and is also
found in proteins
that contain RNA
binding domains.
This suggests that
this domain may
have an RNA
binding function.
This domain has
seven highly
conserved glycines.

GO:0000381|regulati
on of alternative
mRNA splicing, via
spliceosome;GO:00
42981|regulation of
apoptotic
process;GO:000838
0|RNA splicing;

GO:0005634|nucleu
s;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA
binding;GO:000827
0|zinc ion binding;

K13094 RBM5_10; RNA-
binding protein 5/10

ENSG00000182890 0 0 1 3 3.073317842 7 4 4 11 -2.226960436 0.031915344 0.082676574 down no GLUD2 protein_coding chrX:121047588-
121050080:+

gi|31377775|ref|NP_
036216.2| 2819 0

glutamate
dehydrogenase 2,
mitochondrial
precursor [Homo
sapiens]

gi|285026422|ref|NG
_016456.1| 2493 0

Homo sapiens
glutamate
dehydrogenase 2
(GLUD2),
RefSeqGene on
chromosome X

P49448 1090 0
Glutamate
dehydrogenase 2,
mitochondrial

TM1015 328 1.00E-102 COG0334 pfam00208 ELFV_dehydrog
Glutamate/Leucine/
Phenylalanine/Valin
e dehydrogenase.

GO:0006520|cellular
amino acid
metabolic
process;GO:000653
7|glutamate
biosynthetic
process;GO:000653
8|glutamate
catabolic
process;GO:000653
6|glutamate
metabolic
process;GO:005511
4|oxidation-
reduction process;

GO:0005739|mitoch
ondrion;

GO:0043531|ADP
binding;GO:000435
2|glutamate
dehydrogenase
(NAD+)
activity;GO:0004353
|glutamate
dehydrogenase
[NAD(P)+]
activity;GO:0005525
|GTP
binding;GO:007072
8|leucine binding;

K00261

GLUD1_2, gdhA;
glutamate
dehydrogenase
(NAD(P)+)
[EC:1.4.1.3]

ENSG00000182899 12 5 8 3 5.344574523 0 4 0 2 2.964750176 0.003428688 0.016442546 up yes RPL35A protein_coding chr3:197949987-
197956610:+

gi|119612656|gb|EA
W92250.1| 640 2.00E-78

ribosomal protein
L35a, isoform
CRA_c [Homo
sapiens]

gi|426343489|ref|X
M_004038287.1| 1296 0

PREDICTED:
Gorilla gorilla
gorilla ribosomal
protein L35a
(RPL35A), mRNA

Q5R8K6 220 2.00E-68 60S ribosomal
protein L35a YOR234c 107 6.00E-27 COG2451 pfam01247 Ribosomal_L35Ae Ribosomal protein

L35Ae.

GO:0042273|riboso
mal large subunit
biogenesis;GO:0006
364|rRNA
processing;GO:0006
412|translation;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00160
20|membrane;GO:0
005739|mitochondri
on;

GO:0044822|poly(A
) RNA
binding;GO:000373
5|structural
constituent of
ribosome;GO:00000
49|tRNA binding;

K02917

RP-L35Ae,
RPL35A; large
subunit ribosomal
protein L35Ae

ENSG00000182901 0 0 0 1 1.092470721 0 1 3 6 -2.459814915 0.151587586 0.257938453 down no RGS7 protein_coding chr1:240775515-
241357230:-

gi|156627563|ref|NP
_002915.3| 2515 0

regulator of G-
protein signaling 7
isoform 1 [Homo
sapiens]

gi|544346204|ref|N
M_002924.5| 2491 0

Homo sapiens
regulator of G-
protein signaling 7
(RGS7), transcript
variant 1, mRNA

O46470 928 0 Regulator of G-
protein signaling 7 . . . . pfam00615 RGS

Regulator of G
protein signaling
domain. RGS
family members are
GTPase-activating
proteins for
heterotrimeric G-
protein alpha-
subunits.

GO:0007186|G-
protein coupled
receptor signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
09968|negative
regulation of signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005834|he
terotrimeric G-
protein
complex;GO:000588
6|plasma membrane;

GO:0005096|GTPas
e activator
activity;GO:0004871
|signal transducer
activity;

K16449 RGS; regulator of
G-protein signaling

ENSG00000182934 5 10 4 17 12.94595055 23 22 14 23 -0.712745751 0.116241908 0.208037064 down no SRPRA protein_coding chr11:126262919-
126269144:-

gi|23308697|ref|NP_
003130.2| 3058 0

signal recognition
particle receptor
subunit alpha
isoform 1 [Homo
sapiens]

gi|295424843|ref|N
M_003139.3| 3069 0

Homo sapiens
signal recognition
particle receptor
(docking protein)
(SRPR), transcript
variant 1, mRNA

P08240 227 4.00E-69
Signal recognition
particle receptor
subunit alpha

SPBC3B9.03 278 6.00E-81 COG0552 pfam04086 SRP-alpha_N

Signal recognition
particle, alpha
subunit, N-terminal.
SRP is a complex of
six distinct
polypeptides and a
7S RNA that is
essential for
transferring nascent
polypeptide chains
that are destined for
export from the cell
to the translocation
apparatus of the
endoplasmic
reticulum (ER)
membrane. SRP
binds hydrophobic
signal sequences as
they emerge from
the ribosome, and
arrests translation.

GO:0006613|cotrans
lational protein
targeting to
membrane;GO:0036
498|IRE1-mediated
unfolded protein
response;GO:00066
14|SRP-dependent
cotranslational
protein targeting to
membrane;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0070
062|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0016
020|membrane;GO:
0005785|signal
recognition particle
receptor complex;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0044822
|poly(A) RNA
binding;GO:000504
7|signal recognition
particle binding;

K13431

SRPR; signal
recognition particle
receptor subunit
alpha

ENSG00000182944 9 29 7 76 47.04611143 98 91 59 75 -1.082621952 0.039880202 0.096828014 down no EWSR1 protein_coding
chr22:29268009-
29300525:+

gi|694982406|ref|XP
_009436325.1| 794 1.00E-95

PREDICTED: RNA-
binding protein
EWS isoform X14
[Pan troglodytes]

gi|34367933|emb|BX
648769.1| 7254 0

Homo sapiens
mRNA; cDNA
DKFZp686M2044
(from clone
DKFZp686M2044)

Q01844 212 2.00E-57 RNA-binding
protein EWS . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005634|
nucleus;GO:000588
6|plasma membrane;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000827
0|zinc ion binding;

K13209
EWSR1; RNA-
binding protein
EWS

ENSG00000182963 0 0 1 0 1.363979104 3 5 1 3 -2.728812933 0.055838171 0.12348416 down no GJC1 protein_coding chr17:44798448-
44830816:-

gi|69122473|ref|NP_
005488.2| 2097 0

gap junction
gamma-1 protein
[Homo sapiens]

gi|122939171|ref|N
M_001080383.1| 7640 0

Homo sapiens gap
junction protein,
gamma 1, 45kDa
(GJC1), transcript
variant 2, mRNA

A4GVD1 152 8.00E-43 Gap junction
gamma-1 protein . . . . pfam00029 Connexin Connexin.

GO:0086014|atrial
cardiac muscle cell
action
potential;GO:004873
8|cardiac muscle
tissue
development;GO:00
48468|cell
development;GO:00
07043|cell-cell
junction
assembly;GO:00072
68|synaptic
transmission;GO:00
16264|gap junction
assembly;GO:00069
36|muscle
contraction;GO:000
6810|transport;GO:0
001570|vasculogene
sis;GO:0007601|visu
al perception;

GO:0005922|connex
on
complex;GO:000578
9|endoplasmic
reticulum
membrane;GO:0005
921|gap
junction;GO:001602
1|integral
component of
membrane;GO:0014
704|intercalated
disc;GO:0005886|pl
asma membrane;

GO:0005243|gap
junction channel
activity;GO:0005216
|ion channel
activity;

K07616
GJA7, CX45; gap
junction protein,
alpha 7

ENSG00000182968 0 3 0 1 1.281518368 3 1 1 3 -0.560170928 0.667470507 0.765342669 down no SOX1 protein_coding chr13:112067647-
112070488:+

gi|831242977|ref|XP
_012666963.1| 1009 1.00E-124

PREDICTED:
transcription factor
SOX-1 [Otolemur
garnettii]

gi|30179899|ref|NM
_005986.2| 2842 0

Homo sapiens SRY
(sex determining
region Y)-box 1
(SOX1), mRNA

P53783 387 2.00E-123 Transcription factor
SOX-1 . . . . pfam00505 HMG_box HMG (high mobility

group) box.

GO:0030900|forebra
in
development;GO:00
21884|forebrain
neuron
development;GO:00
21879|forebrain
neuron
differentiation;GO:0
002089|lens
morphogenesis in
camera-type
eye;GO:0001764|ne
uron
migration;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00215
21|ventral spinal
cord interneuron
specification;

GO:0005634|nucleu
s;

GO:0001046|core
promoter sequence-
specific DNA
binding;GO:000367
7|DNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09267

SOX1S;
transcription factor
SOX1/3/14/21 (SOX
group B)

ENSG00000182979 1 3 0 4 2.394847871 4 6 1 3 -0.36283579 0.708537759 0.794587564 down no MTA1 protein_coding chr14:105419820-
105470729:+

gi|767981887|ref|XP
_011535613.1|

3545 0

PREDICTED:
metastasis-
associated protein
MTA1 isoform X11
[Homo sapiens]

gi|148744453|gb|BC
142941.1| 2864 0

Homo sapiens
metastasis
associated 1, mRNA
(cDNA clone
MGC:166982
IMAGE:8860315),
complete cds

Q13330 166 5.00E-46
Metastasis-
associated protein
MTA1

. . . . pfam01426 BAH

BAH domain. This
domain has been
called BAH (Bromo
adjacent homology)
domain and has also
been called ELM1
and BAM (Bromo
adjacent motif)
domain. The
function of this
domain is unknown
but may be
involved in protein-
protein interaction.

GO:0032922|circadi
an regulation of
gene
expression;GO:0006
302|double-strand
break
repair;GO:0043153|e
ntrainment of
circadian clock by
photoperiod;GO:00
07565|female
pregnancy;GO:0045
475|locomotor
rhythm;GO:1902499
|positive regulation
of protein
autoubiquitination;
GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:004002
9|regulation of gene
expression,
epigenetic;GO:0050
727|regulation of
inflammatory
response;GO:00102
12|response to
ionizing
radiation;GO:00324
96|response to
lipopolysaccharide;
GO:0033363|secreto
ry granule

GO:0005737|cytopla
sm;GO:0016023|cyt
oplasmic
membrane-bounded
vesicle;GO:0005783|
endoplasmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00058
74|microtubule;GO:
0005635|nuclear
envelope;GO:00056
34|nucleus;GO:0005
791|rough
endoplasmic
reticulum;

GO:0003682|chrom
atin
binding;GO:000104
7|core promoter
binding;GO:000104
6|core promoter
sequence-specific
DNA
binding;GO:001989
9|enzyme
binding;GO:000371
3|transcription
coactivator
activity;GO:0003714
|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000827
0|zinc ion binding;

K11660
MTA; metastasis-
associated protein
MTA



ENSG00000182985 68 48 86 16 44.06103354 16 19 24 16 2.27413947 0.000106549 0.00107638 up yes CADM1 protein_coding chr11:115169218-
115504957:-

gi|297269243|ref|XP
_002799847.1| 2071 0

PREDICTED: cell
adhesion molecule
1-like isoform 2
[Macaca mulatta]

gi|19263039|dbj|AP0
03179.2| 7359 0

Homo sapiens
genomic DNA,
chromosome 11q,
clone:RP11-713B9,
complete sequence

Q8R5M8 715 0 Cell adhesion
molecule 1 . . . . pfam07679 I-set Immunoglobulin I-

set domain.

GO:0034332|adhere
ns junction
organization;GO:00
06915|apoptotic
process;GO:000742
0|brain
development;GO:00
30154|cell
differentiation;GO:0
008037|cell
recognition;GO:005
1606|detection of
stimulus;GO:000715
7|heterophilic cell-
cell adhesion via
plasma membrane
cell adhesion
molecules;GO:0007
156|homophilic cell
adhesion via plasma
membrane adhesion
molecules;GO:0002
376|immune system
process;GO:000188
9|liver
development;GO:00
50715|positive
regulation of
cytokine
secretion;GO:00459
54|positive
regulation of natural
killer cell mediated
cytotoxicity;GO:000
7283|spermatogenes

GO:0016323|basolat
eral plasma
membrane;GO:0005
913|cell-cell
adherens
junction;GO:000591
1|cell-cell
junction;GO:007006
2|extracellular
exosome;GO:00058
87|integral
component of
plasma
membrane;GO:0043
005|neuron
projection;GO:0005
886|plasma
membrane;GO:0045
202|synapse;

GO:0050839|cell
adhesion molecule
binding;GO:003016
5|PDZ domain
binding;GO:004280
3|protein
homodimerization
activity;GO:0004872
|receptor
activity;GO:0005102
|receptor binding;

K06781
CADM1, IGSF4,
NECL2, TSLC1; cell
adhesion molecule 1

ENSG00000183023 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SLC8A1 protein_coding chr2:40097270-
40611053:-

gi|10863913|ref|NP_
066920.1| 4827 0

sodium/calcium
exchanger 1 isoform
A precursor [Homo
sapiens]

gi|6560919|gb|AC00
7254.3| 18363 0

Homo sapiens BAC
clone RP11-509C20
from 2, complete
sequence

P32418 121 5.00E-30 Sodium/calcium
exchanger 1 MA2008 61.2 6.00E-08 COG0530 pfam03160 Calx-beta Calx-beta domain.

GO:1901660|calciu
m ion
export;GO:0055074|
calcium ion
homeostasis;GO:007
0509|calcium ion
import;GO:0070588|
calcium ion
transmembrane
transport;GO:00604
02|calcium ion
transport into
cytosol;GO:0055013
|cardiac muscle cell
development;GO:00
60048|cardiac
muscle
contraction;GO:008
6064|cell
communication by
electrical coupling
involved in cardiac
conduction;GO:007
1313|cellular
response to
caffeine;GO:007132
0|cellular response
to
cAMP;GO:0071456|
cellular response to
hypoxia;GO:003461
4|cellular response
to reactive oxygen
species;GO:0006883
|cellular sodium ion

GO:0043198|dendrit
ic
shaft;GO:0043197|d
endritic
spine;GO:0005887|i
ntegral component
of plasma
membrane;GO:0014
704|intercalated
disc;GO:0005874|mi
crotubule;GO:00057
39|mitochondrion;G
O:0005886|plasma
membrane;GO:0042
383|sarcolemma;GO
:0030315|T-
tubule;GO:0030018|
Z disc;

GO:0030506|ankyri
n
binding;GO:000550
9|calcium ion
binding;GO:000543
2|calcium:sodium
antiporter
activity;GO:0008092
|cytoskeletal protein
binding;GO:004432
5|ion channel
binding;

K05849

SLC8A, NCX;
solute carrier family
8 (sodium/calcium
exchanger)

ENSG00000183049 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CAMK1D protein_coding chr10:12349482-
12835545:+

gi|562841981|ref|XP
_006150068.1| 1871 0

PREDICTED:
calcium/calmodulin-
dependent protein
kinase type 1D
isoform X1 [Tupaia
chinensis]

gi|18643765|emb|AL
512783.22| 6774 0

Human DNA
sequence from
clone RP11-462F15
on chromosome 10,
complete sequence

Q8BW96 90.9 9.00E-21
Calcium/calmodulin
-dependent protein
kinase type 1D

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006954|inflam
matory
response;GO:00430
66|negative
regulation of
apoptotic
process;GO:004306
5|positive regulation
of apoptotic
process;GO:003279
3|positive regulation
of CREB
transcription factor
activity;GO:0010976
|positive regulation
of neuron
projection
development;GO:00
90023|positive
regulation of
neutrophil
chemotaxis;GO:005
0766|positive
regulation of
phagocytosis;GO:00
60267|positive
regulation of
respiratory
burst;GO:0050773|r
egulation of
dendrite
development;GO:00
71622|regulation of
granulocyte
chemotaxis;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000468
3|calmodulin-
dependent protein
kinase activity;

K08794

CAMK1;
calcium/calmodulin-
dependent protein
kinase I
[EC:2.7.11.17]

ENSG00000183060 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no LYSMD4 protein_coding chr15:99715697-
99733561:-

gi|40288201|ref|NP_
689662.2| 1533 0

lysM and putative
peptidoglycan-
binding domain-
containing protein 4
isoform a [Homo
sapiens]

gi|34530750|dbj|AK
124852.1| 2992 0

Homo sapiens
cDNA FLJ42862 fis,
clone
BRHIP2013699,
moderately similar
to Mus musculus
LysM, putative
peptidoglycan-
binding, domain
containing 4
(Lysmd4), mRNA

Q5XG99 395 2.00E-127

LysM and putative
peptidoglycan-
binding domain-
containing protein 4

. . . . pfam01476 LysM

LysM domain. The
LysM (lysin motif)
domain is about 40
residues long. It is
found in a variety
of enzymes
involved in bacterial
cell wall
degradation. This
domain may have a
general
peptidoglycan
binding function.
The structure of this
domain is known.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000183091 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no NEB protein_coding chr2:151485336-
151734487:-

gi|403310693|ref|NP
_001258137.1| 44789 0 nebulin isoform 4

[Homo sapiens]
gi|403310692|ref|N
M_001271208.1| 26304 0

Homo sapiens
nebulin (NEB),
transcript variant 4,
mRNA

P20929 271 1.00E-81 Nebulin . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030049|muscle
filament
sliding;GO:0007517|
muscle organ
development;GO:00
30832|regulation of
actin filament
length;GO:0007525|
somatic muscle
development;

GO:0015629|actin
cytoskeleton;GO:00
05829|cytosol;GO:0
070062|extracellular
exosome;GO:00300
18|Z disc;

GO:0008307|structu
ral constituent of
muscle;

K18267 NEB; nebulin

ENSG00000183117 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no CSMD1 protein_coding chr8:2935353-
4994972:-

gi|259013213|ref|NP
_150094.5| 18833 0

CUB and sushi
domain-containing
protein 1 precursor
[Homo sapiens]

gi|259013212|ref|N
M_033225.5| 13509 0

Homo sapiens CUB
and Sushi multiple
domains 1
(CSMD1), mRNA

Q923L3 46.6 3.00E-06
CUB and sushi
domain-containing
protein 1

. . . . pfam00431 CUB CUB domain. .
GO:0016021|integral
component of
membrane;

. K17495
CSMD; CUB and
sushi domain-
containing protein

ENSG00000183255 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PTTG1IP protein_coding chr21:44849585-
44873903:-

gi|558472835|ref|NP
_001273751.1| 653 4.00E-77

pituitary tumor-
transforming gene 1
protein-interacting
protein isoform 2
precursor [Homo
sapiens]

gi|315709512|ref|N
M_004339.3| 2760 0

Homo sapiens
pituitary tumor-
transforming 1
interacting protein
(PTTG1IP),
transcript variant 1,
mRNA

Q5NVI6 173 5.00E-52

Pituitary tumor-
transforming gene 1
protein-interacting
protein

. . . . pfam11198 DUF2857

Protein of unknown
function
(DUF2857). This is
a bacterial family of
uncharacterized
proteins.

.

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0005
634|nucleus;GO:000
5886|plasma
membrane;

. . .

ENSG00000183258 1 0 0 0 0.398451255 0 0 1 1 -0.147859152 0.950405727 NA down no DDX41 protein_coding chr5:177511577-
177517469:-

gi|694913685|ref|XP
_009448438.1| 3005 0

PREDICTED:
probable ATP-
dependent RNA
helicase DDX41
isoform X1 [Pan
troglodytes]

gi|21751211|dbj|AK
092585.1| 2940 0

Homo sapiens
cDNA FLJ35266 fis,
clone
PROST2005131,
highly similar to
Homo sapiens
DEAD-box protein
abstrakt (ABS)
mRNA

Q91VN6 380 4.00E-127
Probable ATP-
dependent RNA
helicase DDX41

. . . . pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

GO:0030154|cell
differentiation;GO:0
008283|cell
proliferation;GO:00
35458|cellular
response to
interferon-
beta;GO:0051607|de
fense response to
virus;GO:0000398|
mRNA splicing, via
spliceosome;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00105
01|RNA secondary
structure
unwinding;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05783|endoplasmic
reticulum;GO:00160
20|membrane;GO:0
005634|nucleus;

GO:0005524|ATP
binding;GO:000400
4|ATP-dependent
RNA helicase
activity;GO:0003677
|DNA
binding;GO:004687
2|metal ion
binding;GO:004482
2|poly(A) RNA
binding;

K13116

DDX41, ABS; ATP-
dependent RNA
helicase DDX41
[EC:3.6.4.13]

ENSG00000183283 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no DAZAP2 protein_coding chr12:51238292-
51271362:+

gi|211904140|ref|NP
_001129738.1| 1013 3.00E-136

DAZ-associated
protein 2 isoform c
[Homo sapiens]

gi|34532109|dbj|AK
125855.1| 3022 0

Homo sapiens
cDNA FLJ43867 fis,
clone
TESTI4008018,
moderately  similar
to Homo sapiens
DAZ associated
protein 2 (DAZAP2)

P60486 68.2 2.00E-13 DAZ-associated
protein 2 . . . . pfam11029 DAZAP2

DAZ associated
protein 2
(DAZAP2). DAZ
associated protein 2
has a highly
conserved sequence
throughout
evolution including
a conserved
polyproline region
and several
SH2/SH3 binding
sites. It occurs as a
single copy gene
with a four-exon
organisation and is
located on
chromosome 12. It
encodes a
ubiquitously
expressed protein
and binds to DAZ
and DAZL1 through
DAZ repeats.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. . .



ENSG00000183337 26 16 22 5 12.73660205 1 3 5 2 3.375741164 1.75E-05 0.000294753 up yes BCOR protein_coding chrX:40049815-
40177329:-

gi|379030845|gb|AF
C78719.1| 9105 0

BCL6 corepressor-
cyclin B3 fusion
protein [Homo
sapiens]

gi|183396782|ref|N
M_001123383.1| 6390 0

Homo sapiens BCL6
corepressor
(BCOR), transcript
variant 3, mRNA

Q6W2J9 3472 0 BCL-6 corepressor . . . . pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0007507|heart
development;GO:00
35518|histone H2A
monoubiquitination;
GO:0030502|negativ
e regulation of bone
mineralization;GO:0
000415|negative
regulation of
histone H3-K36
methylation;GO:005
1572|negative
regulation of
histone H3-K4
methylation;GO:007
0171|negative
regulation of tooth
mineralization;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00424
76|odontogenesis;G
O:0060021|palate
development;GO:00
65001|specification
of axis
polarity;GO:000635
1|transcription,
DNA templated;

GO:0005739|mitoch
ondrion;GO:000563
4|nucleus;

GO:0031072|heat
shock protein
binding;GO:004282
6|histone
deacetylase
binding;GO:000371
4|transcription
corepressor
activity;GO:0008134
|transcription factor
binding;GO:004421
2|transcription
regulatory region
DNA binding;

. .

ENSG00000183354 1 1 0 2 0.74514918 1 0 1 0 1.464204135 0.389010234 NA up no KIAA2026 protein_coding chr9:5881596-
6007901:-

gi|148612838|ref|NP
_001017969.2| 9263 0

uncharacterized
protein KIAA2026
[Homo sapiens]

gi|148612837|ref|N
M_001017969.2| 6988 0

Homo sapiens
KIAA2026
(KIAA2026),
mRNA

Q5HYC2 2322 0 Uncharacterized
protein KIAA2026 . . . . pfam00439 Bromodomain

Bromodomain.
Bromodomains are
110 amino acid long
domains, that are
found in many
chromatin
associated proteins.
Bromodomains can
interact specifically
with acetylated
lysine.

GO:0071346|cellular
response to
interferon-
gamma;GO:0042742
|defense response to
bacterium;GO:0006
955|immune
response;

GO:0070062|extrace
llular exosome;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

. .

ENSG00000183431 2 2 0 0 0.955803559 0 1 2 0 1.046090965 0.550543087 NA up no SF3A3 protein_coding chr1:37956975-
37990921:-

gi|667261609|ref|XP
_008567668.1| 2601 0

PREDICTED:
splicing factor 3A
subunit 3
[Galeopterus
variegatus]

gi|397489005|ref|X
M_003815480.1| 3551 0

PREDICTED: Pan
paniscus splicing
factor 3a, subunit 3,
60kDa (SF3A3),
mRNA

Q12874 236 2.00E-72 Splicing factor 3A
subunit 3 SPBC36.09 253 3.00E-72 COG5188 pfam11931 DUF3449

Domain of
unknown function
(DUF3449). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 181 to 207
amino acids in
length. This domain
has two conserved
sequence motifs:
PIP and CEICG.
The domain carries
a zinc-finger
domain of the
C2H2-type.

GO:0000389|mRNA
3'-splice site
recognition;GO:000
6397|mRNA
processing;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
08380|RNA
splicing;GO:000037
5|RNA splicing, via
transesterification
reactions;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
16607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05681|spliceosomal
complex;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA
binding;GO:000827
0|zinc ion binding;

K12827
SF3A3, SAP61,
PRP9; splicing
factor 3A subunit 3

ENSG00000183454 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no GRIN2A protein_coding chr16:9753404-
10182754:-

gi|62088970|dbj|BA
D92932.1| 7868 0

N-methyl-D-
aspartate receptor
subunit 2A
precursor variant
[Homo sapiens]

gi|635372922|ref|N
M_000833.4| 14450 0

Homo sapiens
glutamate receptor,
ionotropic, N-
methyl D-aspartate
2A (GRIN2A),
transcript variant 2,
mRNA

Q00959 248 1.00E-74
Glutamate receptor
ionotropic, NMDA
2A

. . . . pfam10565 NMDAR2_C

N-methyl D-
aspartate receptor
2B3 C-terminus.
This domain is
found at the C-
terminus of many
NMDA-receptor
proteins, many of
which also carry the
Ligated ion-channel
family pfam00060
further upstream as
well as the
ANF_receptor
family pfam01094.
This region is
predicted to be a
large extra-cellular
domain of the
NMDA receptor
proteins, being
highly hydrophilic,
and is thought to be
integrally involved
in the function of
the receptor. The
region also carries a
number of potential
N-glycosylation
sites.

GO:0007268|synapti
c
transmission;GO:00
33058|directional
locomotion;GO:004
2417|dopamine
metabolic
process;GO:006007
9|excitatory
postsynaptic
potential;GO:000721
5|glutamate receptor
signaling
pathway;GO:000761
1|learning or
memory;GO:006029
1|long-term synaptic
potentiation;GO:000
0165|MAPK
cascade;GO:000761
3|memory;GO:0042
177|negative
regulation of
protein catabolic
process;GO:002200
8|neurogenesis;GO:
0043065|positive
regulation of
apoptotic
process;GO:190027
3|positive regulation
of long-term
synaptic
potentiation;GO:000
8104|protein

GO:0030054|cell
junction;GO:000998
6|cell
surface;GO:0005783
|endoplasmic
reticulum;GO:00058
87|integral
component of
plasma
membrane;GO:0043
005|neuron
projection;GO:0017
146|NMDA selective
glutamate receptor
complex;GO:000588
6|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0042
734|presynaptic
membrane;GO:0008
021|synaptic vesicle;

GO:0005262|calciu
m channel
activity;GO:0005234
|extracellular-
glutamate-gated ion
channel
activity;GO:0004972
|NMDA glutamate
receptor
activity;GO:0005088
|Ras guanyl-
nucleotide exchange
factor
activity;GO:0008270
|zinc ion binding;

K05209
GRIN2A; glutamate
receptor ionotropic,
NMDA 2A

ENSG00000183496 28 15 8 7 12.03757039 4 10 7 3 1.976079099 0.004819658 0.021289887 up yes MEX3B protein_coding chr15:82041778-
82046141:-

gi|47716512|ref|NP_
115622.2| 1958 0

RNA-binding
protein MEX3B
[Homo sapiens]

gi|28209715|gb|AC0
26956.20| 4333 0

Homo sapiens
chromosome 15,
clone RP11-
597K23, complete
sequence

Q6ZN04 680 0 RNA-binding
protein MEX3B . . . . pfam13920 zf-C3HC4_3 Zinc finger, C3HC4

type (RING finger).

GO:0046777|protein
autophosphorylatio
n;GO:0006468|prote
in phosphorylation;

GO:0000932|cytopla
smic mRNA
processing
body;GO:0005634|n
ucleus;

GO:0005509|calciu
m ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000827
0|zinc ion binding;

K15686

MEX3, RKHD;
RNA-binding
protein MEX3
[EC:2.3.2.27]

ENSG00000183570 5 17 10 12 16.76269495 23 39 23 21 -0.752039251 0.079386761 0.158045203 down no PCBP3 protein_coding chr21:45643694-
45942454:+

gi|119629731|gb|EA
X09326.1| 1931 0

poly(rC) binding
protein 3, isoform
CRA_d [Homo
sapiens]

gi|21753334|dbj|AK
094301.1| 2164 0

Homo sapiens
cDNA FLJ36982 fis,
clone
BRACE2006488,
highly similar to
Poly(rC)-binding
protein 3

P57721 233 1.00E-71 Poly(rC)-binding
protein 3 . . . . pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0016071|mRNA
metabolic process;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00305
29|ribonucleoprotei
n
complex;GO:000563
4|nucleus;

GO:1990829|C-rich
single-stranded
DNA
binding;GO:000369
0|double-stranded
DNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K13162
PCBP2_3_4;
poly(rC)-binding
protein 2/3/4

ENSG00000183576 0 0 0 2 1.105785995 1 3 2 3 -1.680830123 0.253539493 0.37748247 down no SETD3 protein_coding chr14:99397746-
99480889:-

gi|767981682|ref|XP
_011535533.1| 3213 0

PREDICTED:
histone-lysine N-
methyltransferase
setd3 isoform X3
[Homo sapiens]

gi|40068480|ref|NM
_032233.2| 2878 0

Homo sapiens SET
domain containing 3
(SETD3), transcript
variant 1, mRNA

B1MTJ4 222 2.00E-67
Histone-lysine N-
methyltransferase
setd3

. . . . pfam09273 Rubis-subs-bind

Rubisco LSMT
substrate-binding.
Members of this
family adopt a
multihelical
structure, with an
irregular array of
long and short
alpha-helices. They
allow binding of the
protein to substrate,
such as the N-
terminal tails of
histones H3 and H4
and the large
subunit of the
Rubisco
holoenzyme
complex.

GO:0010452|histone
H3-K36
methylation;GO:005
1568|histone H3-K4
methylation;GO:001
8027|peptidyl-lysine
dimethylation;GO:0
018026|peptidyl-
lysine
monomethylation;G
O:0018023|peptidyl-
lysine
trimethylation;GO:0
051149|positive
regulation of muscle
cell
differentiation;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0000790|nuclear
chromatin;GO:0005
654|nucleoplasm;

GO:0046975|histone
methyltransferase
activity (H3-K36
specific);GO:004280
0|histone
methyltransferase
activity (H3-K4
specific);GO:001802
4|histone-lysine N-
methyltransferase
activity;GO:0003713
|transcription
coactivator activity;

K19199

SETD3; histone-
lysine N-
methyltransferase
SETD3
[EC:2.1.1.43]

ENSG00000183579 8 9 12 10 7.852421619 3 4 10 2 1.610708374 0.010838813 0.037783491 up yes ZNRF3 protein_coding chr22:28883592-
29057487:+

gi|13195721|dbj|BA
B33319.1| 4088 0 KIAA1133 protein

[Homo sapiens]
gi|332801079|ref|N
M_001206998.1| 6676 0

Homo sapiens zinc
and ring finger 3
(ZNRF3), transcript
variant 1, mRNA

Q9ULT6 1489 0 E3 ubiquitin-protein
ligase ZNRF3 ECU07g0330 65.1 6.00E-10 COG5540 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0060070|canoni
cal Wnt signaling
pathway;GO:009009
0|negative
regulation of
canonical Wnt
signaling
pathway;GO:200005
1|negative
regulation of non-
canonical Wnt
signaling
pathway;GO:001656
7|protein
ubiquitination;GO:0
072089|stem cell
proliferation;GO:00
06511|ubiquitin-
dependent protein
catabolic
process;GO:003801
8|Wnt receptor
catabolic
process;GO:006007
1|Wnt signaling
pathway, planar cell
polarity pathway;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0005109|frizzled
binding;GO:001687
4|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K16273

ZNRF3; E3
ubiquitin-protein
ligase ZNRF3
[EC:2.3.2.27]

ENSG00000183654 6 0 1 1 2.279931732 3 1 2 2 0.763031553 0.514527086 0.633938269 up no 11-Mar protein_coding chr5:16067139-
16180762:-

gi|156523244|ref|NP
_001096032.1| 1520 0

E3 ubiquitin-protein
ligase MARCH11
[Homo sapiens]

gi|156523243|ref|N
M_001102562.1| 1515 0

Homo sapiens
membrane-
associated ring
finger (C3HC4) 11
(MARCH11),
mRNA

A6NNE9 196 4.00E-59 E3 ubiquitin-protein
ligase MARCH11 ECU06g0830 60.1 1.00E-08 COG5183 pfam12906 RINGv RING-variant

domain.
GO:0016567|protein
ubiquitination;

GO:0030659|cytopla
smic vesicle
membrane;GO:0016
021|integral
component of
membrane;

GO:0016874|ligase
activity;GO:0008270
|zinc ion binding;

K10659

MARCH4_9_11; E3
ubiquitin-protein
ligase
MARCH4/9/11
[EC:2.3.2.27]



ENSG00000183691 57 28 48 16 29.40751437 7 8 16 12 2.529461065 2.70E-05 0.000387955 up yes NOG protein_coding chr17:56593699-
56595590:+

gi|594655716|ref|XP
_007176240.1| 991 5.00E-127

PREDICTED:
noggin
[Balaenoptera
acutorostrata
scammoni]

gi|227908850|ref|NG
_011958.1| 1892 0

Homo sapiens
noggin (NOG),
RefSeqGene on
chromosome 17

Q13253 378 5.00E-126 Noggin . . . . pfam05806 Noggin

Noggin. This family
consists of the
eukaryotic Noggin
proteins. Noggin is
a glycoprotein that
binds bone
morphogenetic
proteins (BMPs)
selectively and,
when added to
osteoblasts, it
opposes the effects
of BMPs. It has
been found that
noggin arrests the
differentiation of
stromal cells,
preventing cellular
maturation.

GO:0055009|atrial
cardiac muscle
tissue
morphogenesis;GO:
0048318|axial
mesoderm
development;GO:00
30509|BMP
signaling
pathway;GO:006131
2|BMP signaling
pathway involved in
heart
development;GO:00
51216|cartilage
development;GO:00
21533|cell
differentiation in
hindbrain;GO:00099
53|dorsal/ventral
pattern
formation;GO:0042
733|embryonic digit
morphogenesis;GO:
0060272|embryonic
skeletal joint
morphogenesis;GO:
0048706|embryonic
skeletal system
development;GO:00
03203|endocardial
cushion
morphogenesis;GO:
0001706|endoderm
formation;GO:0001

GO:0005576|extrace
llular
region;GO:0005615|
extracellular space;

GO:0019955|cytokin
e
binding;GO:004280
3|protein
homodimerization
activity;

K04658 NOG; noggin

ENSG00000183715 0 0 0 1 0.305076892 1 0 0 1 -0.147568856 0.95359243 NA down no OPCML protein_coding chr11:132414977-
133532519:-

gi|426371128|ref|XP
_004052506.1| 1827 0

PREDICTED:
opioid-binding
protein/cell
adhesion molecule
isoform 2 [Gorilla
gorilla gorilla]

gi|578822220|ref|X
M_005271574.2| 6784 0

PREDICTED:
Homo sapiens
opioid binding
protein/cell
adhesion molecule-
like (OPCML),
transcript variant
X1, mRNA

Q5IS61 219 3.00E-70
Opioid-binding
protein/cell
adhesion molecule

. . . . pfam07679 I-set Immunoglobulin I-
set domain.

GO:0007155|cell
adhesion;

GO:0031225|anchor
ed component of
membrane;GO:0070
062|extracellular
exosome;GO:00058
86|plasma
membrane;

. K06773

OPCML, OBCAM;
opioid binding
protein/cell
adhesion molecule-
like

ENSG00000183723 0 1 0 0 0.228051418 1 0 0 0 0.569016491 0.861660548 NA up no CMTM4 protein_coding chr16:66614750-
66696707:-

gi|30520333|ref|NP_
848933.1| 1159 5.00E-147

CKLF-like
MARVEL
transmembrane
domain-containing
protein 4 isoform 1
[Homo sapiens]

gi|37202133|gb|AC0
18557.9| 7026 0

Homo sapiens
chromosome 16
clone RP11-63M22,
complete sequence

Q8IZR5 286 3.00E-96

CKLF-like
MARVEL
transmembrane
domain-containing
protein 4

. . . . pfam01284 MARVEL

Membrane-
associating domain.
MARVEL domain-
containing proteins
are often found in
lipid-associating
proteins - such as
Occludin and MAL
family proteins. It
may be part of the
machinery of
membrane
apposition events,
such as transport
vesicle biogenesis.

GO:0006935|chemot
axis;

GO:0005615|extrace
llular
space;GO:0016021|i
ntegral component
of membrane;

. . .

ENSG00000183741 0 0 0 0 0.602411228 1 3 2 0 -2.466385702 0.23071347 NA down no CBX6 protein_coding chr22:38861450-
38872314:-

gi|426394500|ref|XP
_004063533.1| 1297 2.00E-158

PREDICTED:
chromobox protein
homolog 6 [Gorilla
gorilla gorilla]

gi|4160195|emb|AL0
08583.1| 5754 0

Human DNA
sequence from
clone RP3-327J16
on chromosome
22q12.3-13.2,
complete sequence

O95503 503 1.00E-159 Chromobox protein
homolog 6 . . . . pfam00385 Chromo

Chromo
(CHRromatin
Organisation
MOdifier) domain.

GO:0016569|covale
nt chromatin
modification;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0000792|heteroc
hromatin;GO:00056
34|nucleus;GO:0031
519|PcG protein
complex;

GO:0003727|single-
stranded RNA
binding;

K11453 CBX6; chromobox
protein 6

ENSG00000183762 1 1 1 0 0.604134358 1 0 0 0 1.974469702 0.307327526 NA up no KREMEN1 protein_coding chr22:29073078-
29168333:+

gi|24041012|ref|NP_
114434.3| 2447 0

kremen protein 1
isoform 2 precursor
[Homo sapiens]

gi|227116324|ref|N
M_001039570.2| 6135 0

Homo sapiens
kringle containing
transmembrane
protein 1
(KREMEN1),
transcript variant 3,
mRNA

Q96MU8 218 3.00E-67 Kremen protein 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007154|cell
communication;GO:
0060828|regulation
of canonical Wnt
signaling
pathway;GO:001605
5|Wnt signaling
pathway;

GO:0016021|integral
component of
membrane;GO:0016
020|membrane;

. . .

ENSG00000183770 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no FOXL2 protein_coding chr3:138944224-
138947140:-

gi|297672086|ref|XP
_002814143.1| 999 9.00E-123

PREDICTED:
forkhead box
protein L2 [Pongo
abelii]

gi|343962621|ref|NG
_029796.1| 2917 0

Homo sapiens
FOXL2 neighbor
(FOXL2NB),
RefSeqGene on
chromosome 3

P58012 388 8.00E-124 Forkhead box
protein L2 SPBC4C3.05 103 8.00E-22 COG5025 pfam00250 Fork_head Fork head domain.

GO:0006309|apopto
tic DNA
fragmentation;GO:0
030154|cell
differentiation;GO:0
048048|embryonic
eye
morphogenesis;GO:
0002074|extraocular
skeletal muscle
development;GO:00
19101|female
somatic sex
determination;GO:0
060014|granulosa
cell
differentiation;GO:0
042703|menstruatio
n;GO:0000122|negat
ive regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00015
55|oocyte
growth;GO:0001541
|ovarian follicle
development;GO:00
43065|positive
regulation of
apoptotic
process;GO:004328

GO:0005634|nucleu
s;

GO:0043028|cystein
e-type
endopeptidase
regulator activity
involved in
apoptotic
process;GO:000367
7|DNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:003162
4|ubiquitin
conjugating enzyme

K09405 FOXL; forkhead
box protein L

ENSG00000183779 0 0 0 1 0.307018251 1 1 0 0 -0.157277218 0.950501209 NA down no ZNF703 protein_coding chr8:37695751-
37700021:+

gi|13376611|ref|NP_
079345.1| 1708 0 zinc finger protein

703 [Homo sapiens]
gi|395739578|ref|X
M_002818993.2| 3074 0

PREDICTED:
Pongo abelii zinc
finger protein 703
(ZNF703), mRNA

Q9H7S9 662 0 Zinc finger protein
703 . . . . pfam12402 nlz1

NocA-like zinc-
finger protein 1.
This domain family
is found in
eukaryotes, and is
typically between 42
and 57 amino acids
in length. There is a
conserved GAY
sequence motif.
There is a single
completely
conserved residue G
that may be
functionally
important. Nlz1
self-associated via
its C terminus,
interacted with
Nlz2, and bound to
histone
deacetylases.

GO:0034333|adhere
ns junction
assembly;GO:00713
92|cellular response
to estradiol
stimulus;GO:006064
4|mammary gland
epithelial cell
differentiation;GO:0
034111|negative
regulation of
homotypic cell-cell
adhesion;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00303
35|positive
regulation of cell
migration;GO:00082
84|positive
regulation of cell
proliferation;GO:00
10718|positive
regulation of
epithelial to
mesenchymal
transition;GO:00336
01|positive
regulation of
mammary gland
epithelial cell
proliferation;GO:00
60828|regulation of
canonical Wnt

GO:0005737|cytopla
sm;GO:0016363|nuc
lear
matrix;GO:0005634|
nucleus;GO:004323
4|protein complex;

GO:0046872|metal
ion
binding;GO:000367
6|nucleic acid
binding;

. .

ENSG00000183856 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no IQGAP3 protein_coding chr1:156525405-
156572604:-

gi|229462887|sp|Q8
6VI3.2|IQGA3_HU
MAN

8000 0

RecName: Full=Ras
GTPase-activating-
like protein
IQGAP3

gi|145580627|ref|N
M_178229.4| 5982 0

Homo sapiens IQ
motif containing
GTPase activating
protein 3
(IQGAP3), mRNA

Q86VI3 2950 0
Ras GTPase-
activating-like
protein IQGAP3

SPAC4F8.13c 301 4.00E-82 COG5261 pfam00616 RasGAP

GTPase-activator
protein for Ras-like
GTPase. All alpha-
helical domain that
accelerates the
GTPase activity of
Ras, thereby
"switching" it into
an "off" position.

GO:0000187|activati
on of MAPK
activity;GO:0071310
|cellular response to
organic
substance;GO:00703
71|ERK1 and ERK2
cascade;GO:000008
2|G1/S transition of
mitotic cell
cycle;GO:0010629|n
egative regulation of
gene
expression;GO:0010
628|positive
regulation of gene
expression;GO:0033
601|positive
regulation of
mammary gland
epithelial cell
proliferation;GO:00
07265|Ras protein
signal
transduction;GO:00
08361|regulation of
cell
size;GO:0043087|reg
ulation of GTPase
activity;

GO:0005911|cell-
cell
junction;GO:000582
9|cytosol;GO:00163
28|lateral plasma
membrane;

GO:0005516|calmod
ulin
binding;GO:007085
6|myosin VI light
chain binding;

K05767

IQGAP2_3; Ras
GTPase-activating-
like protein
IQGAP2/3



ENSG00000183963 2 2 2 2 1.419740171 1 1 0 0 2.572181956 0.063847777 0.135257488 up no SMTN protein_coding chr22:31064105-
31104757:+

gi|333360858|ref|NP
_001193946.1| 3664 0 smoothelin isoform

d [Homo sapiens]
gi|21756569|dbj|AK
096953.1| 3551 0

Homo sapiens
cDNA FLJ39634 fis,
clone
SMINT2002689,
highly similar to
SMOOTHELIN

P53814 164 3.00E-45 Smoothelin SPAC15A10.08 87.4 1.00E-16 COG5069 pfam00307 CH

Calponin homology
(CH) domain. The
CH domain is found
in both cytoskeletal
proteins and signal
transduction
proteins. The CH
domain is involved
in actin binding in
some members of
the family. However
in calponins there is
evidence that the
CH domain is not
involved in its actin
binding activity.
Most member
proteins have from
two to four copies
of the CH domain,
however some
proteins such as
calponin have only
a single copy.

.

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0005654|nucleopl
asm;

. . .

ENSG00000184007 3 16 3 26 19.76386251 36 34 27 42 -1.142256176 0.023872137 0.066614996 down no PTP4A2 protein_coding chr1:31906421-
31944856:-

gi|440896935|gb|EL
R48726.1| 915 1.00E-112

Protein tyrosine
phosphatase type
IVA 2, partial [Bos
mutus]

gi|304361758|ref|N
M_080391.3| 3353 0

Homo sapiens
protein tyrosine
phosphatase type
IVA, member 2
(PTP4A2),
transcript variant 1,
mRNA

Q6P9X4 222 1.00E-90
Protein tyrosine
phosphatase type
IVA 2

DR2161 54.7 2.00E-07 COG2453 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005737|cytopla
sm;GO:0005769|earl
y
endosome;GO:0070
062|extracellular
exosome;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0004725|protein
tyrosine
phosphatase
activity;

K18041

PTP4A; protein
tyrosine
phosphatase type
IVA [EC:3.1.3.48]

ENSG00000184014 0 1 0 5 8.830579417 37 14 8 23 -3.370383304 0.000196344 0.001775275 down yes DENND5A protein_coding chr11:9138825-
9265390:-

gi|44889475|ref|NP_
056028.2| 6803 0

DENN domain-
containing protein
5A isoform 1
[Homo sapiens]

gi|343098487|ref|N
M_015213.3| 4967 0

Homo sapiens
DENN/MADD
domain containing
5A (DENND5A),
transcript variant 1,
mRNA

P11369 85.1 1.00E-17

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam02141 DENN

DENN (AEX-3)
domain. DENN
(after differentially
expressed in
neoplastic vs
normal cells) is a
domain which
occurs in several
proteins involved in
Rab- mediated
processes or
regulation of MAPK
signalling pathways.

GO:0006310|DNA
recombination; .

GO:0004519|endon
uclease
activity;GO:0046872
|metal ion
binding;GO:000396
4|RNA-directed
DNA polymerase
activity;

. .

ENSG00000184056 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no VPS33B protein_coding chr15:90998416-
91022603:-

gi|119829191|ref|NP
_061138.3| 3292 0

vacuolar protein
sorting-associated
protein 33B isoform
1 [Homo sapiens]

gi|574584821|ref|N
M_018668.4| 2767 0

Homo sapiens
vacuolar protein
sorting 33 homolog
B (yeast) (VPS33B),
transcript variant 1,
mRNA

Q9H267 54.7 8.00E-08
Vacuolar protein
sorting-associated
protein 33B

SPBC1703.15c 205 2.00E-55 COG5158 pfam00995 Sec1 Sec1 family.

GO:0007032|endoso
me
organization;GO:00
32418|lysosome
localization;GO:003
5855|megakaryocyte
development;GO:00
32400|melanosome
localization;GO:006
1025|membrane
fusion;GO:0070889|
platelet alpha
granule
organization;GO:00
15031|protein
transport;GO:00903
30|regulation of
platelet
aggregation;GO:000
6904|vesicle
docking involved in
exocytosis;GO:0016
192|vesicle-
mediated transport;

GO:0030136|clathri
n-coated
vesicle;GO:0005737|
cytoplasm;GO:0031
901|early endosome
membrane;GO:0005
770|late
endosome;GO:0031
902|late endosome
membrane;GO:0005
765|lysosomal
membrane;GO:0005
764|lysosome;GO:0
048471|perinuclear
region of
cytoplasm;GO:0031
091|platelet alpha
granule;GO:0055037
|recycling
endosome;

. . .

ENSG00000184083 0 0 0 0 0.202961082 2 0 0 0 -0.899764408 0.798840138 NA down no FAM120C protein_coding chrX:54068324-
54183281:-

gi|311033453|sp|Q9
NX05.3|F120C_HU
MAN

5004 0

RecName:
Full=Constitutive
coactivator of
PPAR-gamma-like
protein 2; AltName:
Full=Protein
FAM120C;
AltName:
Full=Tumor antigen
BJ-HCC-21

gi|597709759|ref|N
M_017848.5| 7978 0

Homo sapiens
family with
sequence similarity
120C (FAM120C),
transcript variant 1,
mRNA

Q8C3F2 251 2.00E-73

Constitutive
coactivator of
PPAR-gamma-like
protein 2

. . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

. GO:0005634|nucleu
s;

GO:0044822|poly(A
) RNA binding; . .

ENSG00000184117 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NIPSNAP1 protein_coding chr22:29554808-
29581337:-

gi|332859539|ref|XP
_515060.3| 1533 0

PREDICTED:
protein NipSnap
homolog 1 isoform
X1 [Pan
troglodytes]

gi|321267507|ref|N
M_003634.3| 2237 0

Homo sapiens
nipsnap homolog 1
(C. elegans)
(NIPSNAP1),
transcript variant 1,
mRNA

Q9BPW8 542 0 Protein NipSnap
homolog 1 . . . . pfam07978 NIPSNAP

NIPSNAP.
Members of this
family include many
hypothetical
proteins. It also
includes members
of the NIPSNAP
family which have
putative roles in
vesicular transport.
This domain is
often found in
duplicate.

GO:0019233|sensor
y perception of
pain;

GO:0005743|mitoch
ondrial inner
membrane;GO:0005
739|mitochondrion;
GO:0097060|synapti
c membrane;

GO:0042165|neurotr
ansmitter binding; . .

ENSG00000184156 6 7 6 5 5.382467482 5 3 5 4 1.071573132 0.090542414 0.171783204 up no KCNQ3 protein_coding chr8:132120858-
132481019:-

gi|4758630|ref|NP_0
04510.1| 4456 0

potassium voltage-
gated channel
subfamily KQT
member 3 isoform 1
[Homo sapiens]

gi|325651928|ref|N
M_004519.3| 11248 0

Homo sapiens
potassium channel,
voltage gated KQT-
like subfamily Q,
member 3
(KCNQ3), transcript
variant 1, mRNA

O43525 389 5.00E-127

Potassium voltage-
gated channel
subfamily KQT
member 3

STM1741 77.8 6.00E-14 COG1226 pfam03520 KCNQ_channel

KCNQ voltage-
gated potassium
channel. This family
matches to the C-
terminal tail of
KCNQ type
potassium channels.

GO:0007268|synapti
c
transmission;GO:00
60081|membrane
hyperpolarization;G
O:0006813|potassiu
m ion transport;

GO:0043194|axon
initial
segment;GO:000998
6|cell
surface;GO:0033268
|node of
Ranvier;GO:000588
6|plasma
membrane;GO:0008
076|voltage-gated
potassium channel
complex;

GO:0005251|delaye
d rectifier potassium
channel
activity;GO:0005267
|potassium channel
activity;GO:0005249
|voltage-gated
potassium channel
activity;

K04928

KCNQ3; potassium
voltage-gated
channel KQT-like
subfamily member
3

ENSG00000184194 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no GPR173 protein_coding chrX:53049091-
53080615:+

gi|9507143|ref|NP_0
61842.1| 1983 0

probable G-protein
coupled receptor
173 [Homo sapiens]

gi|268607571|ref|N
M_018969.5| 4252 0

Homo sapiens G
protein-coupled
receptor 173
(GPR173), mRNA

Q9NS66 768 0
Probable G-protein
coupled receptor
173

. . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:2001223|negativ
e regulation of
neuron
migration;GO:00071
65|signal
transduction;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor
activity;GO:0004968
|gonadotropin-
releasing hormone
receptor activity;

K04300

SREB3, GPR173;
super conserved
receptor expressed
in brain 3



ENSG00000184205 1 0 0 5 2.433947596 6 5 3 3 -1.085184182 0.302002098 0.428999469 down no TSPYL2 protein_coding chrX:53082367-
53088540:+

gi|694984955|ref|XP
_009437391.1| 2178 0

PREDICTED: testis-
specific Y-encoded-
like protein 2 [Pan
troglodytes]

gi|62087943|dbj|AB
209182.1| 4175 0

Homo sapiens
mRNA for TSPY-
like 2 variant
protein

Q9H2G4 235 8.00E-65
Testis-specific Y-
encoded-like
protein 2

. . . . pfam00956 NAP

Nucleosome
assembly protein
(NAP). NAP
proteins are
involved in moving
histones into the
nucleus,
nucleosome
assembly and
chromatin fluidity.
They affect the
transcription of
many genes.

GO:0007049|cell
cycle;GO:0016569|c
ovalent chromatin
modification;GO:00
36498|IRE1-
mediated unfolded
protein
response;GO:00457
86|negative
regulation of cell
cycle;GO:0030308|n
egative regulation of
cell
growth;GO:0008156
|negative regulation
of DNA
replication;GO:0006
334|nucleosome
assembly;GO:00458
59|regulation of
protein kinase
activity;GO:0009966
|regulation of signal
transduction;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000573
0|nucleolus;GO:000
5654|nucleoplasm;G
O:0005634|nucleus;
GO:0005886|plasma
membrane;

GO:0000182|rDNA
binding; K11285

TSPYL2, CINAP,
DENTT; TSPY-like
2

ENSG00000184221 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no OLIG1 protein_coding chr21:33070144-
33072420:+

gi|544419765|ref|XP
_005549536.1| 1171 9.00E-152

PREDICTED:
uncharacterized
protein
LOC102143627
[Macaca
fascicularis]

gi|237757327|ref|N
M_138983.2| 2277 0

Homo sapiens
oligodendrocyte
transcription factor
1 (OLIG1), mRNA

Q8TAK6 305 1.00E-95
Oligodendrocyte
transcription factor
1

. . . . pfam00010 HLH
Helix-loop-helix
DNA-binding
domain.

GO:0048663|neuron
fate
commitment;GO:00
48709|oligodendroc
yte
differentiation;GO:0
006355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding; K09085

BHLHB1_6_7; class
B basic helix-loop-
helix protein 1/6/7

ENSG00000184226 15 24 24 26 30.52022757 56 40 35 44 -0.430188139 0.183301691 0.298825486 down no PCDH9 protein_coding chr13:66302834-
67230445:-

gi|45243534|ref|NP_
982354.1| 6308 0

protocadherin-9
isoform 1 precursor
[Homo sapiens]

gi|226823317|ref|NG
_011876.1| 27561 0

Homo sapiens
protocadherin 9
(PCDH9),
RefSeqGene on
chromosome 13

Q9HC56 2431 0 Protocadherin-9 . . . . pfam08374 Protocadherin

Protocadherin. The
structure of
protocadherins is
similar to that of
classic cadherins
(pfam00028), but
particularly on the
cytoplasmic
domains they also
have some unique
features. They are
expressed in a
variety of organisms
and are found in
high concentrations
in the brain where
they seem to be
localized mainly at
cell-cell contact
sites. Their
expression seems to
be developmentally
regulated.

GO:0030900|forebra
in
development;GO:00
07156|homophilic
cell adhesion via
plasma membrane
adhesion molecules;

GO:0044291|cell-
cell contact
zone;GO:0030426|gr
owth
cone;GO:0016021|in
tegral component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion binding; K16498

PCDHD1;
protocadherin delta
1

ENSG00000184261 1 7 1 6 6.998527203 15 15 11 10 -1.305772057 0.034926441 0.088256624 down no KCNK12 protein_coding chr2:47516581-
47570939:-

gi|817316957|ref|XP
_012329151.1| 1709 0

PREDICTED:
potassium channel
subfamily K
member 12 [Aotus
nancymaae]

gi|382544768|ref|NG
_007110.2| 5231 0

Homo sapiens mutS
homolog 2 (MSH2),
RefSeqGene
(LRG_218) on
chromosome 2

Q9HB15 661 0
Potassium channel
subfamily K
member 12

. . . . pfam07885 Ion_trans_2

Ion channel. This
family includes the
two membrane helix
type ion channels
found in bacteria.

GO:0071805|potassi
um ion
transmembrane
transport;GO:00303
22|stabilization of
membrane potential;

GO:0005887|integral
component of
plasma membrane;

GO:0022841|potassi
um ion leak channel
activity;GO:0005244
|voltage-gated ion
channel activity;

K04921
KCNK12; potassium
channel subfamily
K member 12

ENSG00000184304 5 21 13 11 11.63578703 8 15 14 8 0.67384338 0.185697868 0.301000465 up no PRKD1 protein_coding chr14:29576479-
30191898:-

gi|530404191|ref|XP
_005267916.1| 4583 0

PREDICTED:
serine/threonine-
protein kinase D1
isoform X1 [Homo
sapiens]

gi|115529462|ref|N
M_002742.2| 3677 0

Homo sapiens
protein kinase D1
(PRKD1), mRNA

Q15139 231 5.00E-69 Serine/threonine-
protein kinase D1 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0001525|angiog
enesis;GO:0006915|
apoptotic
process;GO:003459
9|cellular response
to oxidative
stress;GO:0035924|c
ellular response to
vascular endothelial
growth factor
stimulus;GO:000703
0|Golgi
organization;GO:00
48193|Golgi vesicle
transport;GO:00069
54|inflammatory
response;GO:00450
87|innate immune
response;GO:00355
56|intracellular
signal
transduction;GO:00
60548|negative
regulation of cell
death;GO:0018105|p
eptidyl-serine
phosphorylation;GO
:0045766|positive
regulation of
angiogenesis;GO:00
43536|positive
regulation of blood
vessel endothelial
cell
migration;GO:00327

GO:0005938|cell
cortex;GO:0005911|
cell-cell
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05634|nucleus;GO:0
005886|plasma
membrane;GO:0005
802|trans-Golgi
network;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:000469
7|protein kinase C
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K06070 PKD; protein kinase
D [EC:2.7.11.13]

ENSG00000184349 0 0 0 0 0.684397009 1 3 0 3 -2.657743093 0.181755494 NA down no EFNA5 protein_coding chr5:107376889-
107670895:-

gi|4503487|ref|NP_0
01953.1| 1157 1.00E-142 ephrin-A5 precursor

[Homo sapiens]
gi|194097333|ref|N
M_001962.2| 5332 0

Homo sapiens
ephrin-A5
(EFNA5), mRNA

O08543 154 8.00E-45 Ephrin-A5 . . . . pfam00812 Ephrin Ephrin.

GO:0007411|axon
guidance;GO:00713
72|cellular response
to follicle-
stimulating
hormone
stimulus;GO:190432
2|cellular response
to
forskolin;GO:00486
68|collateral
sprouting;GO:00480
13|ephrin receptor
signaling
pathway;GO:190002
5|negative
regulation of
substrate adhesion-
dependent cell
spreading;GO:00073
99|nervous system
development;GO:00
48672|positive
regulation of
collateral
sprouting;GO:00507
31|positive
regulation of
peptidyl-tyrosine
phosphorylation;GO
:0001934|positive
regulation of
protein
phosphorylation;GO
:0051965|positive

GO:0005912|adhere
ns
junction;GO:003136
2|anchored
component of
external side of
plasma
membrane;GO:0005
604|basement
membrane;GO:0005
901|caveola;GO:000
5576|extracellular
region;GO:0005886|
plasma membrane;

GO:0045499|chemo
repellent
activity;GO:0046875
|ephrin receptor
binding;GO:000516
8|neurotrophin
TRKA receptor
binding;GO:000516
9|neurotrophin
TRKB receptor
binding;GO:000517
0|neurotrophin
TRKC receptor
binding;GO:003029
7|transmembrane
receptor protein
tyrosine kinase
activator activity;

K05462 EFNA; ephrin-A

ENSG00000184378 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ACTRT3 protein_coding chr3:169766921-
169769895:-

gi|795600550|ref|XP
_011916028.1| 2027 0

PREDICTED: actin-
related protein T3
[Cercocebus atys]

gi|221139713|ref|N
M_032487.4| 2005 0

Homo sapiens actin-
related protein T3
(ACTRT3), mRNA

Q9BYD9 773 0 Actin-related
protein T3 YFL039c 404 5.00E-134 COG5277 pfam00022 Actin Actin. .

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;GO:00016
73|male germ cell
nucleus;

. . .

ENSG00000184388 0 1 0 3 1.253660443 4 0 2 2 -0.65028409 0.646257136 0.750679724 down no PABPC1L2B protein_coding chrX:73003517-
73005713:+

gi|426396432|ref|XP
_004064447.1| 1169 2.00E-148

PREDICTED:
uncharacterized
protein
LOC101125114
[Gorilla gorilla
gorilla]

gi|343098243|emb|A
L662864.15| 2197 0

Human DNA
sequence from
clone RP11-493K23
on chromosome X,
complete sequence

Q5JQF8 414 3.00E-139
Polyadenylate-
binding protein 1-
like 2

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

. GO:0070062|extrace
llular exosome;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K13126
PABPC;
polyadenylate-
binding protein

ENSG00000184408 2 0 2 2 1.752730308 1 2 1 4 0.201381297 0.856748105 0.908393666 up no KCND2 protein_coding chr7:120273668-
120750331:+

gi|40789029|dbj|BA
A82996.2| 3139 0 KIAA1044 protein

[Homo sapiens]
gi|27436982|ref|NM
_012281.2| 5331 0

Homo sapiens
potassium channel,
voltage gated Shal
related subfamily D,
member 2
(KCND2), mRNA

Q9NZV8 296 1.00E-95

Potassium voltage-
gated channel
subfamily D
member 2

MA2034 97.4 1.00E-20 COG1226 pfam11879 DUF3399

Domain of
unknown function
(DUF3399). This
domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
presumed domain is
about 100 amino
acids in length. This
domain is found
associated with
pfam02214,
pfam00520.

GO:0001508|action
potential;GO:006133
7|cardiac
conduction;GO:007
1456|cellular
response to
hypoxia;GO:000726
8|synaptic
transmission;GO:00
45475|locomotor
rhythm;GO:0019228
|neuronal action
potential;GO:007180
5|potassium ion
transmembrane
transport;GO:00512
60|protein
homooligomerizatio
n;GO:0019233|senso
ry perception of
pain;

GO:0030054|cell
junction;GO:004319
7|dendritic
spine;GO:0005887|i
ntegral component
of plasma
membrane;GO:0031
226|intrinsic
component of
plasma
membrane;GO:0032
809|neuronal cell
body
membrane;GO:0043
204|perikaryon;GO:
0005886|plasma
membrane;GO:0044
853|plasma
membrane
raft;GO:0045211|po
stsynaptic
membrane;GO:0008
076|voltage-gated
potassium channel
complex;

GO:0005250|A-type
(transient outward)
potassium channel
activity;GO:0046872
|metal ion
binding;GO:000524
9|voltage-gated
potassium channel
activity;

K04892

KCND2; potassium
voltage-gated
channel Shal-related
subfamily D
member 2



ENSG00000184432 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no COPB2 protein_coding chr3:139355600-
139389732:-

gi|355559994|gb|EH
H16722.1| 4754 0

hypothetical protein
EGK_12054
[Macaca mulatta]

gi|34535994|dbj|AK
128561.1| 3508 0

Homo sapiens
cDNA FLJ46720 fis,
clone
TRACH3018519,
weakly  similar to
Coatomer beta'
subunit

O55029 105 9.00E-22 Coatomer subunit
beta' . . . . pfam04053 Coatomer_WDAD

Coatomer WD
associated region.
This region is
composed of WD40
repeats.

GO:0006260|DNA
replication;GO:0006
265|DNA
topological change;

GO:0005694|chrom
osome;GO:0042645|
mitochondrial
nucleoid;GO:000573
9|mitochondrion;G
O:0005634|nucleus;

GO:0003677|DNA
binding;GO:000391
7|DNA
topoisomerase type
I activity;

K17302
COPB2, SEC27;
coatomer, subunit
beta'

ENSG00000184481 0 0 0 0 0.800073834 2 3 2 1 -2.876508422 0.079059295 NA down no FOXO4 protein_coding chrX:71096197-
71103535:+

gi|103472003|ref|NP
_005929.2| 2218 0

forkhead box
protein O4 isoform
1 [Homo sapiens]

gi|283436081|ref|N
M_005938.3| 3300 0

Homo sapiens
forkhead box O4
(FOXO4), transcript
variant 1, mRNA

P98177 858 0 Forkhead box
protein O4 YCR065w 75.5 4.00E-13 COG5025 pfam00250 Fork_head Fork head domain.

GO:0007568|aging
GO:0007050|cell
cycle
arrest;GO:0008286|i
nsulin receptor
signaling
pathway;GO:000709
5|mitotic G2 DNA
damage
checkpoint;GO:0007
517|muscle organ
development;GO:00
16525|negative
regulation of
angiogenesis;GO:00
08285|negative
regulation of cell
proliferation;GO:00
70317|negative
regulation of G0 to
G1
transition;GO:00511
51|negative
regulation of
smooth muscle cell
differentiation;GO:0
071158|positive
regulation of cell
cycle
arrest;GO:0014911|p
ositive regulation of
smooth muscle cell
migration;GO:00459
44|positive
regulation of

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;

GO:0008013|beta-
catenin
binding;GO:000367
7|DNA
binding;GO:001989
9|enzyme
binding;GO:004280
2|identical protein
binding;GO:199084
1|promoter-specific
chromatin
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000813
4|transcription
factor binding;

K12358 FOXO4; forkhead
box protein O4

ENSG00000184486 10 9 5 13 11.06810818 18 19 6 14 -0.08022442 0.87477742 0.919814416 down no POU3F2 protein_coding chr6:98834592-
98839470:+

gi|193787887|dbj|B
AG53090.1| 1543 0

unnamed protein
product [Homo
sapiens]

gi|4468287|emb|AL0
22395.2| 4879 0

Human DNA
sequence from
clone RP1-273N12
on chromosome
6q16.1-16.3,
complete sequence

P20265 653 0
POU domain, class
3, transcription
factor 2

YML027w 52.8 6.00E-06 COG5576 pfam00157 Pou
Pou domain - N-
terminal to
homeobox domain.

GO:0014002|astrocy
te
development;GO:00
71310|cellular
response to organic
substance;GO:00217
99|cerebral cortex
radially oriented cell
migration;GO:00085
44|epidermis
development;GO:00
21869|forebrain
ventricular zone
progenitor cell
division;GO:002197
9|hypothalamus cell
differentiation;GO:0
022011|myelination
in peripheral
nervous
system;GO:0021985|
neurohypophysis
development;GO:00
30182|neuron
differentiation;GO:0
008284|positive
regulation of cell
proliferation;GO:00
40018|positive
regulation of
multicellular
organism
growth;GO:0050770
|regulation of
axonogenesis;

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09365

POU3F, OTF; POU
domain
transcription factor,
class 3

ENSG00000184557 0 0 0 2 0.416232203 0 1 1 0 0.429320817 0.858274189 NA up no SOCS3 protein_coding chr17:78356778-
78360077:-

gi|45439352|ref|NP_
003946.3| 1015 4.00E-128

suppressor of
cytokine signaling 3
[Homo sapiens]

gi|528078360|ref|N
M_003955.4| 2734 0

Homo sapiens
suppressor of
cytokine signaling 3
(SOCS3), mRNA

O14543 395 2.00E-129 Suppressor of
cytokine signaling 3 . . . . pfam00017 SH2 SH2 domain.

GO:0060670|branch
ing involved in
labyrinthine layer
morphogenesis;GO:
0019221|cytokine-
mediated signaling
pathway;GO:000725
9|JAK-STAT
cascade;GO:004306
6|negative
regulation of
apoptotic
process;GO:005072
8|negative
regulation of
inflammatory
response;GO:00466
27|negative
regulation of insulin
receptor signaling
pathway;GO:004642
6|negative
regulation of JAK-
STAT
cascade;GO:004251
2|negative
regulation of
tyrosine
phosphorylation of
Stat1
protein;GO:0042518
|negative regulation
of tyrosine
phosphorylation of
Stat3

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;

GO:0004860|protein
kinase inhibitor
activity;

K04696
SOCS3, CIS3;
suppressor of
cytokine signaling 3

ENSG00000184634 24 26 15 25 19.68506823 12 17 17 17 1.074856724 0.00448336 0.020163504 up yes MED12 protein_coding chrX:71118556-
71142454:+

gi|530421857|ref|XP
_005262374.1| 9686 0

PREDICTED:
mediator of RNA
polymerase II
transcription
subunit 12 isoform
X1 [Homo sapiens]

gi|530421856|ref|X
M_005262317.1| 6977 0

PREDICTED:
Homo sapiens
mediator complex
subunit 12
(MED12), transcript
variant X1, mRNA

A2AGH6 246 5.00E-74

Mediator of RNA
polymerase II
transcription
subunit 12

. . . . pfam12145 Med12-LCEWAV

Eukaryotic Mediator
12 subunit domain.
This domain is
found in
eukaryotes, and is
typically between
325 and 354 amino
acids in length. The
function of this
particular region of
the Mediator
subunit Med12 is
not known, but
there is a conserved
sequence motif:
LCEWAV, from
which the name
derives.

GO:0030521|androg
en receptor
signaling
pathway;GO:009024
5|axis elongation
involved in
somitogenesis;GO:0
060070|canonical
Wnt signaling
pathway;GO:199040
3|embryonic brain
development;GO:00
48702|embryonic
neurocranium
morphogenesis;GO:
0048568|embryonic
organ
development;GO:00
07492|endoderm
development;GO:00
07507|heart
development;GO:00
30518|intracellular
steroid hormone
receptor signaling
pathway;GO:003017
8|negative
regulation of Wnt
signaling
pathway;GO:000184
3|neural tube
closure;GO:0021915
|neural tube
development;GO:00
14003|oligodendroc

GO:0005813|centros
ome;GO:0016592|m
ediator
complex;GO:001602
0|membrane;GO:00
05730|nucleolus;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0000151|ubi
quitin ligase
complex;

GO:0003682|chrom
atin
binding;GO:000802
2|protein C-
terminus
binding;GO:001990
4|protein domain
specific
binding;GO:000487
2|receptor
activity;GO:0000980
|RNA polymerase II
distal enhancer
sequence-specific
DNA
binding;GO:000110
5|RNA polymerase
II transcription
coactivator
activity;GO:0001104
|RNA polymerase II
transcription
cofactor
activity;GO:0046966
|thyroid hormone
receptor
binding;GO:000371
3|transcription
coactivator
activity;GO:0003712
|transcription
cofactor
activity;GO:0008134
|transcription factor
binding;GO:000119

K15162

MED12; mediator of
RNA polymerase II
transcription
subunit 12

ENSG00000184828 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ZBTB7C protein_coding chr18:48026673-
48410752:-

gi|767998378|ref|XP
_011524163.1| 2948 0

PREDICTED: zinc
finger and BTB
domain-containing
protein 7C isoform
X2 [Homo sapiens]

gi|189011947|emb|A
M988838.1| 4353 0

Homo sapiens
mRNA for zinc
finger and BTB
domain containing
7C (ZBTB7C gene),
5'-UTR variant u1-
394.2

A1YPR0 55.5 1.00E-07
Zinc finger and BTB
domain-containing
protein 7C

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0009607|respon
se to biotic stimulus;

GO:0016021|integral
component of
membrane;

. K10494
ZBTB7; zinc finger
and BTB domain-
containing protein 7

ENSG00000184838 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no PRR16 protein_coding chr5:120464278-
120687332:+

gi|119569290|gb|EA
W48905.1| 1078 2.00E-139

hCG1641730,
isoform CRA_b
[Homo sapiens]

gi|7638238|gb|AF24
2769.1|AF242769 1761 0

Homo sapiens
mesenchymal stem
cell protein DSC54
mRNA, complete
cds

Q569H4 191 4.00E-58 Protein Largen . . . . pfam15252 DUF4589

Domain of
unknown function
(DUF4589). This
protein family is a
domain of
unknown function.
The precise
function of the
protein domain
remains to be
elucidated. This
family of proteins is
found in eukaryotes
and are typically
between 215 and
293 amino acids in
length. The protein
contains two
conserved sequence
motifs: SSS and
KST.

GO:0045793|positiv
e regulation of cell
size;GO:0045727|po
sitive regulation of
translation;

. . . .



ENSG00000184916 0 0 0 0 0.500405085 1 0 2 2 -2.199434153 0.304044781 NA down no JAG2 protein_coding chr14:105140981-
105168824:-

gi|21704277|ref|NP_
002217.3| 5601 0

protein jagged-2
isoform a precursor
[Homo sapiens]

gi|392513689|ref|N
M_002226.4| 5835 0

Homo sapiens
jagged 2 (JAG2),
transcript variant 1,
mRNA

Q9Y219 221 2.00E-70 Protein jagged-2 . . . . pfam07657 MNNL

N terminus of
Notch ligand. This
entry represents a
region of conserved
sequence at the N
terminus of several
Notch ligand
proteins.

GO:0009912|auditor
y receptor cell fate
commitment;GO:00
07049|cell
cycle;GO:0030154|c
ell
differentiation;GO:1
990134|epithelial
cell apoptotic
process involved in
palatal shelf
morphogenesis;GO:
0042492|gamma-
delta T cell
differentiation;GO:0
001701|in utero
embryonic
development;GO:00
16331|morphogenes
is of embryonic
epithelium;GO:0007
220|Notch receptor
processing;GO:0007
219|Notch signaling
pathway;GO:004247
5|odontogenesis of
dentin-containing
tooth;GO:0045747|p
ositive regulation of
Notch signaling
pathway;GO:003015
5|regulation of cell
adhesion;GO:00303
34|regulation of cell
migration;GO:00421

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion
binding;GO:000808
3|growth factor
activity;GO:0005112
|Notch binding;

K06052 JAGGED; jagged

ENSG00000185008 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no ROBO2 protein_coding chr3:75906695-
77649964:+

gi|586946387|ref|NP
_001276969.1| 6721 0

roundabout
homolog 2 isoform
4 precursor [Homo
sapiens]

gi|34367993|emb|BX
648828.1| 9540 0

Homo sapiens
mRNA; cDNA
DKFZp686I14109
(from clone
DKFZp686I14109)

Q7TPD3 264 2.00E-78 Roundabout
homolog 2 . . . . pfam07679 I-set Immunoglobulin I-

set domain.

GO:0007411|axon
guidance;GO:00161
99|axon midline
choice point
recognition;GO:000
7420|brain
development;GO:00
07156|homophilic
cell adhesion via
plasma membrane
adhesion
molecules;GO:0001
656|metanephros
development;GO:00
50925|negative
regulation of
negative
chemotaxis;GO:002
1891|olfactory bulb
interneuron
development;GO:00
50772|positive
regulation of
axonogenesis;GO:00
31290|retinal
ganglion cell axon
guidance;GO:00353
85|Roundabout
signaling
pathway;GO:000165
7|ureteric bud
development;

GO:0030673|axolem
ma;GO:0009986|cell
surface;GO:0070062
|extracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0042802|identic
al protein binding; K06754

ROBO2;
roundabout, axon
guidance receptor 2

ENSG00000185009 13 22 6 10 10.88450281 7 10 7 10 1.139645314 0.029112709 0.076575247 up no AP3M1 protein_coding chr10:74120255-
74151063:-

gi|675708573|ref|XP
_002756248.2| 2285 0

PREDICTED: AP-3
complex subunit
mu-1 isoform X1
[Callithrix jacchus]

gi|113951732|ref|N
M_012095.4| 5122 0

Homo sapiens
adaptor-related
protein complex 3,
mu 1 subunit
(AP3M1), transcript
variant 2, mRNA

P53676 92.4 8.00E-21 AP-3 complex
subunit mu-1 . . . . pfam00928 Adap_comp_sub

Adaptor complexes
medium subunit
family. This family
also contains
members which are
coatomer subunits.

GO:0008089|anterog
rade axon cargo
transport;GO:00484
90|anterograde
synaptic vesicle
transport;GO:00068
86|intracellular
protein transport;

GO:1904115|axon
cytoplasm;GO:0030
131|clathrin adaptor
complex;GO:003065
9|cytoplasmic
vesicle
membrane;GO:0005
794|Golgi
apparatus;GO:00057
65|lysosomal
membrane;

. K12398 AP3M; AP-3
complex subunit mu

ENSG00000185046 1 5 2 21 19.72680621 61 42 15 46 -2.155237971 0.001603991 0.009668503 down yes ANKS1B protein_coding chr12:98726457-
99984654:-

gi|114646449|ref|XP
_001150610.1| 6178 0

PREDICTED:
ankyrin repeat and
sterile alpha motif
domain-containing
protein 1B isoform
X11 [Pan
troglodytes]

gi|323276627|ref|N
M_152788.4| 3885 0

Homo sapiens
ankyrin repeat and
sterile alpha motif
domain containing
1B (ANKS1B),
transcript variant 1,
mRNA

P0C6S7 70.1 7.00E-13

Ankyrin repeat and
sterile alpha motif
domain-containing
protein 1B

all2748 109 4.00E-24 COG0666 pfam00640 PID
Phosphotyrosine
interaction domain
(PTB/PID).

GO:1900383|regulati
on of synaptic
plasticity by
receptor localization
to synapse;

GO:0015030|Cajal
body;GO:0030054|c
ell
junction;GO:000573
7|cytoplasm;GO:004
3197|dendritic
spine;GO:0014069|p
ostsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0046875|ephrin
receptor binding; . .

ENSG00000185100 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ADSSL1 protein_coding chr14:104724186-
104747325:+

gi|40316944|ref|NP_
954634.1| 2503 0

adenylosuccinate
synthetase isozyme
1 isoform 1 [Homo
sapiens]

gi|21755535|dbj|AK
096124.1| 2585 0

Homo sapiens
cDNA FLJ38805 fis,
clone
LIVER2005625,
highly similar to
Adenylosuccinate
synthetase isozyme
1 (EC 6.3.4.4)

B5DGM3 314 2.00E-119
Adenylosuccinate
synthetase isozyme
1 B

SPAC144.03 474 2.00E-161 COG0104 pfam00709 Adenylsucc_synt Adenylosuccinate
synthetase.

GO:0044208|'de
novo' AMP
biosynthetic
process;

GO:0005737|cytopla
sm;

GO:0004019|adenyl
osuccinate synthase
activity;GO:0005525
|GTP
binding;GO:000028
7|magnesium ion
binding;

K01939

purA, ADSS;
adenylosuccinate
synthase
[EC:6.3.4.4]

ENSG00000185104 9 20 8 19 16.52160208 19 29 17 23 -0.147631147 0.706525722 0.793869678 down no FAF1 protein_coding chr1:50437028-
50960263:-

gi|795440944|ref|XP
_011762462.1| 3312 0

PREDICTED: FAS-
associated factor 1
[Macaca
nemestrina]

gi|212547699|emb|A
L049637.44| 4493 0

Human DNA
sequence from
clone RP5-850O15
on chromosome
1p32.3-34.2,
complete sequence

Q9UNN5 327 7.00E-102 FAS-associated
factor 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006915|apopto
tic
process;GO:000821
9|cell
death;GO:0007253|c
ytoplasmic
sequestering of NF-
kappaB;GO:004306
5|positive regulation
of apoptotic
process;GO:001094
2|positive regulation
of cell
death;GO:1902043|p
ositive regulation of
extrinsic apoptotic
signaling pathway
via death domain
receptors;GO:00313
34|positive
regulation of
protein complex
assembly;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:003015
5|regulation of cell
adhesion;GO:00421
76|regulation of
protein catabolic
process;

GO:0031265|CD95
death-inducing
signaling
complex;GO:000582
9|cytosol;GO:00056
35|nuclear
envelope;GO:00056
34|nucleus;GO:0048
471|perinuclear
region of
cytoplasm;GO:0034
098|VCP-NPL4-
UFD1 AAA ATPase
complex;

GO:0031072|heat
shock protein
binding;GO:005105
9|NF-kappaB
binding;GO:001990
1|protein kinase
binding;GO:001988
7|protein kinase
regulator
activity;GO:0043130
|ubiquitin
binding;GO:003162
5|ubiquitin protein
ligase binding;

. .

ENSG00000185122 0 0 0 1 0.305076892 1 0 0 1 -0.147568856 0.95359243 NA down no HSF1 protein_coding chr8:144291591-
144314722:+

gi|5031767|ref|NP_0
05517.1| 2574 0

heat shock factor
protein 1 [Homo
sapiens]

gi|34531569|dbj|AK
125467.1| 3448 0

Homo sapiens
cDNA FLJ43478 fis,
clone
OCBBF3000323,
highly  similar to
HEAT SHOCK
FACTOR
PROTEIN 1

P38532 182 7.00E-52 Heat shock factor
protein 1 SPAC2E12.02.02 135 1.00E-32 COG5169 pfam06546 Vert_HS_TF

Vertebrate heat
shock transcription
factor. This family
represents the C-
terminal region of
vertebrate heat
shock transcription
factors. Heat shock
transcription factors
regulate the
expression of heat
shock proteins - a
set of proteins that
protect the cell from
damage caused by
stress and aid the
cell's recovery after
the removal of
stress. This C-
terminal region is
found with the N-
terminal
pfam00447, and
may contain a three-
stranded coiled-coil
trimerization
domain and a CE2
regulatory region,
the latter of which is
involved in
sustained heat
shock response.

GO:1904385|cellular
response to
angiotensin;GO:007
1392|cellular
response to
estradiol
stimulus;GO:003460
5|cellular response
to
heat;GO:0070301|cel
lular response to
hydrogen
peroxide;GO:00712
22|cellular response
to
lipopolysaccharide;
GO:0035865|cellular
response to
potassium
ion;GO:0071478|cell
ular response to
radiation;GO:00069
52|defense
response;GO:00018
92|embryonic
placenta
development;GO:00
60136|embryonic
process involved in
female
pregnancy;GO:0007
143|female meiotic
division;GO:000170
1|in utero
embryonic

GO:0005737|cytopla
sm;GO:0000791|euc
hromatin;GO:00007
92|heterochromatin;
GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:004512
0|pronucleus;GO:00
43234|protein
complex;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:199084
1|promoter-specific
chromatin
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:000116
2|RNA polymerase
II intronic
transcription
regulatory region
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:009884
7|sequence-specific
single stranded
DNA
binding;GO:000107
8|transcriptional
repressor activity

K09414
HSF1; heat shock
transcription factor
1

ENSG00000185129 252 211 251 200 219.3513469 167 185 232 182 0.89432106 0.006001901 0.024891273 up no PURA protein_coding chr5:140107777-
140125619:+

gi|545812525|ref|XP
_005661786.1| 1282 3.00E-155

PREDICTED:
transcriptional
activator protein
Pur-alpha isoform
X3 [Sus scrofa]

gi|28191392|gb|AC0
11379.7| 11497 0

Homo sapiens
chromosome 5
clone CTB-131B5,
complete sequence

Q00577 492 2.00E-155
Transcriptional
activator protein
Pur-alpha

. . . . pfam04845 PurA

PurA ssDNA and
RNA-binding
protein. This family
represents most of
the length of the
protein.

GO:0030154|cell
differentiation;GO:0
006270|DNA
replication
initiation;GO:00062
68|DNA unwinding
involved in DNA
replication;GO:0045
892|negative
regulation of
transcription, DNA-
templated;GO:00073
99|nervous system
development;GO:00
08284|positive
regulation of cell
proliferation;GO:00
06351|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0005662|D
NA replication
factor A
complex;GO:004302
5|neuronal cell
body;GO:0000784|n
uclear chromosome,
telomeric
region;GO:0005634|
nucleus;

GO:0003691|double
-stranded telomeric
DNA
binding;GO:004482
2|poly(A) RNA
binding;GO:003242
2|purine-rich
negative regulatory
element
binding;GO:000369
7|single-stranded
DNA
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000813
4|transcription
factor
binding;GO:000090
0|translation
repressor activity,
nucleic acid
binding;

. .



ENSG00000185236 0 0 2 0 0.354187914 0 0 0 0 2.268839472 0.517791977 NA up no RAB11B protein_coding chr19:8389981-
8404434:+

gi|395841772|ref|XP
_003793707.1| 1301 1.00E-174

PREDICTED: ras-
related protein Rab-
11B [Otolemur
garnettii]

gi|426387017|ref|X
M_004059927.1| 1662 0

PREDICTED:
Gorilla gorilla
gorilla RAB11B,
member RAS
oncogene family
(RAB11B), mRNA

O35509 347 6.00E-119 Ras-related protein
Rab-11B SPAC18G6.03 260 3.00E-87 COG1100 pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0071468|cellular
response to acidic
pH;GO:0045054|con
stitutive secretory
pathway;GO:009015
0|establishment of
protein localization
to
membrane;GO:0035
773|insulin secretion
involved in cellular
response to glucose
stimulus;GO:003240
2|melanosome
transport;GO:00018
81|receptor
recycling;GO:00450
55|regulated
secretory
pathway;GO:004407
0|regulation of
anion
transport;GO:20011
35|regulation of
endocytic
recycling;GO:20000
08|regulation of
protein localization
to cell
surface;GO:1990126
|retrograde
transport, endosome
to plasma
membrane;GO:0007
264|small GTPase

GO:0016235|aggres
ome;GO:0030054|ce
ll
junction;GO:000591
3|cell-cell adherens
junction;GO:000573
7|cytoplasm;GO:001
6023|cytoplasmic
membrane-bounded
vesicle;GO:0070062|
extracellular
exosome;GO:00058
15|microtubule
organizing
center;GO:0005739|
mitochondrion;GO:
0045335|phagocytic
vesicle;GO:0030670|
phagocytic vesicle
membrane;GO:0005
886|plasma
membrane;GO:0055
037|recycling
endosome;GO:0055
038|recycling
endosome
membrane;GO:0008
021|synaptic
vesicle;GO:0030672|
synaptic vesicle
membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00190
03|GDP
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0031489
|myosin V binding;

K07905
RAB11B; Ras-
related protein Rab-
11B

ENSG00000185246 4 9 8 14 24.26044454 61 40 35 59 -1.971272783 1.39E-06 4.26E-05 down yes PRPF39 protein_coding chr14:45084099-
45116282:+

gi|156938331|ref|NP
_060392.3| 3301 0

pre-mRNA-
processing factor 39
[Homo sapiens]

gi|34783727|gb|BC0
28683.2| 3471 0

Homo sapiens
PRP39 pre-mRNA
processing factor 39
homolog (S.
cerevisiae), mRNA
(cDNA clone
IMAGE:4821362)

Q86UA1 186 4.00E-53 Pre-mRNA-
processing factor 39 . . . . pfam10359 Fmp27_WPPW

RNA pol II
promoter Fmp27
protein domain.
Fmp27_WPPW is a
conserved domain
of a family of
proteins involved in
RNA polymerase II
transcription
initiation. It
contains
characteristic HQR
and WPPW
sequence motifs.
and is towards the
C-terminal in
members which
contain Fmp27_SW
pfam10305.

GO:0000395|mRNA
5'-splice site
recognition;

GO:0000243|commi
tment
complex;GO:000568
5|U1
snRNP;GO:0071004
|U2-type
prespliceosome;

. K13217
PRPF39, PRP39;
pre-mRNA-
processing factor 39

ENSG00000185304 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no RGPD2 protein_coding chr2:87755955-
87825952:-

gi|262118271|ref|NP
_001071638.2| 8654 0

RANBP2-like and
GRIP domain-
containing protein 2
[Homo sapiens]

gi|262118264|ref|N
M_001024457.3| 6616 0

Homo sapiens
RANBP2-like and
GRIP domain
containing 1
(RGPD1), mRNA

P0DJD0 303 5.00E-93
RANBP2-like and
GRIP domain-
containing protein 1

YDR002w 147 4.00E-38 COG5171 pfam00638 Ran_BP1 RanBP1 domain. GO:0000042|protein
targeting to Golgi;

GO:0005622|intracel
lular; . K12172

RANBP2, NUP358;
E3 SUMO-protein
ligase RanBP2

ENSG00000185352 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no HS6ST3 protein_coding chr13:96090839-
96839562:+

gi|51477043|emb|C
AH18468.1| 1789 0 hypothetical protein

[Homo sapiens]
gi|371123104|ref|N
M_153456.3| 7804 0

Homo sapiens
heparan sulfate 6-
O-sulfotransferase 3
(HS6ST3), mRNA

Q8IZP7 440 7.00E-136 Heparan-sulfate 6-
O-sulfotransferase 3 . . . . pfam03567 Sulfotransfer_2

Sulfotransferase
family. This family
includes a variety of
sulfotransferase
enzymes.
Chondroitin 6-
sulfotransferase
catalyses the
transfer of sulfate to
position 6 of the N-
acetylgalactosamine
residue of
chondroitin. This
family also includes
Heparan sulfate 2-
O-sulfotransferase
(HS2ST) and
Heparan sulfate 6-
sulfotransferase
(HS6ST). Heparan
sulfate (HS) is a co-
receptor for a
number of growth
factors,
morphogens, and
adhesion proteins.
HS biosynthetic
modifications may
determine the
strength and
outcome of HS-
ligand interactions.
Mice that lack
HS2ST undergo
developmental

GO:0015015|hepara
n sulfate
proteoglycan
biosynthetic
process, enzymatic
modification;

GO:0016021|integral
component of
membrane;

GO:0017095|hepara
n sulfate 6-O-
sulfotransferase
activity;

K08103

HS6ST3; heparan
sulfate 6-O-
sulfotransferase
HS6ST3 [EC:2.8.2.-
]

ENSG00000185499 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MUC1 protein_coding chr1:155185824-
155192916:-

gi|296439295|sp|P15
941.3|MUC1_HUM
AN

5146 0

RecName:
Full=Mucin-1;
Short=MUC-1;
AltName:
Full=Breast
carcinoma-
associated antigen
DF3; AltName:
Full=Cancer antigen
15-3; Short=CA 15-
3; AltName:
Full=Carcinoma-
associated mucin;
AltName:
Full=Episialin;
AltName:
Full=H23AG;
AltName:
Full=Krebs von den
Lungen-6;
Short=KL-6;
AltName:
Full=PEMT;
AltName:
Full=Peanut-
reactive urinary
mucin; Short=PUM;
AltName:
Full=Polymorphic
epithelial mucin;
Short=PEM;
AltName:
Full=Tumor-
associated epithelial
membrane antigen;

gi|189598|gb|J05582
.1|HUMPANMU 3924 0

Human pancreatic
mucin mRNA,
complete cds

P15941 168 3.00E-44 Mucin-1 . . . . pfam03251 Tymo_45kd_70kd

Tymovirus 45/70Kd
protein.
Tymoviruses are
single stranded
RNA viruses. This
family includes a
protein of unknown
function that has
been named based
on its molecular
weight.
Tymoviruses such
as the ononis yellow
mosaic tymovirus
encode only three
proteins. Of these
two are overlapping
this protein overlaps
a larger ORF that is
thought to be the
polymerase.

.

GO:0016324|apical
plasma
membrane;GO:0005
737|cytoplasm;GO:0
016021|integral
component of
membrane;GO:0005
634|nucleus;

. K06568 MUC1; mucin 1,
transmembrane

ENSG00000185513 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no L3MBTL1 protein_coding chr20:43507680-
43550950:+

gi|410055156|ref|XP
_001149165.3| 4270 0

PREDICTED:
lethal(3)malignant
brain tumor-like
protein 1 isoform
X6 [Pan
troglodytes]

gi|3327175|dbj|AB0
14581.1| 4299 0

Homo sapiens
mRNA for
KIAA0681 protein,
partial cds

A2A5N8 149 9.00E-40
Lethal(3)malignant
brain tumor-like
protein 1

. . . . pfam02820 MBT

mbt repeat. The
function of this
repeat is unknown,
but is found in a
number of nuclear
proteins such as
drosophila sex
comb on midleg
protein. The repeat
is found in up to
four copies. The
repeat contains a
completely
conserved glutamate
at its amino
terminus that may
be important for
function.

GO:0016569|covale
nt chromatin
modification;GO:00
06325|chromatin
organization;GO:00
30097|hemopoiesis;
GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00400
29|regulation of
gene expression,
epigenetic;GO:0045
652|regulation of
megakaryocyte
differentiation;GO:0
007088|regulation of
mitotic nuclear
division;GO:000635
1|transcription,
DNA-templated;

GO:0000785|chrom
atin;GO:0000793|co
ndensed
chromosome;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0005886|plasm
a membrane;

GO:0003682|chrom
atin
binding;GO:004239
3|histone
binding;GO:004280
2|identical protein
binding;GO:003506
4|methylated histone
binding;GO:003149
3|nucleosomal
histone
binding;GO:003149
1|nucleosome
binding;GO:003209
3|SAM domain
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000185532 0 0 1 0 0.574360528 2 1 0 1 -1.148264513 0.545810498 NA down no PRKG1 protein_coding chr10:50991358-
52298350:+

gi|10835242|ref|NP_
006249.1| 3094 0

cGMP-dependent
protein kinase 1
isoform 2 [Homo
sapiens]

gi|345842461|ref|N
M_006258.3| 6628 0

Homo sapiens
protein kinase,
cGMP-dependent,
type I (PRKG1),
transcript variant 2,
mRNA

P0C605 124 1.00E-28 cGMP-dependent
protein kinase 1 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0019934|cGMP-
mediated
signaling;GO:00163
58|dendrite
development;GO:00
30900|forebrain
development;GO:00
98779|mitophagy in
response to
mitochondrial
depolarization;GO:0
090331|negative
regulation of
platelet
aggregation;GO:004
5986|negative
regulation of
smooth muscle
contraction;GO:000
1764|neuron
migration;GO:00064
68|protein
phosphorylation;GO
:0043087|regulation
of GTPase
activity;GO:0060087
|relaxation of
vascular smooth
muscle;GO:0007165
|signal transduction;

GO:0005737|cytopla
sm;GO:0005794|Gol
gi
apparatus;GO:00058
86|plasma
membrane;

GO:0005524|ATP
binding;GO:000524
6|calcium channel
regulator
activity;GO:0030553
|cGMP
binding;GO:000469
2|cGMP-dependent
protein kinase
activity;GO:0004672
|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K07376

PRKG1; cGMP-
dependent protein
kinase 1
[EC:2.7.11.12]



ENSG00000185551 4 4 1 11 5.757096682 7 7 9 8 -0.167109261 0.79160375 0.858353598 down no NR2F2 protein_coding chr15:96325938-
96340263:+

gi|635141277|ref|XP
_007988707.1| 1896 0

PREDICTED:
COUP transcription
factor 2 isoform X1
[Chlorocebus
sabaeus]

gi|223555947|ref|N
M_021005.3| 5110 0

Homo sapiens
nuclear receptor
subfamily 2, group
F, member 2
(NR2F2), transcript
variant 1, mRNA

O09018 551 0 COUP transcription
factor 2 . . . . pfam00104 Hormone_recep

Ligand-binding
domain of nuclear
hormone receptor.
This all helical
domain is involved
in binding the
hormone in these
receptors.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
48514|blood vessel
morphogenesis;GO:
0009566|fertilization
;GO:0030900|forebr
ain
development;GO:00
60173|limb
development;GO:00
01893|maternal
placenta
development;GO:00
45736|negative
regulation of cyclin-
dependent protein
serine/threonine
kinase
activity;GO:0010596
|negative regulation
of endothelial cell
migration;GO:00019
37|negative
regulation of
endothelial cell
proliferation;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00017
64|neuron
migration;GO:00606
74|placenta blood

GO:0005634|nucleu
s;

GO:0001972|retinoi
c acid
binding;GO:000487
9|RNA polymerase
II transcription
factor activity,
ligand-activated
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0008270
|zinc ion binding;

K08548
NR2F2, TFCOUP2;
COUP transcription
factor 2

ENSG00000185565 0 0 0 2 0.414432537 1 1 0 0 0.429235051 0.858428797 NA up no LSAMP protein_coding chr3:115802363-
117139389:-

gi|564376821|ref|XP
_006248401.1| 1611 0

PREDICTED:
limbic system-
associated
membrane protein
isoform X1 [Rattus
norvegicus]

gi|257467557|ref|N
M_002338.3| 9446 0

Homo sapiens
limbic system-
associated
membrane protein
(LSAMP), mRNA

Q13449 589 0
Limbic system-
associated
membrane protein

. . . . pfam07679 I-set Immunoglobulin I-
set domain.

GO:0007155|cell
adhesion;

GO:0031225|anchor
ed component of
membrane;GO:0005
886|plasma
membrane;

. K06772

LSAMP, LAMP;
limbic system-
associated
membrane protein

ENSG00000185591 0 0 0 2 3.717381956 14 10 6 5 -3.623121528 0.002313651 0.012360524 down yes SP1 protein_coding chr12:53380176-
53416446:+

gi|28175028|gb|AAH
43224.1| 2812 0 SP1 protein, partial

[Homo sapiens]
gi|218751902|ref|N
M_003109.1| 7598 0

Homo sapiens Sp1
transcription factor
(SP1), transcript
variant 2, mRNA

P08047 181 2.00E-51 Transcription factor
Sp1 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0032869|cellular
response to insulin
stimulus;GO:004392
3|positive regulation
by host of viral
transcription;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:01000
57|regulation of
phenotypic
switching by
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00485
11|rhythmic
process;GO:004279
5|snRNA
transcription from
RNA polymerase II
promoter;GO:00160
32|viral process;

GO:0005737|cytopla
sm;GO:0000790|nuc
lear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0032993|protein
-DNA complex;

GO:0043425|bHLH
transcription factor
binding;GO:000104
6|core promoter
sequence-specific
DNA
binding;GO:000367
7|DNA
binding;GO:000369
0|double-stranded
DNA
binding;GO:004282
6|histone
deacetylase
binding;GO:007183
7|HMG box domain
binding;GO:004687
2|metal ion
binding;GO:000802
2|protein C-
terminus
binding;GO:004280
3|protein
homodimerization
activity;GO:0000978
|RNA polymerase II
core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA

K04684 SP1; transcription
factor Sp1

ENSG00000185619 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no PCGF3 protein_coding chr4:705748-
770640:+

gi|686715021|ref|XP
_009237989.1| 1547 0

PREDICTED: LOW
QUALITY
PROTEIN:
polycomb group
RING finger protein
3 [Pongo abelii]

gi|59710102|ref|NM
_006315.4| 5663 0

Homo sapiens
polycomb group
ring finger 3
(PCGF3), mRNA

Q3KNV8 233 5.00E-75
Polycomb group
RING finger protein
3

. . . . pfam00097 zf-C3HC4

Zinc finger, C3HC4
type (RING finger).
The C3HC4 type
zinc-finger (RING
finger) is a cysteine-
rich domain of 40 to
60 residues that
coordinates two
zinc ions, and has
the consensus
sequence: C-X2-C-
X(9-39)-C-X(1-3)-
H-X(2-3)-C-X2-C-
X(4-48)-C-X2-C
where X is any
amino acid. Many
proteins containing
a RING finger play
a key role in the
ubiquitination
pathway.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;GO:0031519|PcG
protein complex;

GO:0008270|zinc
ion binding; K11488

PCGF3; polycomb
group RING finger
protein 3

ENSG00000185624 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no P4HB protein_coding chr17:81843159-
81860694:-

gi|426346301|ref|XP
_004040818.1| 2441 0

PREDICTED:
protein disulfide-
isomerase [Gorilla
gorilla gorilla]

gi|121256637|ref|N
M_000918.3| 2577 0

Homo sapiens
prolyl 4-
hydroxylase, beta
polypeptide (P4HB),
mRNA

P07237 183 7.00E-54 Protein disulfide-
isomerase SPAC1F5.02 268 7.00E-79 COG0526 pfam13848 Thioredoxin_6 Thioredoxin-like

domain.
GO:0045454|cell
redox homeostasis;

GO:0005783|endopl
asmic
reticulum;GO:00057
88|endoplasmic
reticulum
lumen;GO:0042470|
melanosome;GO:00
05886|plasma
membrane;

GO:0003756|protein
disulfide isomerase
activity;GO:0046982
|protein
heterodimerization
activity;

K09580

PDIA1, P4HB;
protein disulfide-
isomerase A1
[EC:5.3.4.1]

ENSG00000185630 25 30 21 42 34.12819947 45 53 34 40 -0.014711228 0.96041411 0.974447046 down no PBX1 protein_coding chr1:164555584-
164899296:+

gi|4505623|ref|NP_0
02576.1| 2010 0

pre-B-cell leukemia
transcription factor
1 isoform 1 [Homo
sapiens]

gi|51476602|emb|CR
749446.1| 8034 0

Homo sapiens
mRNA; cDNA
DKFZp686B09108
(from clone
DKFZp686B09108)

P41778 192 4.00E-58
Pre-B-cell leukemia
transcription factor
1

. . . . pfam03792 PBC

PBC domain. The
PBC domain is a
member of the
TALE (three-amino-
acid loop extension)
superclass of
homeodomain
proteins.

GO:0007399|nervou
s system
development;GO:00
14036|neural crest
cell fate
specification;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09355

PBX1; pre-B-cell
leukemia
transcription factor
1

ENSG00000185650 41 47 20 36 33.51578484 34 26 32 28 0.829766827 0.021512543 0.062242958 up no ZFP36L1 protein_coding chr14:68787660-
68796253:-

gi|347659013|ref|NP
_001231630.1| 1584 0

zinc finger protein
36, C3H1 type-like 1
isoform 2 [Homo
sapiens]

gi|347659002|ref|N
M_004926.3| 3190 0

Homo sapiens
ZFP36 ring finger
protein-like 1
(ZFP36L1),
transcript variant 1,
mRNA

Q07352 214 2.00E-66
mRNA decay
activator protein
ZFP36L1

ECU01g0830 95.1 6.00E-20 COG5063 pfam04553 Tis11B_N

Tis11B like protein,
N terminus.
Members of this
family always
contain a tandem
repeat of CCCH
zinc fingers
pfam00642. Tis11B,
Tis11D and their
homologues are
thought to be
regulatory proteins
involved in the
response to growth
factors. The
function of the N
terminus is
unknown.

GO:0061158|3 -
UTR-mediated
mRNA
destabilization;GO:0
006915|apoptotic
process;GO:000828
3|cell
proliferation;GO:00
71320|cellular
response to
cAMP;GO:0071364|
cellular response to
epidermal growth
factor
stimulus;GO:004434
4|cellular response
to fibroblast growth
factor
stimulus;GO:007138
5|cellular response
to glucocorticoid
stimulus;GO:007145
6|cellular response
to
hypoxia;GO:003286
9|cellular response
to insulin
stimulus;GO:007137
5|cellular response
to peptide hormone
stimulus;GO:190462
8|cellular response
to phorbol 13-
acetate 12-
myristate;GO:00974

GO:0005737|cytopla
sm;GO:0000932|cyt
oplasmic mRNA
processing
body;GO:0005829|c
ytosol;GO:0030529|r
ibonucleoprotein
complex;GO:000563
4|nucleus;

GO:0071889|14-3-3
protein
binding;GO:000367
7|DNA
binding;GO:004687
2|metal ion
binding;GO:003592
5|mRNA 3'-UTR
AU-rich region
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:000372
9|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K18753 ZFP36L; butyrate
response factor 1

ENSG00000185651 64 74 64 58 72.0762998 75 85 83 82 0.274985622 0.330942817 0.459245987 up no UBE2L3 protein_coding chr22:21549447-
21624034:+

gi|373432684|ref|NP
_001243284.1| 957 8.00E-119

ubiquitin-
conjugating enzyme
E2 L3 isoform 4
[Homo sapiens]

gi|373432687|ref|NR
_046082.1| 3451 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2L 3 (UBE2L3),
transcript variant 5,
non-coding RNA

P68037 284 7.00E-88
Ubiquitin-
conjugating enzyme
E2 L3

SPBC119.02 82.4 1.00E-16 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0044770|cell
cycle phase
transition;GO:00082
83|cell
proliferation;GO:00
71385|cellular
response to
glucocorticoid
stimulus;GO:007138
3|cellular response
to steroid hormone
stimulus;GO:190395
5|positive regulation
of protein targeting
to
mitochondrion;GO:
0031398|positive
regulation of
protein
ubiquitination;GO:0
051443|positive
regulation of
ubiquitin-protein
transferase
activity;GO:0070979
|protein K11-linked
ubiquitination;GO:0
000209|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin dependent

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
34|nucleus;

GO:0005524|ATP
binding;GO:004482
2|poly(A) RNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0061631
|ubiquitin
conjugating enzyme
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:009702
7|ubiquitin-protein
transferase activator
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K04552

UBE2L3, UBCH7;
ubiquitin-
conjugating enzyme
E2 L3 [EC:2.3.2.23]

ENSG00000185658 0 0 0 0 0.202961082 2 0 0 0 -0.899764408 0.798840138 NA down no BRWD1 protein_coding chr21:39184176-
39321559:-

gi|14970562|emb|C
AC44371.1| 10855 0

WDR9 protein,
form A [Homo
sapiens]

gi|335057561|ref|N
M_033656.3| 12929 0

Homo sapiens
bromodomain and
WD repeat domain
containing 1
(BRWD1),
transcript variant 2,
mRNA

Q9NSI6 178 7.00E-47
Bromodomain and
WD repeat-
containing protein 1

all0283_3 129 2.00E-29 COG2319 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007010|cytosk
eleton
organization;GO:00
08360|regulation of
cell
shape;GO:0006357|r
egulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005634|
nucleus;

. K11798

BRWD1_3;
bromodomain and
WD repeat domain
containing protein
1/3



ENSG00000185668 6 5 2 5 3.51452213 4 3 0 1 1.741367112 0.051169517 0.115815231 up no POU3F1 protein_coding chr1:38044611-
38046794:-

gi|655879534|ref|XP
_002720688.2| 1199 4.00E-154

PREDICTED: POU
domain, class 3,
transcription factor
1 [Oryctolagus
cuniculus]

gi|16501094|emb|AL
139158.11| 2184 0

Human DNA
sequence from
clone RP5-884C9
on chromosome
1p34.1-35.3,
complete sequence

Q03052 458 2.00E-152
POU domain, class
3, transcription
factor 1

. . . . pfam00157 Pou
Pou domain - N-
terminal to
homeobox domain.

GO:0008366|axon
ensheathment;GO:0
030900|forebrain
development;GO:00
30216|keratinocyte
differentiation;GO:0
022011|myelination
in peripheral
nervous
system;GO:0010628|
positive regulation
of gene
expression;GO:0045
893|positive
regulation of
transcription, DNA-
templated;

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0001105|RNA
polymerase II
transcription
coactivator
activity;GO:0043565
|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09365

POU3F, OTF; POU
domain
transcription factor,
class 3

ENSG00000185716 0 4 0 2 2.317235337 3 3 5 5 -0.980788251 0.330504057 0.459245987 down no C16orf52 protein_coding chr16:22007638-
22087534:+

gi|148236001|ref|NP
_001079768.1| 869 9.00E-105

uncharacterized
protein C16orf52
homolog B
[Xenopus laevis]

gi|257196135|ref|N
M_001164579.1| 4360 0

Homo sapiens
chromosome 16
open reading frame
52 (C16orf52),
mRNA

Q7SZ07 219 4.00E-70
Uncharacterized
protein C16orf52
homolog B

. . . . pfam06197 DUF998

Protein of unknown
function (DUF998).
Family of
conserved archaeal
proteins.

GO:0006281|DNA
repair;GO:0006406|
mRNA export from
nucleus;GO:000018
4|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0018105|
peptidyl-serine
phosphorylation;GO
:0046854|phosphati
dylinositol
phosphorylation;GO
:0046777|protein
autophosphorylatio
n;GO:0006950|respo
nse to
stress;GO:0000723|t
elomere
maintenance;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0042162
|telomeric DNA
binding;

. .

ENSG00000185728 1 9 3 27 30.96863494 85 74 30 75 -2.380159737 0.000118623 0.001183501 down yes YTHDF3 protein_coding chr8:63168553-
63212786:+

gi|355697988|gb|EH
H28536.1| 2122 0

hypothetical protein
EGK_18992, partial
[Macaca mulatta]

gi|481026578|ref|N
M_001277815.1| 5193 0

Homo sapiens YTH
N(6)-
methyladenosine
RNA binding
protein 3
(YTHDF3),
transcript variant 4,
mRNA

Q5RFL8 209 7.00E-63
YTH domain-
containing family
protein 3

. . . . pfam04146 YTH

YT521-B-like
domain. A protein
of the YTH family
has been shown to
selectively remove
transcripts of
meiosis-specific
genes expressed in
mitotic cells. It has
been speculated that
in higher eukaryotic
YTH-family
members may be
involved in similar
mechanisms to
suppress gene
regulation during
gametogenesis or
general silencing.
The rat protein
YT521-B is a
tyrosine-
phosphorylated
nuclear protein, that
interacts with the
nuclear
transcriptosomal
component scaffold
attachment factor B,
and the 68-kDa Src
substrate associated
during mitosis,
Sam68. In vivo
splicing assays
demonstrated that

. .

GO:1990247|N6-
methyladenosine-
containing RNA
binding;

. .

ENSG00000185737 0 0 0 0 0.503903895 3 0 1 1 -2.207648418 0.312316943 NA down no NRG3 protein_coding chr10:81875314-
82987179:+

gi|530392887|ref|XP
_005269501.1| 3110 0

PREDICTED: pro-
neuregulin-3,
membrane-bound
isoform isoform X2
[Homo sapiens]

gi|34528330|dbj|AK
122886.1| 3512 0

Homo sapiens
cDNA FLJ16534 fis,
clone
OCBBF2029471,
highly similar to
Pro-neuregulin-3,
membrane-bound
isoform precursor

P56975 1202 0
Pro-neuregulin-3,
membrane-bound
isoform

. . . . pfam02158 Neuregulin Neuregulin family.

GO:0048513|organ
development;GO:00
21842|chemorepulsi
on involved in
interneuron
migration from the
subpallium to the
cortex;GO:0035556|i
ntracellular signal
transduction;GO:00
60596|mammary
placode
formation;GO:2001
223|negative
regulation of
neuron
migration;GO:00073
89|pattern
specification
process;GO:000155
8|regulation of cell
growth;

GO:0005576|extrace
llular
region;GO:0005615|
extracellular
space;GO:0005887|i
ntegral component
of plasma
membrane;GO:0005
622|intracellular;

GO:0045499|chemo
repellent
activity;GO:0008083
|growth factor
activity;GO:0005102
|receptor
binding;GO:003097
1|receptor tyrosine
kinase
binding;GO:003029
7|transmembrane
receptor protein
tyrosine kinase
activator activity;

K05457 NRG3; neuregulin 3

ENSG00000185774 0 0 0 0 0.393909455 1 2 0 1 -1.859445347 0.417678656 NA down no KCNIP4 protein_coding chr4:20728616-
21948799:-

gi|24586671|ref|NP_
079497.2| 1342 0

Kv channel-
interacting protein 4
isoform 1 [Homo
sapiens]

gi|78190485|ref|NM
_001035003.1| 2402 0

Homo sapiens Kv
channel interacting
protein 4 (KCNIP4),
transcript variant 5,
mRNA

Q8HYN7 409 2.00E-136 Kv channel-
interacting protein 4 SPAC18B11.04 168 1.00E-46 COG5126 pfam13499 EF-hand_7 EF-hand domain

pair.

GO:0072659|protein
localization to
plasma
membrane;GO:1901
379|regulation of
potassium ion
transmembrane
transport;

GO:0005829|cytosol
;GO:0005886|plasm
a
membrane;GO:0008
076|voltage-gated
potassium channel
complex;

GO:0005509|calciu
m ion
binding;GO:000526
7|potassium channel
activity;GO:0015459
|potassium channel
regulator
activity;GO:0005244
|voltage-gated ion
channel activity;

. .

ENSG00000185787 5 9 11 13 11.86615115 21 11 14 18 -0.223544387 0.624243702 0.732220991 down no MORF4L1 protein_coding chr15:78810487-
78898133:+

gi|45643135|ref|NP_
996670.1| 1934 0

mortality factor 4-
like protein 1
isoform 2 [Homo
sapiens]

gi|21755162|dbj|AK
095823.1| 2265 0

Homo sapiens
cDNA FLJ38504 fis,
clone
HCHON2000156,
highly similar to
Mortality factor 4-
like protein 1

P60762 558 0 Mortality factor 4-
like protein 1 . . . . pfam05712 MRG

MRG. This family
consists of three
different eukaryotic
proteins (mortality
factor 4
(MORF4/MRG15),
male-specific lethal
3(MSL-3) and
ESA1-associated
factor 3(EAF3)). It
is thought that the
MRG family is
involved in
transcriptional
regulation via
histone acetylation.
It contains 2
chromo domains
and a leucine zipper
motif.

GO:0008283|cell
proliferation;GO:00
06338|chromatin
remodeling;GO:000
6342|chromatin
silencing;GO:00007
24|double-strand
break repair via
homologous
recombination;GO:0
016575|histone
deacetylation;GO:00
43968|histone H2A
acetylation;GO:0043
967|histone H4
acetylation;GO:0040
008|regulation of
growth;GO:0006351
|transcription, DNA-
templated;

GO:0035267|NuA4
histone
acetyltransferase
complex;GO:000565
4|nucleoplasm;GO:0
016580|Sin3
complex;

GO:0003682|chrom
atin
binding;GO:004748
5|protein N-
terminus binding;

K11339

MORF4L1, MRG15,
EAF3; mortality
factor 4-like protein
1

ENSG00000185811 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no IKZF1 protein_coding chr7:50304124-
50405101:+

gi|544420028|ref|XP
_005549648.1| 2746 0

PREDICTED:
DNA-binding
protein Ikaros
isoform X1 [Macaca
fascicularis]

gi|628601882|ref|N
M_006060.5| 6189 0

Homo sapiens
IKAROS family
zinc finger 1
(Ikaros) (IKZF1),
transcript variant 1,
mRNA

Q13422 490 2.00E-154 DNA-binding
protein Ikaros . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0007049|cell
cycle;GO:0016569|c
ovalent chromatin
modification;GO:00
30218|erythrocyte
differentiation;GO:0
030098|lymphocyte
differentiation;GO:0
007498|mesoderm
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0031618|nuc
lear pericentric
heterochromatin;GO
:0005634|nucleus;G
O:0043234|protein
complex;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K09220
IKZF, ZNFN1A;
IKAROS family
zinc finger protein

ENSG00000185818 3 0 2 1 1.744381916 2 1 0 4 0.503023108 0.691794613 0.7823814 up no NAT8L protein_coding chr4:2059512-
2069089:+

gi|635138915|ref|XP
_008016313.1| 1025 1.00E-125

PREDICTED: LOW
QUALITY
PROTEIN: putative
uncharacterized
protein FLJ22184
[Chlorocebus
sabaeus]

gi|263192220|ref|N
M_178557.3| 5870 0

Homo sapiens N-
acetyltransferase 8-
like (GCN5-related,
putative) (NAT8L),
mRNA

Q8N9F0 347 3.00E-106 N-acetylaspartate
synthetase YPO3444 58.2 2.00E-08 COG0454 pfam00583 Acetyltransf_1

Acetyltransferase
(GNAT) family.
This family contains
proteins with N-
acetyltransferase
functions such as
Elp3-related
proteins.

.

GO:0005737|cytopla
sm;GO:0016021|inte
gral component of
membrane;GO:0031
966|mitochondrial
membrane;GO:0005
739|mitochondrion;
GO:0030867|rough
endoplasmic
reticulum
membrane;

GO:0017188|asparta
te N-
acetyltransferase
activity;

K18309
NAT8L; aspartate
N-acetyltransferase
[EC:2.3.1.17]



ENSG00000185825 0 0 0 1 0.306876558 0 0 1 1 -0.14757455 0.953528055 NA down no BCAP31 protein_coding chrX:153700497-
153724697:-

gi|213511508|ref|NP
_001132929.1| 1386 0

B-cell receptor-
associated protein
31 isoform a [Homo
sapiens]

gi|374253795|ref|N
M_001139457.2| 1810 0

Homo sapiens B-
cell receptor-
associated protein
31 (BCAP31),
transcript variant 1,
mRNA

P51572 233 1.00E-75
B-cell receptor-
associated protein
31

. . . . pfam05529 Bap31

B-cell receptor-
associated protein
31-like. Bap31 is a
polytopic integral
protein of the
endoplasmic
reticulum
membrane and a
substrate of
caspase-8. Bap31 is
cleaved within its
cytosolic domain,
generating pro-
apoptotic p20
Bap31.

GO:0002474|antigen
processing and
presentation of
peptide antigen via
MHC class
I;GO:0035584|calciu
m-mediated
signaling using
intracellular calcium
source;GO:0006921|
cellular component
disassembly
involved in
execution phase of
apoptosis;GO:00068
88|ER to Golgi
vesicle-mediated
transport;GO:00068
86|intracellular
protein
transport;GO:00324
71|negative
regulation of
endoplasmic
reticulum calcium
ion
concentration;GO:0
043280|positive
regulation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:000720
4|positive regulation

GO:0030136|clathri
n-coated
vesicle;GO:0005829|
cytosol;GO:0005783
|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0033
116|endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:0032
580|Golgi cisterna
membrane;GO:0071
556|integral
component of
lumenal side of
endoplasmic
reticulum
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
811|lipid
particle;GO:0016020
|membrane;GO:000
5739|mitochondrion
;GO:0097038|perinu
clear endoplasmic
reticulum;

. K14009

BCAP31, BAP31; B-
cell receptor-
associated protein
31

ENSG00000185834 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RPL12P4 processed_pseudog
ene

chr20:55074644-
55075140:+

gi|594694964|ref|XP
_007194713.1| 607 5.00E-85

PREDICTED: 60S
ribosomal protein
L12 isoform X2
[Balaenoptera
acutorostrata
scammoni]

gi|169646684|ref|NG
_000962.3| 497 0

Homo sapiens
ribosomal protein
L12 pseudogene 4
(RPL12P4) on
chromosome 20

P30050 236 1.00E-85 60S ribosomal
protein L12 SPCC31H12.04c 175 3.00E-62 COG0080 pfam00298 Ribosomal_L11

Ribosomal protein
L11, RNA binding
domain.

GO:0000184|nuclear
-transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0000027|r
ibosomal large
subunit
assembly;GO:00063
64|rRNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005829|cytosol
;GO:0022625|cytoso
lic large ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00310
12|extracellular
matrix;GO:0005925|
focal
adhesion;GO:00160
20|membrane;GO:0
005730|nucleolus;

GO:0044822|poly(A
) RNA
binding;GO:001984
3|rRNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02870

RP-L12e, RPL12;
large subunit
ribosomal protein
L12e

ENSG00000185842 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no DNAH14 protein_coding chr1:224896262-
225399292:+

gi|223555935|ref|NP
_001364.1| 23366 0

dynein heavy chain
14, axonemal
isoform 1 [Homo
sapiens]

gi|223555934|ref|N
M_001373.1| 13763 0

Homo sapiens
dynein, axonemal,
heavy chain 14
(DNAH14),
transcript variant 1,
mRNA

Q0VDD8 237 9.00E-70 Dynein heavy chain
14, axonemal YKR054c 221 2.00E-56 COG5245 pfam03028 Dynein_heavy

Dynein heavy chain
and region D6 of
dynein motor. This
family represents
the C-terminal
region of dynein
heavy chain. The
chain also contains
ATPase activity and
microtubule binding
ability and acts as a
motor for the
movement of
organelles and
vesicles along
microtubules.
Dynein is also
involved in cilia and
flagella movement.
The dynein subunit
consists of at least
two heavy chains
and a number of
intermediate and
light chains. The
380 kDa motor unit
of dynein belongs
to the AAA class of
chaperone-like
ATPases. The core
of the 380 kDa
motor unit contains
a concatenated
chain of six AAA
modules of which

GO:0001539|cilium
or flagellum-
dependent cell
motility;GO:000701
8|microtubule-based
movement;

GO:0005858|axone
mal dynein
complex;GO:000573
7|cytoplasm;GO:000
5874|microtubule;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0003777
|microtubule motor
activity;

K10408
DNAH; dynein
heavy chain,
axonemal

ENSG00000185920 0 2 0 1 0.961167602 2 3 1 0 -0.581632874 0.705708676 NA down no PTCH1 protein_coding chr9:95442980-
95517057:-

gi|134254432|ref|NP
_001077072.1| 6807 0

protein patched
homolog 1 isoform
L' [Homo sapiens]

gi|62088569|dbj|AB
209495.1| 10628 0

Homo sapiens
mRNA for patched
variant protein

Q13635 2543 0 Protein patched
homolog 1 . . . . pfam12349 Sterol-sensing

Sterol-sensing
domain of SREBP
cleavage-activation.
Sterol regulatory
element-binding
proteins (SREBPs)
are membrane-
bound transcription
factors that promote
lipid synthesis in
animal cells. They
are embedded in the
membranes of the
endoplasmic
reticulum (ER) in a
helical hairpin
orientation and are
released from the
ER by a two-step
proteolytic process.
Proteolysis begins
when the SREBPs
are cleaved at Site-
1, which is located
at a leucine residue
in the middle of the
hydrophobic loop
in the lumen of the
ER. Upon
proteolytic
processing SREBP
can activate the
expression of genes
involved in
cholesterol

GO:0009887|organ
morphogenesis;GO:
0007420|brain
development;GO:00
01658|branching
involved in ureteric
bud
morphogenesis;GO:
0061005|cell
differentiation
involved in kidney
development;GO:00
01709|cell fate
determination;GO:0
072203|cell
proliferation
involved in
metanephros
development;GO:00
71397|cellular
response to
cholesterol;GO:0021
904|dorsal/ventral
neural tube
patterning;GO:0009
953|dorsal/ventral
pattern
formation;GO:0030
326|embryonic limb
morphogenesis;GO:
0048568|embryonic
organ
development;GO:00
09957|epidermal cell
fate

GO:0044295|axonal
growth
cone;GO:0005901|ca
veola;GO:0044294|d
endritic growth
cone;GO:0005576|e
xtracellular
region;GO:0005794|
Golgi
apparatus;GO:00058
87|integral
component of
plasma
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00304
96|midbody;GO:004
8471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0014
069|postsynaptic
density;GO:0072372
|primary cilium;

GO:0015485|cholest
erol
binding;GO:003033
2|cyclin
binding;GO:009710
8|hedgehog family
protein
binding;GO:000815
8|hedgehog receptor
activity;GO:0008201
|heparin
binding;GO:000511
3|patched
binding;GO:003240
3|protein complex
binding;GO:000511
9|smoothened
binding;GO:000827
0|zinc ion binding;

K06225 PTCH1; patched 1

ENSG00000185963 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no BICD2 protein_coding chr9:92711363-
92764812:-

gi|51479166|ref|NP_
001003800.1| 3968 0

protein bicaudal D
homolog 2 isoform
1 [Homo sapiens]

gi|49256411|gb|BC0
73970.1| 6418 0

Homo sapiens
bicaudal D homolog
2 (Drosophila),
mRNA (cDNA
clone MGC:88049
IMAGE:6169195),
complete cds

Q8TD16 1463 0 Protein bicaudal D
homolog 2 . . . . pfam09730 BicD

Microtubule-
associated protein
Bicaudal-D. BicD
proteins consist of
three coiled-coiled
domains and are
involved in dynein-
mediated minus
end-directed
transport from the
Golgi apparatus to
the endoplasmic
reticulum (ER). For
full functioning they
bind with GSK-
3beta pfam05350 to
maintain the
anchoring of
microtubules to the
centromere. It
appears that amino-
acid residues 437-
617 of BicD and the
kinase activity of
GSK-3 are
necessary for the
formation of a
complex between
BicD and GSK-
3beta in intact cells.

GO:0072393|microt
ubule anchoring at
microtubule
organizing
center;GO:0072385|
minus-end-directed
organelle transport
along microtubule;

GO:0005737|cytopla
sm;GO:0031410|cyt
oplasmic
vesicle;GO:0005856|
cytoskeleton;GO:00
05794|Golgi
apparatus;GO:00058
86|plasma
membrane;

GO:0017137|Rab
GTPase binding; K18739 BICD; protein

bicaudal D

ENSG00000185985 0 0 0 1 0.608102758 3 2 0 0 -1.478938126 0.491309694 NA down no SLITRK2 protein_coding chrX:145817832-
145825842:+

gi|33504581|ref|NP_
115928.1| 4099 0

SLIT and NTRK-
like protein 2
precursor [Homo
sapiens]

gi|288872209|ref|NG
_016477.1| 7672 0

Homo sapiens SLIT
and NTRK-like
family, member 2
(SLITRK2),
RefSeqGene on
chromosome X

Q9H156 1335 0 SLIT and NTRK-
like protein 2 . . . . pfam13855 LRR_8 Leucine rich repeat.

GO:0007409|axonog
enesis;GO:0051965|
positive regulation
of synapse
assembly;

GO:0016021|integral
component of
membrane;

. . .

ENSG00000186063 0 0 0 1 0.307018251 1 1 0 0 -0.157277218 0.950501209 NA down no AIDA protein_coding chr1:222668013-
222713210:-

gi|611989582|ref|XP
_001367518.2| 1434 0

PREDICTED: axin
interactor,
dorsalization-
associated protein
isoform X1
[Monodelphis
domestica]

gi|28175499|gb|BC0
43142.1| 4043 0

Homo sapiens axin
interactor,
dorsalization
associated, mRNA
(cDNA clone
IMAGE:5297142),
complete cds

Q4R8C7 62.8 4.00E-10
Axin interactor,
dorsalization-
associated protein

. . . . pfam14186 Aida_C2

Cytoskeletal
adhesion. This is
the C-terminal
domain of the axin-
interacting protein
family, and is a
distinct version of
the C2 domain. This
domain is critical
for interactions with
cytoskeletal in the
context of cellular
adhesion points.

GO:0009953|dorsal/
ventral pattern
formation;GO:0046
329|negative
regulation of JNK
cascade;GO:004350
8|negative
regulation of JUN
kinase
activity;GO:0043496
|regulation of
protein
homodimerization
activity;

GO:0005737|cytopla
sm; . . .

ENSG00000186094 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no AGBL4 protein_coding chr1:48532855-
50023913:-

gi|193787735|dbj|B
AG52938.1| 2737 0

unnamed protein
product [Homo
sapiens]

gi|14041964|dbj|AK
027348.1| 3929 0

Homo sapiens
cDNA FLJ14442 fis,
clone
HEMBB1001126

Q5VU57 447 6.00E-151 Cytosolic
carboxypeptidase 6 RSc2008 117 4.00E-27 COG2866 pfam00246 Peptidase_M14 Zinc

carboxypeptidase.

GO:0035609|C-
terminal protein
deglutamylation;GO
:0051607|defense
response to
virus;GO:0035608|p
rotein
deglutamylation;GO
:0035610|protein
side chain
deglutamylation;

GO:0005814|centrio
le;GO:0036064|ciliar
y basal
body;GO:0005829|c
ytosol;GO:0005794|
Golgi apparatus;

GO:0004181|metallo
carboxypeptidase
activity;GO:0015631
|tubulin
binding;GO:000827
0|zinc ion binding;

. .



ENSG00000186174 0 0 0 0 0.299143147 2 0 0 1 -1.458394129 0.628767972 NA down no BCL9L protein_coding chr11:118893875-
118925608:-

gi|32698936|ref|NP_
872363.1| 5798 0

B-cell
CLL/lymphoma 9-
like protein [Homo
sapiens]

gi|112420980|ref|N
M_182557.2| 7740 0

Homo sapiens B-
cell CLL/lymphoma
9-like (BCL9L),
mRNA

Q86UU0 185 9.00E-53
B-cell
CLL/lymphoma 9-
like protein

. . . . pfam00001 7tm_1

7 transmembrane
receptor (rhodopsin
family). This family
contains, amongst
other G-protein-
coupled receptors
(GCPRs), members
of the opsin family,
which have been
considered to be
typical members of
the rhodopsin
superfamily. They
share several
motifs, mainly the
seven
transmembrane
helices, GCPRs of
the rhodopsin
superfamily. All
opsins bind a
chromophore, such
as 11-cis-retinal.
The function of
most opsins other
than the
photoisomerases is
split into two steps:
light absorption and
G-protein
activation.
Photoisomerases,
on the other hand,
are not coupled to
G proteins they

GO:0060070|canoni
cal Wnt signaling
pathway;GO:003051
2|negative
regulation of
transforming
growth factor beta
receptor signaling
pathway;GO:001071
8|positive regulation
of epithelial to
mesenchymal
transition;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00226
04|regulation of cell
morphogenesis;GO:
0035914|skeletal
muscle cell
differentiation;GO:0
035019|somatic
stem cell population
maintenance;GO:00
06351|transcription,
DNA-templated;

GO:0005730|nucleol
us;GO:0005654|nucl
eoplasm;GO:000563
4|nucleus;

GO:0008013|beta-
catenin
binding;GO:000371
3|transcription
coactivator activity;

. .

ENSG00000186187 5 3 0 7 3.318457784 2 3 3 4 0.833318338 0.330319517 0.459245987 up no ZNRF1 protein_coding chr16:74999030-
75110994:+

gi|767990706|ref|XP
_011521691.1| 1477 0

PREDICTED: E3
ubiquitin-protein
ligase ZNRF1
isoform X1 [Homo
sapiens]

gi|19807786|gb|AC0
09078.6| 5331 0

Homo sapiens
chromosome 16
clone RP11-331F4,
complete sequence

F1MM41 66.6 7.00E-11 E3 ubiquitin-protein
ligase ZNRF1 . . . . pfam13639 zf-RING_2 Ring finger domain.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:007093
6|protein K48-
linked
ubiquitination;GO:0
000209|protein
polyubiquitination;

GO:0030054|cell
junction;GO:000582
9|cytosol;GO:00057
68|endosome;GO:00
05764|lysosome;GO
:0016020|membrane
;GO:0030672|synapt
ic vesicle
membrane;

GO:0016874|ligase
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K10694

ZNRF1_2; E3
ubiquitin-protein
ligase ZNRF1/2
[EC:2.3.2.27]

ENSG00000186231 0 1 1 1 0.699625315 0 0 0 3 0.521963821 0.782834617 NA up no KLHL32 protein_coding chr6:96924620-
97140754:+

gi|817348614|ref|XP
_012299689.1| 3373 0

PREDICTED:
kelch-like protein
32 isoform X1
[Aotus nancymaae]

gi|555943907|ref|N
M_001286250.1| 3699 0

Homo sapiens
kelch-like family
member 32
(KLHL32),
transcript variant 2,
mRNA

Q96NJ5 203 2.00E-129 Kelch-like protein
32 . . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0031463|Cul3-
RING ubiquitin
ligase complex;

. K10468 KLHL32; kelch-like
protein 32

ENSG00000186288 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no PABPC1L2A protein_coding chrX:73077276-
73079512:-

gi|426396432|ref|XP
_004064447.1| 1169 2.00E-148

PREDICTED:
uncharacterized
protein
LOC101125114
[Gorilla gorilla
gorilla]

gi|343098243|emb|A
L662864.15| 2237 0

Human DNA
sequence from
clone RP11-493K23
on chromosome X,
complete sequence

Q5JQF8 414 4.00E-139
Polyadenylate-
binding protein 1-
like 2

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

. GO:0070062|extrace
llular exosome;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K13126
PABPC;
polyadenylate-
binding protein

ENSG00000186298 56 111 52 141 94.14491411 106 122 100 120 0.163746592 0.498832046 0.619483903 up no PPP1CC protein_coding chr12:110719680-
110742939:-

gi|533180063|ref|XP
_005403222.1| 1811 0

PREDICTED:
serine/threonine-
protein phosphatase
PP1-gamma
catalytic subunit
[Chinchilla lanigera]

gi|332688253|ref|N
M_002710.3| 2431 0

Homo sapiens
protein phosphatase
1, catalytic subunit,
gamma isozyme
(PPP1CC),
transcript variant 1,
mRNA

P36873 285 1.00E-94

Serine/threonine-
protein phosphatase
PP1-gamma
catalytic subunit

. . . . pfam00149 Metallophos

Calcineurin-like
phosphoesterase.
This family includes
a diverse range of
phosphoesterases,
including protein
phosphoserine
phosphatases,
nucleotidases,
sphingomyelin
phosphodiesterases
and 2'-3' cAMP
phosphodiesterases
as well as nucleases
such as bacterial
SbcD or yeast
MRE11. The most
conserved regions
in this superfamily
centre around the
metal chelating
residues.

GO:0051301|cell
division;GO:003292
2|circadian
regulation of gene
expression;GO:0043
153|entrainment of
circadian clock by
photoperiod;GO:00
05977|glycogen
metabolic
process;GO:003018
2|neuron
differentiation;GO:0
006470|protein
dephosphorylation;
GO:0042752|regulati
on of circadian
rhythm;GO:0046822
|regulation of
nucleocytoplasmic
transport;GO:00070
62|sister chromatid
cohesion;

GO:0032154|cleavag
e
furrow;GO:0000777
|condensed
chromosome
kinetochore;GO:000
5737|cytoplasm;GO:
0005829|cytosol;GO
:0043197|dendritic
spine;GO:0005925|f
ocal
adhesion;GO:00304
96|midbody;GO:000
5741|mitochondrial
outer
membrane;GO:0005
739|mitochondrion;
GO:0070688|MLL5-
L
complex;GO:001660
7|nuclear
speck;GO:0005730|
nucleolus;GO:00056
34|nucleus;GO:0043
234|protein
complex;GO:007235
7|PTW/PP1
phosphatase
complex;

GO:0046872|metal
ion
binding;GO:001679
1|phosphatase
activity;GO:0004721
|phosphoprotein
phosphatase
activity;GO:0044822
|poly(A) RNA
binding;GO:001990
1|protein kinase
binding;GO:004748
5|protein N-
terminus
binding;GO:000472
2|protein
serine/threonine
phosphatase
activity;

K06269

PPP1C;
serine/threonine-
protein phosphatase
PP1 catalytic
subunit
[EC:3.1.3.16]

ENSG00000186416 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no NKRF protein_coding chrX:119588337-
119605895:-

gi|635147639|ref|XP
_008017613.1| 3848 0

PREDICTED: NF-
kappa-B-repressing
factor [Chlorocebus
sabaeus]

gi|291084507|ref|N
M_001173488.1| 3741 0

Homo sapiens
NFKB repressing
factor (NKRF),
transcript variant 3,
mRNA

O15226 1366 0 NF-kappa-B-
repressing factor . . . . pfam11952 DUF3469

Protein of unknown
function
(DUF3469). This
family of proteins
are functionally
uncharacterized.
This protein is
found in
eukaryotes. Proteins
in this family are
typically between
108 to 439 amino
acids in length.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00071
65|signal
transduction;GO:00
06351|transcription,
DNA-templated;

GO:0005783|endopl
asmic
reticulum;GO:00057
30|nucleolus;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000186432 672 565 657 373 463.2270773 188 247 349 231 1.830584516 4.74E-06 0.000102759 up yes KPNA4 protein_coding chr3:160494995-
160565588:-

gi|4504901|ref|NP_0
02259.1| 2664 0

importin subunit
alpha-3 [Homo
sapiens]

gi|339275982|ref|N
M_002268.4| 8981 0

Homo sapiens
karyopherin alpha 4
(importin alpha 3)
(KPNA4), mRNA

O00629 1030 0 Importin subunit
alpha-3 SPBC1604.08c 439 1.00E-134 COG5064 pfam01749 IBB

Importin beta
binding domain.
This family consists
of the importin
alpha (karyopherin
alpha), importin
beta (karyopherin
beta) binding
domain. The
domain mediates
formation of the
importin alpha beta
complex; required
for classical NLS
import of proteins
into the nucleus,
through the nuclear
pore complex and
across the nuclear
envelope. Also in
the alignment is the
NLS of importin
alpha which
overlaps with the
IBB domain.

GO:0006607|NLS-
bearing protein
import into
nucleus;GO:000660
6|protein import
into
nucleus;GO:004254
2|response to
hydrogen peroxide;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00056
43|nuclear
pore;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;

GO:0008139|nuclear
localization
sequence
binding;GO:000856
5|protein transporter
activity;

. .

ENSG00000186472 0 9 5 18 7.833009202 4 9 12 14 0.092931585 0.896785043 0.934465087 up no PCLO protein_coding chr7:82754013-
83162930:-

gi|150378539|ref|NP
_149015.2| 19147 0

protein piccolo
isoform 1 [Homo
sapiens]

gi|160707974|ref|N
M_033026.5| 20280 0

Homo sapiens
piccolo presynaptic
cytomatrix protein
(PCLO), transcript
variant 1, mRNA

Q9JKS6 461 7.00E-142 Protein piccolo YOR086c 56.6 4.00E-06 COG5038 pfam05715 zf-piccolo

Piccolo Zn-finger.
This (predicted)
Zinc finger is found
in the bassoon and
piccolo proteins.
There are eight
conserved cysteines,
suggesting that it
coordinates two
zinc ligands.

GO:0019933|cAMP-
mediated
signaling;GO:00070
10|cytoskeleton
organization;GO:00
30073|insulin
secretion;GO:00354
18|protein
localization to
synapse;GO:001715
7|regulation of
exocytosis;GO:0007
416|synapse
assembly;GO:00160
79|synaptic vesicle
exocytosis;

GO:0030054|cell
junction;GO:000585
6|cytoskeleton;GO:0
048788|cytoskeleton
of presynaptic
active
zone;GO:0070062|ex
tracellular
exosome;GO:00160
20|membrane;GO:0
014069|postsynaptic
density;GO:0045202
|synapse;

GO:0005509|calciu
m ion
binding;GO:000554
4|calcium-
dependent
phospholipid
binding;GO:000552
2|profilin binding;

K16882 PCLO; protein
piccolo

ENSG00000186479 0 0 0 0 3.090706621 14 7 3 7 -4.827472338 0.00018358 0.001695186 down yes RGS7BP protein_coding chr5:64506257-
64612312:+

gi|71274166|ref|NP_
001025046.1| 1222 1.00E-153

regulator of G-
protein signaling 7-
binding protein
isoform 1 [Homo
sapiens]

gi|429327143|ref|N
M_001029875.2| 4147 0

Homo sapiens
regulator of G-
protein signaling 7
binding protein
(RGS7BP),
transcript variant 1,
mRNA

Q5FVH8 96.3 2.00E-22
Regulator of G-
protein signaling 7-
binding protein

. . . . pfam14523 Syntaxin_2

Syntaxin-like
protein. This
domain includes
syntaxin-like
domains including
from the Vam3p
protein.

GO:0007186|G-
protein coupled
receptor signaling
pathway;GO:000996
8|negative
regulation of signal
transduction;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005886|pl
asma membrane;

. . .



ENSG00000186487 10 7 18 13 13.18911878 11 13 23 10 0.350619245 0.506966817 0.626847859 up no MYT1L protein_coding chr2:1789113-
2331260:-

gi|694892820|ref|XP
_009440184.1| 4933 0

PREDICTED:
myelin transcription
factor 1-like protein
isoform X5 [Pan
troglodytes]

gi|635082979|ref|X
M_007971633.1| 6051 0

PREDICTED:
Chlorocebus
sabaeus myelin
transcription factor
1-like (MYT1L),
transcript variant
X7, mRNA

P70475 546 2.00E-171 Myelin transcription
factor 1-like protein . . . . pfam08474 MYT1

Myelin transcription
factor 1. This
domain is found in
the myelin
transcription factor
1 (MYT1) of
chordates. MYT1
contains C2HC zinc
finger domains
(pfam01530) and is
expressed in
developing neurons
of the central
nervous system
where it is involved
in the selection of
neuronal precursor
cells.

GO:0030154|cell
differentiation;GO:0
007399|nervous
system
development;GO:00
06351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000186564 0 0 0 0 0.398924544 0 0 2 2 -1.873526472 0.497335033 NA down no FOXD2 protein_coding chr1:47436017-
47440691:+

gi|134142824|ref|NP
_004465.3| 665 4.00E-72

forkhead box
protein D2 [Homo
sapiens]

gi|134142823|ref|N
M_004474.3| 4675 0

Homo sapiens
forkhead box D2
(FOXD2), mRNA

Q16676 232 3.00E-64 Forkhead box
protein D1 SPAC1142.08 111 7.00E-24 COG5025 pfam00250 Fork_head Fork head domain.

GO:0007411|axon
guidance;GO:00606
78|dichotomous
subdivision of
terminal units
involved in ureteric
bud
branching;GO:0032
275|luteinizing
hormone
secretion;GO:00722
13|metanephric
capsule
development;GO:00
72267|metanephric
capsule
specification;GO:00
72210|metanephric
nephron
development;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00720
76|nephrogenic
mesenchyme
development;GO:00
30513|positive
regulation of BMP
signaling
pathway;GO:001062
8|positive regulation
of gene
expression;GO:0090
184|positive

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000830
1|DNA binding,
bending;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09397 FOXD; forkhead
box protein D

ENSG00000186566 0 0 0 1 1.288617049 4 3 0 5 -2.722394692 0.085192502 0.165060473 down no GPATCH8 protein_coding chr17:44395284-
44503430:-

gi|50962882|ref|NP_
001002909.1| 3385 0

G patch domain-
containing protein 8
isoform 1 [Homo
sapiens]

gi|58257657|dbj|AB
011125.2| 8082 0

Homo sapiens
mRNA for
KIAA0553 protein,
partial cds

A2A6A1 87.4 3.00E-33 G patch domain-
containing protein 8 . . . . pfam01585 G-patch

G-patch domain.
This domain is
found in a number
of RNA binding
proteins, and is also
found in proteins
that contain RNA
binding domains.
This suggests that
this domain may
have an RNA
binding function.
This domain has
seven highly
conserved glycines.

. .

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000186591 3 4 2 19 19.91732224 59 34 24 48 -2.151599727 0.0002113 0.001852613 down yes UBE2H protein_coding chr7:129830732-
129952949:-

gi|585168963|ref|XP
_006736538.1| 748 2.00E-95

PREDICTED:
ubiquitin-
conjugating enzyme
E2 H-like
[Leptonychotes
weddellii]

gi|321267497|ref|N
M_003344.3| 5151 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2H (UBE2H),
transcript variant 1,
mRNA

P62257 311 2.00E-95
Ubiquitin-
conjugating enzyme
E2 H

. . . . pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:007097
9|protein K11-
linked
ubiquitination;GO:0
070936|protein K48-
linked
ubiquitination;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K10576

UBE2H, UBC8;
ubiquitin-
conjugating enzyme
E2 H [EC:2.3.2.23]

ENSG00000186642 0 0 0 0 0.299527055 0 2 1 0 -1.459958291 0.628302388 NA down no PDE2A protein_coding chr11:72576141-
72674591:-

gi|4505657|ref|NP_0
02590.1| 4877 0

cGMP-dependent
3',5'-cyclic
phosphodiesterase
isoform PDE2A3
[Homo sapiens]

gi|344925848|ref|N
M_002599.4| 4309 0

Homo sapiens
phosphodiesterase
2A, cGMP-
stimulated
(PDE2A), transcript
variant 1, mRNA

O00408 215 2.00E-62
cGMP-dependent
3',5'-cyclic
phosphodiesterase

. . . . pfam00233 PDEase_I
3'5'-cyclic
nucleotide
phosphodiesterase.

GO:0006198|cAMP
catabolic
process;GO:001993
3|cAMP-mediated
signaling;GO:00713
21|cellular response
to
cGMP;GO:0035690|
cellular response to
drug;GO:0097011|ce
llular response to
granulocyte
macrophage colony-
stimulating factor
stimulus;GO:003600
6|cellular response
to macrophage
colony-stimulating
factor
stimulus;GO:007126
0|cellular response
to mechanical
stimulus;GO:007156
0|cellular response
to transforming
growth factor beta
stimulus;GO:004606
9|cGMP catabolic
process;GO:001993
4|cGMP-mediated
signaling;GO:00610
28|establishment of
endothelial
barrier;GO:0008152|
metabolic

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005783|en
doplasmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00057
59|mitochondrial
matrix;GO:0005634|
nucleus;GO:004847
1|perinuclear region
of
cytoplasm;GO:0005
886|plasma
membrane;GO:0042
734|presynaptic
membrane;

GO:0004115|3',5'-
cyclic-AMP
phosphodiesterase
activity;GO:0047555
|3',5'-cyclic-GMP
phosphodiesterase
activity;GO:0005262
|calcium channel
activity;GO:0030552
|cAMP
binding;GO:003055
3|cGMP
binding;GO:000411
8|cGMP-stimulated
cyclic-nucleotide
phosphodiesterase
activity;GO:0004112
|cyclic-nucleotide
phosphodiesterase
activity;GO:0008144
|drug
binding;GO:004687
2|metal ion
binding;GO:004280
3|protein
homodimerization
activity;GO:0030911
|TPR domain
binding;

K18283

PDE2A; cGMP-
dependent 3',5'-
cyclic
phosphodiesterase
[EC:3.1.4.17]

ENSG00000186648 0 0 0 0 0.707107192 2 1 3 1 -2.69448983 0.118119787 NA down no CARMIL3 protein_coding chr14:24052000-
24069728:+

gi|156938257|ref|NP
_612369.3| 5165 0

leucine-rich repeat-
containing protein
16B [Homo sapiens]

gi|156938256|ref|N
M_138360.3| 4597 0

Homo sapiens
leucine rich repeat
containing 16B
(LRRC16B), mRNA

Q3UFQ8 206 2.00E-59
Capping protein,
Arp2/3 and myosin-
I linker protein 3

. . . . pfam09770 PAT1

Topoisomerase II-
associated protein
PAT1. Members of
this family are
necessary for
accurate
chromosome
transmission during
cell division.

.
GO:0005737|cytopla
sm;GO:0005886|plas
ma membrane;

. . .

ENSG00000186868 0 0 0 0 0.299527055 0 2 1 0 -1.459958291 0.628302388 NA down no MAPT protein_coding chr17:45894382-
46028334:+

gi|294862258|ref|NP
_001116538.2| 3287 0

microtubule-
associated protein
tau isoform 6
[Homo sapiens]

gi|294862257|ref|N
M_001123066.3| 6816 0

Homo sapiens
microtubule-
associated protein
tau (MAPT),
transcript variant 6,
mRNA

O02828 576 0
Microtubule-
associated protein
tau

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0042803|protein
homodimerization
activity;

K04380

MAPT, TAU;
microtubule-
associated protein
tau

ENSG00000186908 0 2 0 2 3.654211072 9 13 5 5 -2.538576442 0.010379313 0.037072759 down yes ZDHHC17 protein_coding chr12:76763588-
76853696:+

gi|817344043|ref|XP
_012297503.1| 3552 0

PREDICTED:
palmitoyltransferase
ZDHHC17 [Aotus
nancymaae]

gi|24298793|dbj|AB
024494.1| 5219 0

Homo sapiens HIP3
mRNA for
huntingtin
interacting protein
3, complete cds

Q80TN5 48.1 9.00E-06 Palmitoyltransferase
ZDHHC17 YDR264c_1 128 2.00E-30 COG0666 pfam01529 zf-DHHC

DHHC
palmitoyltransferase
. This family
includes the well
known DHHC zinc
binding domain as
well as three of the
four conserved
transmembrane
regions found in
this family of
palmitoyltransferase
enzymes.

GO:0042953|lipopro
tein
transport;GO:00431
23|positive
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00183
45|protein
palmitoylation;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:003
0659|cytoplasmic
vesicle
membrane;GO:0005
794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0030
660|Golgi-
associated vesicle
membrane;GO:0016
021|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00427
34|presynaptic
membrane;

GO:0042802|identic
al protein
binding;GO:001509
5|magnesium ion
transmembrane
transporter
activity;GO:0016409
|palmitoyltransferas
e
activity;GO:0019706
|protein-cysteine S-
palmitoyltransferase
activity;GO:0004871
|signal transducer
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000187079 3 0 0 0 0.693149014 0 0 0 1 2.220844912 0.38561842 NA up no TEAD1 protein_coding chr11:12674591-
12944483:+

gi|635015117|ref|XP
_008004700.1| 2393 0

PREDICTED:
transcriptional
enhancer factor
TEF-1 isoform X9
[Chlorocebus
sabaeus]

gi|62089301|dbj|AB
209858.1| 8468 0

Homo sapiens
mRNA for TEA
domain family
member 1 variant
protein

P28347 292 7.00E-87
Transcriptional
enhancer factor
TEF-1

. . . . pfam01285 TEA TEA/ATTS domain
family.

GO:0055013|cardiac
muscle cell
development;GO:00
07049|cell
cycle;GO:0001745|c
ompound eye
morphogenesis;GO:
0060429|epithelium
development;GO:00
07293|germarium-
derived egg
chamber
formation;GO:0007
480|imaginal disc-
derived leg
morphogenesis;GO:
0007476|imaginal
disc-derived wing
morphogenesis;GO:
0035331|negative
regulation of hippo
signaling;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:20008
26|regulation of
heart
morphogenesis;GO:
0007423|sensory
organ
development;GO:00
07525|somatic
muscle

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:001990
4|protein domain
specific
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000813
4|transcription
factor
binding;GO:004421
2|transcription
regulatory region
DNA binding;

K09448
TEAD;
transcriptional
enhancer factor



ENSG00000187098 0 1 0 3 1.726056869 3 2 1 7 -1.295772518 0.294862588 0.420948428 down no MITF protein_coding chr3:69739435-
69968337:+

gi|530373705|ref|XP
_005264811.1| 2271 0

PREDICTED:
microphthalmia-
associated
transcription factor
isoform X1 [Homo
sapiens]

gi|296841078|ref|N
M_198159.2| 4814 0

Homo sapiens
microphthalmia-
associated
transcription factor
(MITF), transcript
variant 1, mRNA

O75030 603 0
Microphthalmia-
associated
transcription factor

. . . . pfam11851 DUF3371

Domain of
unknown function
(DUF3371). This
domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
presumed domain is
typically between
125 to 142 amino
acids in length.

GO:0046849|bone
remodeling;GO:004
3010|camera-type
eye
development;GO:00
44336|canonical
Wnt signaling
pathway involved in
negative regulation
of apoptotic
process;GO:003015
4|cell
differentiation;GO:0
045165|cell fate
commitment;GO:00
97531|mast cell
migration;GO:00303
18|melanocyte
differentiation;GO:0
043066|negative
regulation of
apoptotic
process;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00303
16|osteoclast
differentiation;GO:0
043473|pigmentatio
n;GO:2000144|positi
ve regulation of
DNA-templated
transcription

GO:0005634|nucleu
s;GO:0043234|protei
n complex;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
5|transcription
factor activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region

K09455

MITF;
microphthalmia-
associated
transcription factor

ENSG00000187109 101 77 89 81 74.09299958 39 57 60 42 1.445726496 4.87E-05 0.000616572 up yes NAP1L1 protein_coding chr12:76036587-
76085033:-

gi|823416023|ref|XP
_012419356.1| 1201 2.00E-157

PREDICTED:
nucleosome
assembly protein 1-
like 1 isoform X1
[Odobenus
rosmarus divergens]

gi|15042777|gb|AC0
11611.26| 11880 0

Homo sapiens 12
BAC RP11-290L1
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

A6H767 118 4.00E-30
Nucleosome
assembly protein 1-
like 1

. . . . pfam00956 NAP

Nucleosome
assembly protein
(NAP). NAP
proteins are
involved in moving
histones into the
nucleus,
nucleosome
assembly and
chromatin fluidity.
They affect the
transcription of
many genes.

GO:0006334|nucleo
some assembly;

GO:0042470|melano
some;GO:0005634|n
ucleus;

. K11279

NAP1L1, NRP;
nucleosome
assembly protein 1-
like 1

ENSG00000187135 0 0 1 0 0.273276022 0 0 0 1 0.569016299 0.853781729 NA up no VSTM2B protein_coding chr19:29526499-
29564479:+

gi|226437599|ref|NP
_001139811.1| 908 4.00E-116

V-set and
transmembrane
domain-containing
protein 2B
precursor [Homo
sapiens]

gi|635037701|ref|X
M_007996119.1| 1325 0

PREDICTED:
Chlorocebus
sabaeus V-set and
transmembrane
domain containing
2B (VSTM2B),
transcript variant
X1, mRNA

A6NLU5 354 2.00E-117

V-set and
transmembrane
domain-containing
protein 2B

. . . . pfam07679 I-set Immunoglobulin I-
set domain. .

GO:0016021|integral
component of
membrane;

. . .

ENSG00000187147 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RNF220 protein_coding chr1:44405194-
44651724:+

gi|46397375|ref|NP_
060620.2| 2880 0

E3 ubiquitin-protein
ligase RNF220
[Homo sapiens]

gi|34530672|dbj|AK
124790.1| 3808 0

Homo sapiens
cDNA FLJ42800 fis,
clone
BRAWH3009297

Q5VTB9 325 5.00E-96 E3 ubiquitin-protein
ligase RNF220 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0090263|positiv
e regulation of
canonical Wnt
signaling
pathway;GO:005186
5|protein
autoubiquitination;
GO:0016567|protein
ubiquitination;

GO:0005737|cytopla
sm;

GO:0016874|ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000187231 0 0 0 0 0.682981252 0 5 0 2 -2.653090755 0.277822636 NA down no SESTD1 protein_coding chr2:179101692-
179264790:-

gi|544476122|ref|XP
_005573666.1| 3590 0

PREDICTED:
SEC14 domain and
spectrin repeat-
containing protein 1
[Macaca
fascicularis]

gi|188528640|ref|N
M_178123.4| 10448 0

Homo sapiens
SEC14 and spectrin
domains 1
(SESTD1), mRNA

Q80UK0 93.2 5.00E-20
SEC14 domain and
spectrin repeat-
containing protein 1

. . . . pfam13716 CRAL_TRIO_2

Divergent
CRAL/TRIO
domain. This family
includes divergent
members of the
CRAL-TRIO
domain family. This
family includes
ECM25 that
contains a divergent
CRAL-TRIO
domain identified
by Gallego and
colleagues.

. GO:0034704|calciu
m channel complex;

GO:0070300|phosph
atidic acid
binding;GO:004332
5|phosphatidylinosit
ol-3,4-bisphosphate
binding;GO:008002
5|phosphatidylinosit
ol-3,5-bisphosphate
binding;GO:003226
6|phosphatidylinosit
ol-3-phosphate
binding;GO:000554
6|phosphatidylinosit
ol-4,5-bisphosphate
binding;GO:007027
3|phosphatidylinosit
ol-4-phosphate
binding;GO:001031
4|phosphatidylinosit
ol-5-phosphate
binding;

. .

ENSG00000187239 1 4 1 4 2.701586435 3 3 3 5 -0.008207386 0.992115177 0.994980906 down no FNBP1 protein_coding chr9:129887187-
130043194:-

gi|13936547|gb|AA
K49824.1|AF265550
_1

3217 0
formin-binding
protein 17 [Homo
sapiens]

gi|68348705|ref|NM
_015033.2| 5393 0

Homo sapiens
formin binding
protein 1 (FNBP1),
mRNA

Q96RU3 321 4.00E-104 Formin-binding
protein 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006897|endocy
tosis;GO:0016192|ve
sicle-mediated
transport;

GO:0005938|cell
cortex;GO:0005905|
coated
pit;GO:0016023|cyto
plasmic membrane-
bounded
vesicle;GO:0005856|
cytoskeleton;GO:00
05764|lysosome;GO
:0005886|plasma
membrane;GO:0005
802|trans-Golgi
network;

GO:0005086|ARF
guanyl-nucleotide
exchange factor
activity;GO:0008289
|lipid binding;

. .

ENSG00000187257 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no RSBN1L protein_coding chr7:77696443-
77783022:+

gi|114614200|ref|XP
_519169.2| 3435 0

PREDICTED:
round spermatid
basic protein 1-like
protein [Pan
troglodytes]

gi|19033946|gb|AC0
04955.3| 4495 0

Homo sapiens PAC
clone RP5-1087M19
from 7, complete
sequence

Q6PCB5 326 8.00E-105
Round spermatid
basic protein 1-like
protein

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0005634|nucleu
s; . . .

ENSG00000187323 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no DCC protein_coding chr18:52340172-
53535903:+

gi|110431348|ref|NP
_005206.2| 7335 0 netrin receptor DCC

[Homo sapiens]
gi|260436868|ref|N
M_005215.3| 10206 0

Homo sapiens DCC
netrin 1 receptor
(DCC), mRNA

P43146 189 9.00E-54 Netrin receptor
DCC . . . . pfam06583 Neogenin_C

Neogenin C-
terminus. This
family represents
the C-terminus of
eukaryotic neogenin
precursor proteins,
which contains
several potential
phosphorylation
sites. Neogenin is a
member of the N-
CAM family of cell
adhesion molecules
(and therefore
contains multiple
copies of
pfam00047 and
pfam00041) and is
closely related to the
DCC tumor
suppressor gene
product - these
proteins may play
an integral role in
regulating
differentiation
programmes and/or
cell migration
events within many
adult and
embryonic tissues.

GO:0033564|anterio
r/posterior axon
guidance;GO:00069
15|apoptotic
process;GO:000741
1|axon
guidance;GO:00074
09|axonogenesis;GO
:0033563|dorsal/ven
tral axon
guidance;GO:00971
92|extrinsic
apoptotic signaling
pathway in absence
of
ligand;GO:0048671|
negative regulation
of collateral
sprouting;GO:20001
71|negative
regulation of
dendrite
development;GO:00
10977|negative
regulation of
neuron projection
development;GO:00
01764|neuron
migration;GO:19012
14|regulation of
neuron
death;GO:0021965|s
pinal cord ventral
commissure
morphogenesis;

GO:0030424|axon;G
O:0005829|cytosol;
GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005042|netrin
receptor
activity;GO:0004888
|transmembrane
signaling receptor
activity;

K06765
DCC; deleted in
colorectal
carcinoma

ENSG00000187391 3 6 12 5 9.783727465 19 15 8 16 -0.562019241 0.330470817 0.459245987 down no MAGI2 protein_coding chr7:78017057-
79453574:-

gi|29421180|dbj|BA
A31680.2| 6122 0 KIAA0705 protein

[Homo sapiens]
gi|66346709|ref|NM
_012301.3| 6880 0

Homo sapiens
membrane
associated guanylate
kinase, WW and
PDZ domain
containing 2
(MAGI2), transcript
variant 1, mRNA

O88382 55.5 2.00E-09

Membrane-
associated guanylate
kinase, WW and
PDZ domain-
containing protein 2

SPy1632 58.5 3.00E-08 COG0194 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:1990592|protein
K69-linked
ufmylation;GO:0071
569|protein
ufmylation;GO:0034
976|response to
endoplasmic
reticulum stress;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular exosome;

GO:0071568|UFM1
transferase activity; K05629 AIP1; atrophin-1

interacting protein 1

ENSG00000187416 0 5 1 12 14.63728363 46 32 16 32 -2.432202725 0.000269823 0.002307451 down yes LHFPL3 protein_coding chr7:104328656-
104907232:+

gi|157279877|ref|NP
_001098454.1| 1070 8.00E-140

lipoma HMGIC
fusion partner-like 3
protein [Bos taurus]

gi|108773777|ref|N
M_199000.2| 1852 0

Homo sapiens
lipoma HMGIC
fusion partner-like 3
(LHFPL3), mRNA

Q86UP9 416 7.00E-141
Lipoma HMGIC
fusion partner-like 3
protein

. . . . pfam10242 L_HGMIC_fpl

Lipoma HMGIC
fusion partner-like
protein. This is a
group of proteins
expressed from a
series of genes
referred to as
Lipoma HGMIC
fusion partner-like.
The proteins carry
four highly
conserved
transmembrane
domains in this
entry. In certain
instances, eg in
LHFPL5, mutations
cause deafness in
humans and
hypospadias, and
LHFPL1 is
transcribed in six
liver tumor cell
lines.

.
GO:0016021|integral
component of
membrane;

. . .



ENSG00000187514 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PTMA protein_coding chr2:231706895-
231713541:+

gi|685579141|ref|XP
_009181568.1| 475 2.00E-55

PREDICTED:
prothymosin alpha
isoform X1 [Papio
anubis]

gi|151101403|ref|N
M_002823.4| 1205 0

Homo sapiens
prothymosin, alpha
(PTMA), transcript
variant 2, mRNA

P06454 53.5 3.00E-07 Prothymosin alpha . . . . pfam03247 Prothymosin

Prothymosin/parath
ymosin family.
Prothymosin alpha
and parathymosin
are two ubiquitous
small acidic nuclear
proteins that are
thought to be
involved in cell
cycle progression,
proliferation, and
cell differentiation.

GO:0043486|histone
exchange;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

. K13784 PTMA;
prothymosin alpha

ENSG00000187555 1 1 1 4 4.750003441 15 10 9 4 -1.962020224 0.016714603 0.05181527 down no USP7 protein_coding chr16:8892094-
8964514:-

gi|34851150|gb|AA
Q82908.1| 5933 0

ubiquitin-specific
protease 7 isoform,
partial [Homo
sapiens]

gi|150378532|ref|N
M_003470.2| 5412 0

Homo sapiens
ubiquitin specific
peptidase 7 (herpes
virus-associated)
(USP7), transcript
variant 1, mRNA

Q4VSI4 161 3.00E-45 Ubiquitin carboxyl-
terminal hydrolase 7 SPBC713.02c 557 1.00E-171 COG5077 pfam12436 USP7_ICP0_bdg

ICP0-binding
domain of
Ubiquitin-specific
protease 7. This
domain is one of
two C-terminal
domains on the
much longer
ubiquitin-specific
proteases. This
particular one is
found to interact
with the herpesvirus
1 trans-acting
transcriptional
protein
ICP0/VMW110.

GO:0010216|mainte
nance of DNA
methylation;GO:000
7275|multicellular
organismal
development;GO:00
43065|positive
regulation of
apoptotic
process;GO:001657
9|protein
deubiquitination;GO
:0031647|regulation
of protein
stability;GO:005109
0|regulation of
sequence-specific
DNA binding
transcription factor
activity;GO:0006283
|transcription-
coupled nucleotide-
excision
repair;GO:0006511|
ubiquitin-dependent
protein catabolic
process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0016605|P
ML body;

GO:0004197|cystein
e-type
endopeptidase
activity;GO:0042803
|protein
homodimerization
activity;GO:0004843
|ubiquitin-specific
protease activity;

K11838

USP7, UBP15;
ubiquitin carboxyl-
terminal hydrolase 7
[EC:3.4.19.12]

ENSG00000187605 15 2 9 4 6.260873667 1 2 4 3 2.345137144 0.008611077 0.032429151 up yes TET3 protein_coding chr2:73986404-
74108176:+

gi|566559863|ref|NP
_001274420.1| 7932 0

methylcytosine
dioxygenase TET3
[Homo sapiens]

gi|566559862|ref|N
M_001287491.1| 11388 0

Homo sapiens tet
methylcytosine
dioxygenase 3
(TET3), mRNA

O43151 2856 0 Methylcytosine
dioxygenase TET3 . . . . pfam12851 Tet_JBP

Oxygenase domain
of the 2OGFeDO
superfamily. A
double-stranded
beta helix (DSBH)
fold domain of the
2-oxoglutarate
(2OG)-Fe(II)-
dependent
dioxygenase
(2OGFeDO)
superfamily found
in various
eukaryotes, bacteria
and bacteriophages.
Members of this
family catalyze
nucleic acid
modifications, such
as thymidine
hydroxylation
during base J
synthesis in
kinetoplastids, and
the conversion of 5
methyl-cytosine (5-
mC) to 5-
hydroxymethyl-
cytosine (hmC), or
further oxidation to
5-formylcytosine
(5fC) and 5-
carboxylcytosine
(5caC). Metazoan
TET proteins

GO:0006211|5-
methylcytosine
catabolic
process;GO:008011
1|DNA
demethylation;GO:0
044727|DNA
demethylation of
male
pronucleus;GO:008
0182|histone H3-K4
trimethylation;GO:0
070989|oxidative
demethylation;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00064
93|protein O-linked
glycosylation;

GO:0005737|cytopla
sm;GO:0001939|fem
ale
pronucleus;GO:000
1940|male
pronucleus;GO:000
5634|nucleus;

GO:0003677|DNA
binding;GO:000550
6|iron ion
binding;GO:007057
9|methylcytosine
dioxygenase
activity;

. .

ENSG00000187653 74 59 35 19 53.9719157 36 68 73 59 0.357365368 0.493524954 0.615938932 up no TMSB4XP8 processed_pseudog
ene

chr4:90838903-
90839037:-

gi|821035588|ref|XP
_012356370.1| 213 5.00E-21

PREDICTED:
thymosin beta-4
isoform X1
[Nomascus
leucogenys]

gi|350606401|ref|NG
_028923.2| 135 1.00E-63

Homo sapiens
thymosin beta 4, X-
linked pseudogene
8 (TMSB4XP8) on
chromosome 4

P62329 83.2 2.00E-21 Thymosin beta-4 . . . . pfam01290 Thymosin Thymosin beta-4
family.

GO:0007015|actin
filament
organization;GO:00
01649|osteoblast
differentiation;GO:0
030334|regulation of
cell
migration;GO:00429
89|sequestering of
actin monomers;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0031941|fil
amentous
actin;GO:0005634|n
ucleus;

GO:0003785|actin
monomer binding; K05764 TMSB4; thymosin,

beta 4

ENSG00000187866 1 4 2 3 2.478978885 4 2 2 3 0.366983027 0.670199574 0.767483237 up no FAM122A protein_coding chr9:68780034-
68784608:+

gi|548962066|ref|NP
_001272287.1| 1320 9.00E-166

uncharacterized
protein
LOC101926650
[Macaca
fascicularis]

gi|13991963|emb|AL
354794.16| 4575 0

Human DNA
sequence from
clone RP11-203L2
on chromosome
9q21.11-21.2,
complete sequence

Q96E09 446 7.00E-143 Protein FAM122A . . . . pfam05774 Herpes_heli_pri

Herpesvirus
helicase-primase
complex
component. This
family consists of
several helicase-
primase complex
components from
the
Gammaherpesviruse
s

.

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor
activity;GO:0004984
|olfactory receptor
activity;

. .

ENSG00000187952 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no HS6ST1P1 processed_pseudog
ene

chr1:21428303-
21429536:+

gi|119615763|gb|EA
W95357.1| 1892 0

heparan sulfate 6-
O-sulfotransferase
1, isoform CRA_a
[Homo sapiens]

gi|169646275|ref|NG
_005670.3| 1234 0

Homo sapiens
heparan sulfate 6-
O-sulfotransferase 1
pseudogene 1
(HS6ST1P1) on
chromosome 1

O60243 729 0 Heparan-sulfate 6-
O-sulfotransferase 1 . . . . pfam03567 Sulfotransfer_2

Sulfotransferase
family. This family
includes a variety of
sulfotransferase
enzymes.
Chondroitin 6-
sulfotransferase
catalyses the
transfer of sulfate to
position 6 of the N-
acetylgalactosamine
residue of
chondroitin. This
family also includes
Heparan sulfate 2-
O-sulfotransferase
(HS2ST) and
Heparan sulfate 6-
sulfotransferase
(HS6ST). Heparan
sulfate (HS) is a co-
receptor for a
number of growth
factors,
morphogens, and
adhesion proteins.
HS biosynthetic
modifications may
determine the
strength and
outcome of HS-
ligand interactions.
Mice that lack
HS2ST undergo
developmental

GO:0001525|angiog
enesis;GO:0006024|
glycosaminoglycan
biosynthetic
process;GO:001501
5|heparan sulfate
proteoglycan
biosynthetic
process, enzymatic
modification;GO:00
60716|labyrinthine
layer blood vessel
development;GO:00
48286|lung alveolus
development;GO:00
48666|neuron
development;

GO:0000139|Golgi
membrane;GO:0005
887|integral
component of
plasma membrane;

GO:0017095|hepara
n sulfate 6-O-
sulfotransferase
activity;GO:0008146
|sulfotransferase
activity;

K02514

HS6ST1; heparan
sulfate 6-O-
sulfotransferase
HS6ST1 [EC:2.8.2.-
]

ENSG00000187954 1 2 1 3 2.442510935 4 3 3 5 -0.599012328 0.494786288 0.61706106 down no CYHR1 protein_coding chr8:144449582-
144465677:-

gi|767953030|ref|XP
_006716625.2| 1816 0

PREDICTED:
cysteine and
histidine-rich
protein 1 isoform
X2 [Homo sapiens]

gi|3413940|dbj|AB0
07965.1| 6112 0

Homo sapiens
mRNA,
chromosome 1
specific transcript
KIAA0496

Q6GNX1 613 0
Cysteine and
histidine-rich
protein 1-A

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005654|nucleo
plasm;GO:0048471|
perinuclear region
of cytoplasm;

GO:0004842|ubiquit
in-protein
transferase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000188021 3 3 0 0 0.976679581 0 0 0 0 3.707319455 0.094799106 NA up no UBQLN2 protein_coding chrX:56563639-
56567868:+

gi|16753207|ref|NP_
038472.2| 1618 0 ubiquilin-2 [Homo

sapiens]
gi|281604179|ref|NG
_016249.1| 4230 0

Homo sapiens
ubiquilin 2
(UBQLN2),
RefSeqGene
(LRG_665) on
chromosome X

Q9UHD9 619 0 Ubiquilin-2 ECU10g1730 74.3 2.00E-13 COG5272 pfam00240 ubiquitin

Ubiquitin family.
This family contains
a number of
ubiquitin-like
proteins: SUMO
(smt3 homologue)
Nedd8, Elongin B,
Rub1, and Parkin.
A number of them
are thought to carry
a distinctive five-
residue motif
termed the
proteasome-
interacting motif
(PIM), which may
have a biologically
significant role in
protein delivery to
proteasomes and
recruitment of
proteasomes to
transcription sites.

GO:0006914|autoph
agy;GO:0030433|ER
-associated
ubiquitin-dependent
protein catabolic
process;GO:190018
6|negative
regulation of
clathrin-mediated
endocytosis;GO:190
4021|negative
regulation of G-
protein coupled
receptor
internalization;GO:1
903071|positive
regulation of ER-
associated
ubiquitin-dependent
protein catabolic
process;GO:200078
5|regulation of
autophagosome
assembly;GO:00162
41|regulation of
macroautophagy;

GO:0005776|autoph
agosome;GO:00057
37|cytoplasm;GO:00
31410|cytoplasmic
vesicle;GO:0005634|
nucleus;GO:000588
6|plasma membrane;

. K04523 UBQLN, DSK2;
ubiquilin

ENSG00000188042 0 2 5 5 4.587796661 11 4 8 6 -0.771748969 0.316094388 0.442889312 down no ARL4C protein_coding chr2:234493041-
234497053:-

gi|109101536|ref|XP
_001115089.1| 1364 0

PREDICTED:
hypothetical protein
LOC715121 isoform
1 [Macaca mulatta]

gi|18450192|gb|AC0
97713.3| 4013 0

Homo sapiens BAC
clone RP11-251I17
from 2, complete
sequence

P61208 373 9.00E-120
ADP-ribosylation
factor-like protein
4C

. . . . pfam00025 Arf

ADP-ribosylation
factor family. Pfam
combines a number
of different Prosite
families together

GO:0032456|endocy
tic
recycling;GO:00072
64|small GTPase
mediated signal
transduction;

GO:0005737|cytopla
sm;GO:0030175|filo
podium;GO:000588
6|plasma membrane;

GO:0043014|alpha-
tubulin
binding;GO:000552
5|GTP binding;

K07945
ARL4; ADP-
ribosylation factor-
like protein 4

ENSG00000188107 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no EYS protein_coding chr6:63719980-
65707225:-

gi|635172842|ref|NP
_001278938.1| 16734 0

protein eyes shut
homolog isoform 4
precursor [Homo
sapiens]

gi|224451127|ref|N
M_001142800.1| 10589 0

Homo sapiens eyes
shut homolog
(Drosophila) (EYS),
transcript variant 1,
mRNA

Q5R6R1 968 0
Protein eyes shut
homolog
(Fragment)

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0050896|respon
se to
stimulus;GO:000760
1|visual perception;

GO:0005576|extrace
llular region; . K19601 EYS; protein eyes

shut

ENSG00000188153 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no COL4A5 protein_coding chrX:108439844-
108697545:+

gi|177924|gb|AAA5
1558.1| 1473 2.00E-177

alpha-5 type IV
collagen, partial
[Homo sapiens]

gi|366039998|ref|N
M_033380.2| 6483 0

Homo sapiens
collagen, type IV,
alpha 5 (COL4A5),
transcript variant 2,
mRNA

P29400 54.7 1.00E-07 Collagen alpha-
5(IV) chain . . . . pfam01413 C4

C-terminal tandem
repeated domain in
type 4 procollagen.
Duplicated domain
in C-terminus of
type 4 collagens.
Mutations in alpha-
5 collagen IV are
associated with X-
linked Alport
syndrome.

GO:0030574|collage
n catabolic
process;GO:003019
8|extracellular
matrix
organization;GO:00
07528|neuromuscul
ar junction
development;

GO:0005605|basal
lamina;GO:0005587|
collagen type IV
trimer;GO:0005788|
endoplasmic
reticulum
lumen;GO:0005576|
extracellular
region;GO:0031594|
neuromuscular
junction;

GO:0005201|extrace
llular matrix
structural
constituent;

K06237 COL4A; collagen,
type IV, alpha



ENSG00000188158 9 8 19 6 8.302608601 0 6 5 4 2.161233208 0.00510821 0.022281035 up yes NHS protein_coding chrX:17375420-
17735994:+

gi|38093637|ref|NP_
938011.1| 7178 0

Nance-Horan
syndrome protein
isoform 1 [Homo
sapiens]

gi|42384237|gb|AY4
56993.1| 8837 0

Homo sapiens
Nance-Horan
syndrome protein
isoform 2 (NHS)
mRNA, complete
cds, alternatively
spliced

Q6T4R5 226 3.00E-67 Nance-Horan
syndrome protein . . . . pfam15273 NHS

NHS-like. This
family of proteins
includes Nance-
Horan syndrome
protein (NHS).

GO:0030154|cell
differentiation;GO:0
002088|lens
development in
camera-type eye;

GO:0016324|apical
plasma
membrane;GO:0005
923|bicellular tight
junction;GO:000573
7|cytoplasm;GO:000
5925|focal
adhesion;GO:00300
27|lamellipodium;

. . .

ENSG00000188177 1 1 0 1 1.225424237 3 0 1 4 -0.88368329 0.52556235 0.643878786 down no ZC3H6 protein_coding chr2:112275594-
112340063:+

gi|118766347|ref|NP
_940983.2| 4712 0

zinc finger CCCH
domain-containing
protein 6 [Homo
sapiens]

gi|118766346|ref|N
M_198581.2| 11539 0

Homo sapiens zinc
finger CCCH-type
containing 6
(ZC3H6), mRNA

P61129 1819 0
Zinc finger CCCH
domain-containing
protein 6

SPAC227.08c 53.9 1.00E-06 COG5084 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . GO:0046872|metal
ion binding; . .

ENSG00000188215 0 0 1 0 0.376697922 1 1 0 0 -0.15702173 0.948064023 NA down no DCUN1D3 protein_coding chr16:20854925-
20900384:-

gi|27735047|ref|NP_
775746.1| 1543 0 DCN1-like protein 3

[Homo sapiens]

gi|2815550|gb|AC00
2394.1|HUAC00239
4

5448 0

Human
Chromosome 16
BAC clone
CIT987SK-A-
211C6, complete
sequence

Q8IWE4 598 0 DCN1-like protein 3 . . . . pfam03556 Cullin_binding

Cullin binding. This
domain binds to
cullins and to Rbx-
1, components of an
E3 ubiquitin ligase
complex for
neddylation.
Neddylation is the
process by which
the C-terminal
glycine of the
ubiquitin-like
protein Nedd8 is
covalently linked to
lysine residues in a
protein through an
isopeptide bond.
The structure of this
domain is
composed entirely
of alpha helices.

GO:0030308|negativ
e regulation of cell
growth;GO:0043065
|positive regulation
of apoptotic
process;GO:005144
3|positive regulation
of ubiquitin-protein
transferase
activity;GO:0045116
|protein
neddylation;GO:001
0332|response to
gamma
radiation;GO:00102
25|response to UV-
C;

GO:0048471|perinu
clear region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0000
151|ubiquitin ligase
complex;

GO:0097602|cullin
family protein
binding;GO:003162
4|ubiquitin
conjugating enzyme
binding;GO:003218
2|ubiquitin-like
protein binding;

K17823 DCUN1D3; DCN1-
like protein 3

ENSG00000188229 31 39 27 26 23.98226262 10 20 16 7 1.803213006 4.44E-05 0.000570803 up yes TUBB4B protein_coding chr9:137241213-
137243707:+

gi|634865305|ref|XP
_007945164.1| 2222 0

PREDICTED:
tubulin beta-4B
chain isoform X1
[Orycteropus afer
afer]

gi|34367683|emb|BX
648521.1| 2032 0

Homo sapiens
mRNA; cDNA
DKFZp686F0685
(from clone
DKFZp686F0685)

P30883 205 5.00E-57 Tubulin beta-4
chain ECU03g0820i 730 0 COG5023 pfam03953 Tubulin_C

Tubulin C-terminal
domain. This family
includes the tubulin
alpha, beta and
gamma chains.
Members of this
family are involved
in polymer
formation. Tubulins
are GTPases. FtsZ
can polymerize into
tubes, sheets, and
rings in vitro and is
ubiquitous in
eubacteria and
archaea. Tubulin is
the major
component of
microtubules. (The
FtsZ GTPases have
been split into their
won family).

GO:0007017|microt
ubule-based
process;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0005200
|structural
constituent of
cytoskeleton;

K07375 TUBB; tubulin beta

ENSG00000188283 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ZNF383 protein_coding chr19:37217926-
37248738:+

gi|685607960|ref|XP
_009192552.1| 2551 0

PREDICTED: zinc
finger protein 383
isoform X1 [Papio
anubis]

gi|16195209|gb|AC0
12309.8| 6263 0

Homo sapiens
chromosome 19
clone CTC-454I21,
complete sequence

Q8N2A0 94.7 6.00E-23

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . GO:0046872|metal
ion binding; K09228

KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000188342 0 2 1 0 0.430235712 0 0 0 0 2.559943744 0.343270337 NA up no GTF2F2 protein_coding chr13:45120515-
45284909:+

gi|635025416|ref|XP
_007958514.1| 1520 0

PREDICTED:
general transcription
factor IIF subunit 2
isoform X2
[Chlorocebus
sabaeus]

gi|426375360|ref|X
M_004054462.1| 2140 0

PREDICTED:
Gorilla gorilla
gorilla general
transcription factor
IIF, polypeptide 2,
30kDa (GTF2F2),
mRNA

P13984 513 7.00E-177
General
transcription factor
IIF subunit 2

ECU02g0780 99 6.00E-22 COG5090 pfam02270 TFIIF_beta

Transcription
initiation factor IIF,
beta subunit.
Accurate
transcription in vivo
requires at least six
general transcription
initiation factors, in
addition to RNA
polymerase II.
Transcription
initiation factor IIF
(TFIIF) is a
tetramer of two beta
subunits associate
with two alpha
subunits which
interacts directly
with RNA
polymerase II. The
beta subunit of
TFIIF is required
for recruitment of
RNA polymerase II
onto the promoter.

GO:0032968|positiv
e regulation of
transcription
elongation from
RNA polymerase II
promoter;GO:00602
61|positive
regulation of
transcription
initiation from RNA
polymerase II
promoter;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;

GO:0015630|microt
ubule
cytoskeleton;GO:00
05634|nucleus;GO:0
005674|transcription
factor TFIIF
complex;

GO:0005524|ATP
binding;GO:000367
7|DNA
binding;GO:000438
6|helicase
activity;GO:0000991
|transcription factor
activity, core RNA
polymerase II
binding;

K03139

TFIIF2, GTF2F2,
TFG2; transcription
initiation factor
TFIIF subunit beta
[EC:3.6.4.12]

ENSG00000188352 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no FOCAD protein_coding chr9:20658309-
20995955:+

gi|614458185|ref|NP
_060264.4| 8496 0 focadhesin [Homo

sapiens]
gi|614458184|ref|N
M_017794.4| 6096 0

Homo sapiens
focadhesin
(FOCAD), mRNA

Q5VW36 171 2.00E-81 Focadhesin . . . . pfam11229 DUF3028

Protein of unknown
function
(DUF3028). This
eukaryotic family of
proteins has no
known function.

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K11447
UTX, UTY; histone
demethylase
[EC:1.14.11.-]

ENSG00000188483 2 6 4 12 4.952176853 7 4 3 4 0.868906324 0.1937463 0.310344871 up no IER5L protein_coding chr9:129175552-
129178262:-

gi|148727370|ref|NP
_982258.2| 982 2.00E-120

immediate early
response gene 5-like
protein [Homo
sapiens]

gi|14626056|emb|AL
158151.16| 2711 0

Human DNA
sequence from
clone RP11-247A12
on chromosome 9,
complete sequence

Q5T953 382 6.00E-122
Immediate early
response gene 5-like
protein

. . . . pfam05760 IER

Immediate early
response protein
(IER). This family
consists of several
eukaryotic
immediate early
response (IER) 2
and 5 proteins. The
role of IER5 is
unclear although it
play an important
role in mediating
the cellular response
to mitogenic signals.
Again, little is
known about the
function of IER2
although it is
thought to play a
role in mediating
the cellular
responses to a
variety of
extracellular signals.

GO:0006874|cellular
calcium ion
homeostasis;GO:003
4220|ion
transmembrane
transport;GO:00068
11|ion
transport;GO:00480
22|negative
regulation of
melanin
biosynthetic
process;GO:005089
6|response to
stimulus;

GO:0016021|integral
component of
membrane;GO:0042
470|melanosome;G
O:0005802|trans-
Golgi
network;GO:003258
8|trans-Golgi
network membrane;

GO:0005262|calciu
m channel
activity;GO:0005509
|calcium ion
binding;GO:000827
3|calcium,
potassium:sodium
antiporter
activity;GO:0030955
|potassium ion
binding;GO:003140
2|sodium ion
binding;GO:001529
3|symporter activity;

. .

ENSG00000188517 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no COL25A1 protein_coding chr4:108810721-
109302657:-

gi|22477176|gb|AAH
36669.1| 1390 3.00E-173 COL25A1 protein

[Homo sapiens]
gi|574957149|ref|N
M_198721.3| 4765 0

Homo sapiens
collagen, type XXV,
alpha 1 (COL25A1),
transcript variant 1,
mRNA

Q99MQ5 167 3.00E-41 Collagen alpha-
1(XXV) chain . . . . pfam01391 Collagen

Collagen triple helix
repeat (20 copies).
Members of this
family belong to the
collagen
superfamily.
Collagens are
generally
extracellular
structural proteins
involved in
formation of
connective tissue
structure. The
alignment contains
20 copies of the G-
X-Y repeat that
forms a triple helix.
The first position of
the repeat is glycine,
the second and third
positions can be any
residue but are
frequently proline
and hydroxyproline.
Collagens are post
translationally
modified by proline
hydroxylase to form
the hydroxyproline
residues. Defective
hydroxylation is the
cause of scurvy.
Some members of
the collagen

GO:0060385|axonog
enesis involved in
innervation;

GO:0005581|collage
n
trimer;GO:0005576|
extracellular
region;GO:0005615|
extracellular
space;GO:0005887|i
ntegral component
of plasma
membrane;

GO:0001540|beta-
amyloid
binding;GO:000820
1|heparin binding;

. .



ENSG00000188529 71 64 44 48 57.60934035 54 41 60 70 0.634052776 0.081367865 0.160259905 up no SRSF10 protein_coding chr1:23964804-
23980927:-

gi|617600632|ref|XP
_007522654.1| 629 8.00E-75

PREDICTED:
serine/arginine-rich
splicing factor 10
isoform X4
[Erinaceus
europaeus]

gi|34532078|dbj|AK
125834.1| 3942 0

Homo sapiens
cDNA FLJ43846 fis,
clone
TESTI4006393,
highly similar to
FUS-interacting
serine-arginine-rich
protein 1

Q9R0U0 226 1.00E-69 Serine/arginine-rich
splicing factor 10 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016482|cytopla
smic
transport;GO:00064
06|mRNA export
from
nucleus;GO:000637
6|mRNA splice site
selection;GO:00003
98|mRNA splicing,
via
spliceosome;GO:00
48025|negative
regulation of mRNA
splicing, via
spliceosome;GO:00
48024|regulation of
mRNA splicing, via
spliceosome;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00003
75|RNA splicing,
via
transesterification
reactions;

GO:0043679|axon
terminus;GO:00058
29|cytosol;GO:0030
425|dendrite;GO:00
43025|neuronal cell
body;GO:0016607|n
uclear
speck;GO:0005654|
nucleoplasm;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:005108
2|unfolded protein
binding;

K12900

FUSIP1; FUS-
interacting serine-
arginine-rich
protein 1

ENSG00000188554 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no NBR1 protein_coding chr17:43170481-
43211689:+

gi|40789068|dbj|BA
A06417.2| 4782 0 KIAA0049 [Homo

sapiens]
gi|614884992|ref|N
M_031862.3| 4656 0

Homo sapiens
neighbor of BRCA1
gene 1 (NBR1),
transcript variant 3,
mRNA

Q14596 682 0 Next to BRCA1
gene 1 protein . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0016236|macroa
utophagy;GO:00512
59|protein
oligomerization;

GO:0005776|autoph
agosome;GO:00314
10|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0005770
|late
endosome;GO:0005
764|lysosome;GO:0
031430|M band;

GO:0043130|ubiquit
in
binding;GO:000827
0|zinc ion binding;

K17987
NBR1; next to
BRCA1 gene 1
protein

ENSG00000188559 0 0 0 0 0.393767761 0 1 1 2 -1.858919821 0.417827494 NA down no RALGAPA2 protein_coding chr20:20389552-
20712488:-

gi|118600961|ref|NP
_065076.2| 9890 0

ral GTPase-
activating protein
subunit alpha-2
[Homo sapiens]

gi|530425828|ref|X
M_005260768.1| 8763 0

PREDICTED:
Homo sapiens Ral
GTPase activating
protein, alpha
subunit 2 (catalytic)
(RALGAPA2),
transcript variant
X2, mRNA

Q2PPJ7 282 2.00E-86
Ral GTPase-
activating protein
subunit alpha-2

. . . . pfam02145 Rap_GAP Rap/ran-GAP.

GO:0090630|activati
on of GTPase
activity;GO:0051056
|regulation of small
GTPase mediated
signal transduction;

GO:0005737|cytopla
sm;GO:0005615|extr
acellular
space;GO:0005886|p
lasma membrane;

GO:0005096|GTPas
e activator
activity;GO:0046982
|protein
heterodimerization
activity;

. .

ENSG00000188580 0 1 0 1 3.529978134 14 10 4 5 -3.516885319 0.003089973 0.015153089 down yes NKAIN2 protein_coding chr6:123804141-
124825657:+

gi|94158939|ref|NP_
001035304.1| 1109 5.00E-141

sodium/potassium-
transporting ATPase
subunit beta-1-
interacting protein 2
isoform 1 [Homo
sapiens]

gi|397514780|ref|X
M_003827603.1| 3047 0

PREDICTED: Pan
paniscus Na+/K+
transporting ATPase
interacting 2
(NKAIN2),
transcript variant
X2, mRNA

A6QNL6 67.4 8.00E-13

Sodium/potassium-
transporting ATPase
subunit beta-1-
interacting protein 2

. . . . pfam05640 NKAIN

Na,K-Atpase
Interacting protein.
NKAIN (Na,K-
Atpase INteracting)
proteins are a family
of evolutionary
conserved
transmembrane
proteins that localize
to neurons, that are
critical for neuronal
function, and that
interact with the
beta subunits, beta1
in vertebrates and
beta in Drosophila,
of Na,K-ATPase.
NKAINs have
highly conserved
trans-membrane
domains but
otherwise no other
characterized
domains. NKAINs
may function as
subunits of pore or
channel structures
in neurons or they
may affect the
function of other
membrane proteins.
They are likely to
function within the
membrane bilayer.

GO:0002028|regulati
on of sodium ion
transport;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

. . .

ENSG00000188612 69 86 49 95 71.03259862 54 46 100 75 0.657423873 0.045343766 0.1060873 up no SUMO2 protein_coding chr17:75165586-
75182983:-

gi|444726694|gb|EL
W67216.1| 602 8.00E-69

Small ubiquitin-
related modifier 2
[Tupaia chinensis]

gi|14010932|gb|AC0
22211.5|AC022211 2818 0

Homo sapiens BAC
clone RP11-649A18
from 17, complete
sequence

P61959 197 3.00E-57 Small ubiquitin-
related modifier 2 SPBC365.06 90.1 1.00E-19 COG5227 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0034613|cellular
protein
localization;GO:004
5892|negative
regulation of
transcription, DNA-
templated;GO:00332
35|positive
regulation of
protein
sumoylation;GO:00
16925|protein
sumoylation;

GO:0005634|nucleu
s;GO:0016605|PML
body;

GO:0031386|protein
tag;GO:0046965|reti
noid X receptor
binding;GO:003162
5|ubiquitin protein
ligase binding;

K12160
SUMO, SMT3;
small ubiquitin-
related modifier

ENSG00000188643 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no S100A16 protein_coding chr1:153606886-
153613145:-

gi|767908448|ref|XP
_005244963.2| 892 2.00E-116

PREDICTED:
protein S100-A16
isoform X2 [Homo
sapiens]

gi|59595604|gb|AY7
62098.1| 1115 0

Homo sapiens
aging-associated
protein 13 (AAG13)
mRNA, complete
cds

Q96FQ6 215 2.00E-68 Protein S100-A16 . . . . pfam13499 EF-hand_7 EF-hand domain
pair.

GO:0051592|respon
se to calcium ion;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00057
30|nucleolus;GO:00
05886|plasma
membrane;

GO:0005509|calciu
m ion
binding;GO:004482
2|poly(A) RNA
binding;GO:004280
3|protein
homodimerization
activity;

. .

ENSG00000188706 0 2 0 6 6.887686613 21 19 10 10 -2.503296433 0.001800967 0.010386975 down yes ZDHHC9 protein_coding chrX:129803288-
129843909:-

gi|62089200|dbj|BA
D93044.1| 1839 0

zinc finger, DHHC
domain containing 9
variant [Homo
sapiens]

gi|297206866|ref|N
M_016032.3| 4569 0

Homo sapiens zinc
finger, DHHC-type
containing 9
(ZDHHC9),
transcript variant 1,
mRNA

P59268 357 1.00E-121 Palmitoyltransferase
ZDHHC9 SPBC3H7.09 144 1.00E-35 COG5273 pfam01529 zf-DHHC

DHHC
palmitoyltransferase
. This family
includes the well
known DHHC zinc
binding domain as
well as three of the
four conserved
transmembrane
regions found in
this family of
palmitoyltransferase
enzymes.

GO:0018230|peptidy
l-L-cysteine S-
palmitoylation;GO:0
018345|protein
palmitoylation;

GO:0005737|cytopla
sm;GO:0005783|end
oplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0005
794|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0031
228|intrinsic
component of Golgi
membrane;GO:0002
178|palmitoyltransfe
rase complex;

GO:0016409|palmit
oyltransferase
activity;GO:0019706
|protein-cysteine S-
palmitoyltransferase
activity;GO:0043849
|Ras
palmitoyltransferase
activity;GO:0008270
|zinc ion binding;

K16675

ZDHHC9_14_18;
palmitoyltransferase
ZDHHC9/14/18
[EC:2.3.1.225]

ENSG00000188730 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no VWC2 protein_coding chr7:49773661-
49921950:+

gi|260654089|ref|NP
_940972.2| 1513 0 brorin precursor

[Homo sapiens]
gi|13162539|gb|AC0
34145.5| 9918 0

Homo sapiens BAC
clone RP11-127A24
from 7, complete
sequence

Q2TAL6 587 0 Brorin . . . . pfam00093 VWC

von Willebrand
factor type C
domain. The high
cutoff was used to
prevent overlap
with pfam00094.

GO:0030514|negativ
e regulation of BMP
signaling
pathway;GO:001081
1|positive regulation
of cell-substrate
adhesion;GO:00456
66|positive
regulation of
neuron
differentiation;

GO:0032281|AMPA
glutamate receptor
complex;GO:000560
4|basement
membrane;GO:0030
054|cell
junction;GO:000561
5|extracellular
space;GO:0005614|i
nterstitial
matrix;GO:0045202|
synapse;

. . .

ENSG00000188786 0 0 0 0 1.197340405 4 4 2 2 -3.459062987 0.018623915 0.055647361 down no MTF1 protein_coding chr1:37809567-
37859620:-

gi|112790163|ref|NP
_005946.2| 3132 0

metal regulatory
transcription factor
1 [Homo sapiens]

gi|112790162|ref|N
M_005955.2| 7972 0

Homo sapiens
metal-regulatory
transcription factor
1 (MTF1), mRNA

Q14872 219 5.00E-66
Metal regulatory
transcription factor
1

SPAC144.09c 102 1.00E-21 COG5048 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00466
86|response to
cadmium
ion;GO:0010038|res
ponse to metal
ion;GO:0006979|res
ponse to oxidative
stress;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0001047|core
promoter
binding;GO:000367
7|DNA
binding;GO:004687
2|metal ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000097
9|RNA polymerase
II core promoter
sequence-specific
DNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000188803 0 1 0 0 0.326033149 0 0 1 1 -0.147638604 0.952809238 NA down no SHISA6 protein_coding chr17:11241263-
11564063:+

gi|211904177|ref|NP
_997269.2| 2511 0

protein shisa-6
homolog isoform 1
precursor [Homo
sapiens]

gi|291045122|ref|N
M_207386.3| 7415 0

Homo sapiens shisa
family member 6
(SHISA6),
transcript variant 1,
mRNA

Q3UH99 163 4.00E-43 Protein shisa-6
homolog . . . . pfam13908 Shisa

Wnt and FGF
inhibitory regulator.
Shisa is a
transcription factor-
type molecule that
physically interacts
with immature
forms of the Wnt
receptor Frizzled
and the FGF
receptor within the
endoplasmic
reticulum to inhibit
their post-
translational
maturation and
trafficking to the
cell surface.

GO:0048172|regulati
on of short-term
neuronal synaptic
plasticity;

GO:0032281|AMPA
glutamate receptor
complex;GO:004520
2|synapse;

. . .

ENSG00000188859 6 8 14 12 10.56458657 20 16 4 6 0.365736124 0.548575129 0.662718458 up no FAM78B protein_coding chr1:166057426-
166166969:-

gi|63003925|ref|NP_
780670.2| 1379 0 protein FAM78B

[Mus musculus]
gi|17221257|emb|AL
626787.9| 3239 0

Human DNA
sequence from
clone RP11-375H19
on chromosome 1,
complete sequence

Q8BQN5 518 7.00E-171 Protein FAM78B . . . . pfam00223 PsaA_PsaB Photosystem I
psaA/psaB protein.

GO:0007155|cell
adhesion;GO:00000
28|ribosomal small
subunit
assembly;GO:00064
12|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0005634
|nucleus;GO:000588
6|plasma membrane;

GO:0005055|lamini
n receptor
activity;GO:0003735
|structural
constituent of
ribosome;

. .



ENSG00000188895 122 201 140 243 203.2793596 280 260 227 263 -0.027207034 0.872025866 0.918033295 down no MSL1 protein_coding chr17:40122298-
40136916:+

gi|530412085|ref|XP
_005257355.1| 2215 0

PREDICTED: male-
specific lethal 1
homolog isoform
X1 [Homo sapiens]

gi|635092604|ref|X
M_008012803.1| 4263 0

PREDICTED:
Chlorocebus
sabaeus male-
specific lethal 1
homolog
(Drosophila)
(MSL1), transcript
variant X1, mRNA

Q68DK7 181 7.00E-52 Male-specific lethal
1 homolog . . . . pfam15275 PEHE

PEHE domain. This
domain was first
identified in
drosophila MSL1
(male-specific lethal
1). In drosophila it
binds to the histone
acetyltransferase
males-absent on the
first protein (MOF)
and to protein male-
specific lethal-3
(MSL3).

GO:0043984|histone
H4-K16 acetylation;

GO:0072487|MSL
complex;GO:000565
4|nucleoplasm;

GO:0003682|chrom
atin binding; K13163 MSL1; male-specific

lethal 1

ENSG00000189060 0 0 1 1 0.678276004 0 1 1 2 -0.447486538 0.792501579 NA down no H1F0 protein_coding chr22:37805093-
37807436:+

gi|532073023|ref|XP
_005322323.1| 623 7.00E-71

PREDICTED:
histone H1.0-like
[Ictidomys
tridecemlineatus]

gi|4582128|emb|Z97
630.11| 2344 0

Human DNA
sequence from
clone RP3-466N1
on chromosome
22q12-13, complete
sequence

P07305 177 1.00E-49 Histone H1.0 . . . . pfam00538 Linker_histone

linker histone H1
and H5 family.
Linker histone H1 is
an essential
component of
chromatin structure.
H1 links
nucleosomes into
higher order
structures Histone
H1 is replaced by
histone H5 in some
cell types

GO:0006309|apopto
tic DNA
fragmentation;GO:0
006334|nucleosome
assembly;

GO:0015629|actin
cytoskeleton;GO:00
05794|Golgi
apparatus;GO:00007
90|nuclear
chromatin;GO:0005
719|nuclear
euchromatin;GO:00
05654|nucleoplasm;
GO:0000786|nucleo
some;GO:0005634|n
ucleus;

GO:0031490|chrom
atin DNA
binding;GO:004482
2|poly(A) RNA
binding;

K11275 H1_5; histone H1/5

ENSG00000189079 94 88 82 68 74.07486417 42 51 76 55 1.195302136 0.00095045 0.006297641 up yes ARID2 protein_coding chr12:45729665-
45908040:+

gi|56549668|ref|NP_
689854.2| 8543 0

AT-rich interactive
domain-containing
protein 2 [Homo
sapiens]

gi|56549667|ref|NM
_152641.2| 8466 0

Homo sapiens AT
rich interactive
domain 2 (ARID,
RFX-like) (ARID2),
mRNA

Q68CP9 2249 0
AT-rich interactive
domain-containing
protein 2

. . . . pfam01388 ARID

ARID/BRIGHT
DNA binding
domain. This
domain is know as
ARID for AT-Rich
Interaction Domain,
and also known as
the BRIGHT
domain.

GO:0016569|covale
nt chromatin
modification;GO:00
30336|negative
regulation of cell
migration;GO:00082
85|negative
regulation of cell
proliferation;GO:00
06337|nucleosome
disassembly;GO:000
6355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0090544|BAF-
type
complex;GO:000565
4|nucleoplasm;GO:0
005886|plasma
membrane;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K11765
ARID2; AT-rich
interactive domain-
containing protein 2

ENSG00000189159 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no JPT1 protein_coding chr17:75135248-
75168281:-

gi|50345294|ref|NP_
001002032.1| 846 3.00E-108

hematological and
neurological
expressed 1 protein
isoform 2 [Homo
sapiens]

gi|568599821|ref|N
M_001288609.1| 2289 0

Homo sapiens
hematological and
neurological
expressed 1 (HN1),
transcript variant 5,
mRNA

Q9UK76 177 6.00E-51
Hematological and
neurological
expressed 1 protein

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0031965|nuclear
membrane;GO:0005
730|nucleolus;GO:0
005634|nucleus;

. . .

ENSG00000189184 1 2 1 1 1.63095352 2 2 2 3 -0.304633422 0.771857429 0.841145321 down no PCDH18 protein_coding chr4:137518918-
137532494:-

gi|10047189|dbj|BA
B13388.1| 5886 0 KIAA1562 protein

[Homo sapiens]
gi|426345480|ref|X
M_004040390.1| 5768 0

PREDICTED:
Gorilla gorilla
gorilla
protocadherin 18
(PCDH18), mRNA

Q9HCL0 184 9.00E-92 Protocadherin-18 . . . . pfam00028 Cadherin Cadherin domain.

GO:0007420|brain
development;GO:00
07156|homophilic
cell adhesion via
plasma membrane
adhesion molecules;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion binding; K16499

PCDHD2;
protocadherin delta
2

ENSG00000189308 0 0 0 1 1.210372292 3 4 3 1 -2.617074323 0.070669951 0.145494705 down no LIN54 protein_coding chr4:82909973-
83012926:-

gi|635043406|ref|XP
_007997278.1| 3861 0

PREDICTED:
protein lin-54
homolog isoform
X1 [Chlorocebus
sabaeus]

gi|573014797|ref|N
M_194282.3| 6124 0

Homo sapiens lin-
54 DREAM MuvB
core complex
component
(LIN54), transcript
variant 1, mRNA

Q5RBN8 69.7 3.00E-12 Protein lin-54
homolog . . . . pfam03638 TCR

Tesmin/TSO1-like
CXC domain,
cysteine-rich
domain. This family
includes proteins
that have two copies
of a cysteine rich
motif as follows: C-
X-C-X4-C-X3-YC-
X-C-X6-C-X3-C-X-
C-X2-C. The family
includes Tesmin
and TSO1. This
family is called a
CXC domain in.

GO:0007049|cell
cycle;GO:0006355|r
egulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding; . .

ENSG00000189337 0 1 0 0 0.821281452 1 1 2 3 -1.954777205 0.217550516 NA down no KAZN protein_coding chr1:13892792-
15118043:+

gi|530360944|ref|XP
_005245852.1| 4460 0

PREDICTED:
kazrin isoform X3
[Homo sapiens]

gi|157837984|ref|N
M_201628.2| 6017 0

Homo sapiens
kazrin, periplakin
interacting protein
(KAZN), transcript
variant E, mRNA

B1AJZ1 194 5.00E-59
Putative
uncharacterized
protein C1orf196

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006915|apopto
tic
process;GO:005507
4|calcium ion
homeostasis;GO:004
2742|defense
response to
bacterium;GO:0071
624|positive
regulation of
granulocyte
chemotaxis;GO:009
0026|positive
regulation of
monocyte
chemotaxis;GO:003
2496|response to
lipopolysaccharide;
GO:0034142|toll-
like receptor 4
signaling pathway;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00156
30|microtubule
cytoskeleton;GO:00
05654|nucleoplasm;
GO:0048471|perinu
clear region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0005509|calciu
m ion
binding;GO:004237
9|chemokine
receptor binding;

. .

ENSG00000189403 1021 1042 906 798 747.1222168 319 390 521 431 1.80769016 7.78E-09 8.45E-07 up yes HMGB1 protein_coding chr13:30456704-
30617597:-

gi|795305031|ref|XP
_011823216.1| 918 8.00E-117

PREDICTED: high
mobility group
protein B1 isoform
X1 [Mandrillus
leucophaeus]

gi|15142001|emb|AL
353648.27| 4833 0

Human DNA
sequence from
clone RP11-550P23
on chromosome 13,
complete sequence

P07156 135 5.00E-39
High mobility group
protein B1
(Fragment)

YBR089c-a 62.8 3.00E-10 COG5648 pfam09011 HMG_box_2

HMG-box domain.
This short 71
residue domain is
an HMG-box
domain. HMG-box
domains mediate re-
modelling of
chromatin-structure.
Mammalian HMG-
box proteins are of
two types: those that
are non-sequence-
specific DNA-
binding proteins
with two HMG-box
domains and a long
highly acidic C-tail;
and a diverse group
of sequence-specific
transcription factor-
proteins with either
a single HMG-box
or up to six copies,
and no acidic C-tail.

GO:0002250|adaptiv
e immune
response;GO:00432
77|apoptotic cell
clearance;GO:00069
14|autophagy;GO:00
06935|chemotaxis;G
O:0006310|DNA
recombination;GO:0
006281|DNA
repair;GO:0006954|i
nflammatory
response;GO:00450
87|innate immune
response;GO:00170
55|negative
regulation of RNA
polymerase II
transcriptional
preinitiation
complex
assembly;GO:00973
50|neutrophil
clearance;GO:00511
06|positive
regulation of DNA
ligation;GO:0034165
|positive regulation
of toll-like receptor
9 signaling
pathway;GO:000284
0|regulation of T
cell mediated
immune response to
tumor cell;

GO:0000793|conden
sed
chromosome;GO:00
05793|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
05768|endosome;G
O:0005576|extracell
ular
region;GO:0005634|
nucleus;GO:000588
6|plasma membrane;

GO:0003677|DNA
binding; K10802

HMGB1; high
mobility group
protein B1

ENSG00000196090 3 3 2 0 1.63039455 0 2 1 0 2.090661587 0.13938659 0.240054683 up no PTPRT protein_coding chr20:42072752-
43189970:-

gi|635020850|ref|XP
_008015300.1| 7526 0

PREDICTED:
receptor-type
tyrosine-protein
phosphatase T
isoform X8
[Chlorocebus
sabaeus]

gi|148539857|ref|N
M_133170.3| 12691 0

Homo sapiens
protein tyrosine
phosphatase,
receptor type, T
(PTPRT), transcript
variant 1, mRNA

O14522 2149 0
Receptor-type
tyrosine-protein
phosphatase T

SPAC26F1.10c 152 9.00E-37 COG5599 pfam00102 Y_phosphatase Protein-tyrosine
phosphatase.

GO:0007155|cell
adhesion;GO:00071
56|homophilic cell
adhesion via plasma
membrane adhesion
molecules;GO:0006
470|protein
dephosphorylation;
GO:0007165|signal
transduction;GO:00
07169|transmembra
ne receptor protein
tyrosine kinase
signaling pathway;

GO:0009986|cell
surface;GO:0016021
|integral component
of
membrane;GO:0005
886|plasma
membrane;

GO:0045294|alpha-
catenin
binding;GO:000801
3|beta-catenin
binding;GO:004529
6|cadherin
binding;GO:007009
7|delta-catenin
binding;GO:004529
5|gamma-catenin
binding;GO:000472
5|protein tyrosine
phosphatase
activity;

K13297

PTPRT; receptor-
type tyrosine-
protein phosphatase
T [EC:3.1.3.48]

ENSG00000196132 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no MYT1 protein_coding chr20:64151791-
64242253:+

gi|40788379|dbj|BA
A74858.2| 5382 0 KIAA0835 protein

[Homo sapiens]
gi|41352713|ref|NM
_004535.2| 5535 0

Homo sapiens
myelin transcription
factor 1 (MYT1),
mRNA

Q01538 1930 0 Myelin transcription
factor 1 . . . . pfam08474 MYT1

Myelin transcription
factor 1. This
domain is found in
the myelin
transcription factor
1 (MYT1) of
chordates. MYT1
contains C2HC zinc
finger domains
(pfam01530) and is
expressed in
developing neurons
of the central
nervous system
where it is involved
in the selection of
neuronal precursor
cells.

GO:0030154|cell
differentiation;GO:0
007399|nervous
system
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000196182 0 0 0 0 0.206560414 0 0 2 0 -0.901932469 0.798356839 NA down no STK40 protein_coding chr1:36339624-
36385896:-

gi|543173133|ref|NP
_001269475.1| 2265 0

serine/threonine-
protein kinase 40
isoform 1 [Homo
sapiens]

gi|10440527|dbj|AK
024504.1| 4825 0

Homo sapiens
mRNA for
FLJ00113 protein,
partial cds

Q5R667 361 2.00E-122 Serine/threonine-
protein kinase 40 . . . . pfam00069 Pkinase Protein kinase

domain. .
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K16312

STK40, SHIK;
serine/threonine-
protein kinase 40
[EC:2.7.11.1]

ENSG00000196205 822 830 542 500 487.8262643 120 177 251 146 2.588412377 2.05E-11 1.34E-08 up yes EEF1A1P5 processed_pseudog
ene

chr9:133019486-
133020874:+

gi|74746925|sp|Q5V
TE0.1|EF1A3_HUM
AN

2313 0

RecName:
Full=Putative
elongation factor 1-
alpha-like 3;
Short=EF-1-alpha-
like 3; AltName:
Full=Eukaryotic
elongation factor 1
A-like 3;
Short=eEF1A-like
3; AltName:
Full=Eukaryotic
translation
elongation factor 1
alpha-1 pseudogene
5

gi|149944649|ref|NG
_002350.3| 1389 0

Homo sapiens
eukaryotic
translation
elongation factor 1
alpha 1 pseudogene
5 (EEF1A1P5) on
chromosome 9

Q5VTE0 895 0 Putative elongation
factor 1-alpha-like 3 SPCC794.09c 747 0 COG5256 pfam00009 GTP_EFTU

Elongation factor
Tu GTP binding
domain. This
domain contains a
P-loop motif, also
found in several
other families such
as pfam00071,
pfam00025 and
pfam00063.
Elongation factor
Tu consists of three
structural domains,
this plus two C-
terminal beta barrel
domains.

.

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
15|extracellular
space;GO:0005634|n
ucleus;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0003746
|translation
elongation factor
activity;

. .

ENSG00000196220 0 0 0 0 1.800682961 12 3 0 3 -4.047541348 0.018522792 0.055527301 down no SRGAP3 protein_coding chr3:8980591-
9363053:-

gi|24307967|ref|NP_
055665.1| 5444 0

SLIT-ROBO Rho
GTPase-activating
protein 3 isoform a
[Homo sapiens]

gi|387942365|ref|N
M_014850.3| 8656 0

Homo sapiens
SLIT-ROBO Rho
GTPase activating
protein 3
(SRGAP3),
transcript variant 1,
mRNA

O43295 2100 0
SLIT-ROBO Rho
GTPase-activating
protein 3

. . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0030336|negativ
e regulation of cell
migration;GO:00510
56|regulation of
small GTPase
mediated signal
transduction;GO:00
07165|signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;

GO:0005096|GTPas
e activator
activity;GO:0048365
|Rac GTPase
binding;

K07526
SRGAP; SLIT-
ROBO Rho GTPase
activating protein



ENSG00000196230 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TUBB protein_coding chr6:30720201-
30725426:+

gi|554829274|ref|XP
_005925234.1| 2281 0

PREDICTED:
mediator of DNA
damage checkpoint
protein 1-like
isoform X1
[Haplochromis
burtoni]

gi|426352276|ref|X
M_004043592.1| 2602 0

PREDICTED:
Gorilla gorilla
gorilla tubulin, beta
class I, transcript
variant 1 (TUBB),
mRNA

P09244 813 0 Tubulin beta-7
chain ECU03g0820i 719 0 COG5023 pfam03953 Tubulin_C

Tubulin C-terminal
domain. This family
includes the tubulin
alpha, beta and
gamma chains.
Members of this
family are involved
in polymer
formation. Tubulins
are GTPases. FtsZ
can polymerize into
tubes, sheets, and
rings in vitro and is
ubiquitous in
eubacteria and
archaea. Tubulin is
the major
component of
microtubules. (The
FtsZ GTPases have
been split into their
won family).

GO:0007017|microt
ubule-based
process;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0005200
|structural
constituent of
cytoskeleton;

K07375 TUBB; tubulin beta

ENSG00000196233 3 1 2 0 4.37475056 17 6 3 7 -1.783114699 0.062029381 0.13230332 down no LCOR protein_coding chr10:96832260-
96995959:+

gi|119570347|gb|EA
W49962.1| 7515 0

ligand-dependent
corepressor,
isoform CRA_b
[Homo sapiens]

gi|16304939|emb|AL
442123.12| 15168 0

Human DNA
sequence from
clone RP11-175O19
on chromosome 10,
complete sequence

Q8N3X6 61.6 4.00E-10

Ligand-dependent
nuclear receptor
corepressor-like
protein

. . . . pfam15090 DUF4553

Domain of
unknown function
(DUF4553). This
family of proteins is
functionally
uncharacterized.
This family of
proteins is found in
vertebrates. This
family includes the
human protein
C10orf12.

GO:0007017|microt
ubule-based
process;

GO:0005737|cytopla
sm;GO:0005874|mic
rotubule;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0005200
|structural
constituent of
cytoskeleton;

. .

ENSG00000196268 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ZNF493 protein_coding chr19:21397119-
21427573:+

gi|115511044|ref|NP
_001070146.1| 3938 0

zinc finger protein
493 isoform 3
[Homo sapiens]

gi|222418651|ref|N
M_001076678.2| 4945 0

Homo sapiens zinc
finger protein 493
(ZNF493), transcript
variant 3, mRNA

P63133 187 4.00E-97

Endogenous
retrovirus group K
member 8 Pol
protein

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0015074|DNA
integration;GO:0006
310|DNA
recombination;

.

GO:0003677|DNA
binding;GO:000396
4|RNA-directed
DNA polymerase
activity;GO:0004523
|RNA-DNA hybrid
ribonuclease
activity;GO:0008270
|zinc ion binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000196277 0 1 1 1 3.402973204 4 11 9 6 -2.806578003 0.007566585 0.029718533 down yes GRM7 protein_coding chr3:6770001-
7741533:+

gi|32528268|ref|NP_
870989.1| 4712 0

metabotropic
glutamate receptor 7
isoform b precursor
[Homo sapiens]

gi|242246956|ref|N
M_181874.2| 4239 0

Homo sapiens
glutamate receptor,
metabotropic 7
(GRM7), transcript
variant 2, mRNA

P35400 310 3.00E-98 Metabotropic
glutamate receptor 7 . . . . pfam00003 7tm_3

7 transmembrane
sweet-taste receptor
of 3 GCPR. This is
a domain of seven
transmembrane
regions that forms
the C-terminus of
some subclass 3 G-
coupled-protein
receptors. It is often
associated with a
downstream
cysteine-rich linker
domain, NCD3G
pfam07562, which
is the human sweet-
taste receptor, and
the N-terminal
domain,
ANF_receptor
pfam01094. The
seven TM regions
assemble in such a
way as to produce a
docking pocket into
which such
molecules as
cyclamate and
lactisole have been
found to bind and
consequently confer
the taste of
sweetness.

GO:0007196|adenyl
ate cyclase-
inhibiting G-protein
coupled glutamate
receptor signaling
pathway;GO:000760
8|sensory
perception of smell;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0008066|glutam
ate receptor
activity;GO:0001642
|group III
metabotropic
glutamate receptor
activity;

K04608

GRM6_7_8;
metabotropic
glutamate receptor
6/7/8

ENSG00000196323 0 1 0 1 1.142354293 1 1 5 2 -1.665275726 0.251390026 0.375977186 down no ZBTB44 protein_coding chr11:130226677-
130314686:-

gi|530398030|ref|XP
_005271579.1| 3107 0

PREDICTED: zinc
finger and BTB
domain-containing
protein 44 isoform
X4 [Homo sapiens]

gi|160333173|ref|N
M_014155.4| 9315 0

Homo sapiens zinc
finger and BTB
domain containing
44 (ZBTB44),
transcript variant 3,
mRNA

Q8NCP5 592 0
Zinc finger and BTB
domain-containing
protein 44

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K10515

ZBTB44, BTBD15;
zinc finger and BTB
domain-containing
protein 44

ENSG00000196338 0 0 0 1 2.109500877 12 4 1 3 -3.478637648 0.01522232 0.048398641 down yes NLGN3 protein_coding chrX:71144831-
71171201:+

gi|50510949|dbj|BA
D32460.1| 4196 0 mKIAA1480 protein

[Mus musculus]
gi|262359972|ref|N
M_018977.3| 3913 0

Homo sapiens
neuroligin 3
(NLGN3), transcript
variant 2, mRNA

Q9NZ94 778 0 Neuroligin-3 BS_pnbA 210 3.00E-57 COG2272 pfam00135 COesterase Carboxylesterase
family.

GO:0030534|adult
behavior;GO:00486
75|axon
extension;GO:00600
79|excitatory
postsynaptic
potential;GO:006008
0|inhibitory
postsynaptic
potential;GO:000761
2|learning;GO:00602
91|long-term
synaptic
potentiation;GO:005
0804|modulation of
synaptic
transmission;GO:00
61002|negative
regulation of
dendritic spine
morphogenesis;GO:
0090394|negative
regulation of
excitatory
postsynaptic
potential;GO:000715
8|neuron cell-cell
adhesion;GO:00487
09|oligodendrocyte
differentiation;GO:2
000969|positive
regulation of alpha-
amino-3-hydroxy-5-
methyl-4-isoxazole
propionate selective

GO:0030054|cell
junction;GO:000998
6|cell
surface;GO:0030139
|endocytic
vesicle;GO:0060076|
excitatory
synapse;GO:000588
7|integral
component of
plasma
membrane;GO:0098
794|postsynapse;GO
:0045202|synapse;

GO:0052689|carbox
ylic ester hydrolase
activity;GO:0050839
|cell adhesion
molecule
binding;GO:004204
3|neurexin family
protein
binding;GO:000487
2|receptor
activity;GO:0097110
|scaffold protein
binding;

K07378 NLGN; neuroligin

ENSG00000196376 0 0 0 0 0.202961082 2 0 0 0 -0.899764408 0.798840138 NA down no SLC35F1 protein_coding chr6:117907526-
118317676:+

gi|478495955|ref|XP
_004422318.1| 1935 0

PREDICTED: solute
carrier family 35
member F1
[Ceratotherium
simum simum]

gi|189027120|ref|N
M_001029858.3| 4852 0

Homo sapiens
solute carrier family
35, member F1
(SLC35F1), mRNA

Q5T1Q4 709 0 Solute carrier family
35 member F1 SPCC320.08 191 3.00E-50 COG0697 pfam06027 DUF914

Eukaryotic protein
of unknown
function (DUF914).
This family consists
of several
hypothetical
proteins of
unknown function.
Some of the
sequences in this
family are annotated
as being putative
membrane proteins.

GO:0006810|transpo
rt;

GO:0016021|integral
component of
membrane;

. K15287
SLC35F1_2; solute
carrier family 35,
member F1/2

ENSG00000196381 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ZNF781 protein_coding chr19:37667751-
37692322:-

gi|74760005|sp|Q8N
8C0.1|ZN781_HUM
AN

1792 0
RecName:
Full=Zinc finger
protein 781

gi|194248049|ref|N
M_152605.3| 3140 0

Homo sapiens zinc
finger protein 781
(ZNF781), mRNA

Q8N8C0 193 1.00E-52 Zinc finger protein
781 . . . . pfam01352 KRAB

KRAB box. The
KRAB domain (or
Kruppel-associated
box) is present in
about a third of zinc
finger proteins
containing C2H2
fingers. The KRAB
domain is found to
be involved in
protein-protein
interactions. The
KRAB domain is
generally encoded
by two exons. The
regions coded by
the two exons are
known as KRAB-A
and KRAB-B. The
A box plays an
important role in
repression by
binding to
corepressors, while
the B box is thought
to enhance this
repression brought
about by the A box.
KRAB-containing
proteins are thought
to have critical
functions in cell
proliferation and
differentiation,
apoptosis and

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .



ENSG00000196428 4 6 7 3 5.329486916 5 3 9 5 0.451677245 0.504474774 0.624656354 up no TSC22D2 protein_coding chr3:150408335-
150466431:+

gi|40788322|dbj|BA
A31644.2| 2688 0 KIAA0669 protein

[Homo sapiens]
gi|17223150|gb|AC0
18545.14| 8057 0

Homo sapiens 3
BAC RP11-145F16
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

O75157 223 2.00E-65 TSC22 domain
family protein 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006970|respon
se to osmotic stress;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003700|transcri
ption factor activity,
sequence-specific
DNA binding;

. .

ENSG00000196459 0 0 1 0 0.273276022 0 0 0 1 0.569016299 0.853781729 NA up no TRAPPC2 protein_coding chrX:13712244-
13734635:-

gi|395753700|ref|XP
_003779644.1| 984 3.00E-133

PREDICTED:
trafficking protein
particle complex
subunit 2 isoform
X1 [Pongo abelii]

gi|21758229|dbj|AK
098253.1| 3082 0

Homo sapiens
cDNA FLJ40934 fis,
clone
UTERU2007128,
highly similar to
Spondyloepiphyseal
dysplasia, late

E2QV03 227 1.00E-74
Trafficking protein
particle complex
subunit 2

SPBC11G11.04 146 3.00E-39 COG5603 pfam04628 Sedlin_N

Sedlin, N-terminal
conserved region.
Mutations in this
protein are
associated with the
X-linked
spondyloepiphyseal
dysplasia tarda
syndrome
(OMIM:313400).
This family
represents an N-
terminal conserved
region.

GO:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00063
51|transcription,
DNA-templated;

GO:0005783|endopl
asmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00056
34|nucleus;GO:0048
471|perinuclear
region of cytoplasm;

. . .

ENSG00000196482 26 11 43 10 22.56913174 21 13 22 17 1.03722954 0.092734265 0.174605948 up no ESRRG protein_coding chr1:216503246-
217137755:-

gi|343780866|ref|NP
_001230447.1| 2438 0

estrogen-related
receptor gamma
isoform 6 [Homo
sapiens]

gi|343780867|ref|N
M_001243519.1| 5542 0

Homo sapiens
estrogen-related
receptor gamma
(ESRRG), transcript
variant 17, mRNA

P62510 711 0 Estrogen-related
receptor gamma . . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K08554
NR3B3, ESRRG;
estrogen-related
receptor gamma

ENSG00000196504 2 4 3 1 2.433531147 3 1 1 4 0.743469767 0.433857835 0.563333733 up no PRPF40A protein_coding chr2:152651593-
152717997:-

gi|821021749|ref|XP
_012351918.1| 3398 0

PREDICTED: pre-
mRNA-processing
factor 40 homolog
A isoform X1
[Nomascus
leucogenys]

gi|151301227|ref|N
M_017892.3| 7528 0

Homo sapiens
PRP40 pre-mRNA
processing factor 40
homolog A
(PRPF40A), mRNA

O75400 531 6.00E-177
Pre-mRNA-
processing factor 40
homolog A

SPAC4D7.13 113 4.00E-24 COG5104 pfam01846 FF

FF domain. This
domain has been
predicted to be
involved in protein-
protein interaction.
This domain was
recently shown to
bind the
hyperphosphorylate
d C-terminal repeat
domain of RNA
polymerase II,
confirming its role
in protein-protein
interactions.

GO:0007264|small
GTPase mediated
signal transduction;

GO:0005622|intracel
lular;

GO:0005525|GTP
binding; K12821

PRPF40, PRP40;
pre-mRNA-
processing factor 40

ENSG00000196517 0 1 0 9 17.39192271 56 48 19 41 -3.668636024 2.54E-06 6.40E-05 down yes SLC6A9 protein_coding chr1:43991500-
44031467:-

gi|67782315|ref|NP_
964012.2| 3492 0

sodium- and
chloride-dependent
glycine transporter 1
isoform 2 [Homo
sapiens]

gi|386869223|ref|N
M_001024845.2| 3130 0

Homo sapiens
solute carrier family
6 (neurotransmitter
transporter,
glycine), member 9
(SLC6A9),
transcript variant 3,
mRNA

P28572 237 7.00E-73
Sodium- and
chloride-dependent
glycine transporter 1

VC2012 207 4.00E-57 COG0733 pfam00209 SNF
Sodium:neurotrans
mitter symporter
family.

GO:0036233|glycine
import;GO:0061537|
glycine secretion,
neurotransmission;
GO:0060012|synapti
c transmission,
glycinergic;GO:0006
810|transport;

GO:0005887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005886|plasma
membrane;GO:0098
793|presynapse;

GO:0015375|glycine
:sodium symporter
activity;GO:0005328
|neurotransmitter:so
dium symporter
activity;

K05038

SLC6A5S; solute
carrier family 6
(neurotransmitter
transporter, amino
acid) member
5/7/9/14

ENSG00000196535 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no MYO18A protein_coding chr17:29071124-
29180412:-

gi|27529702|dbj|BA
A13206.2| 9903 0 KIAA0216 [Homo

sapiens]
gi|27529701|dbj|D86
970.2| 7597 0

Homo sapiens
mRNA for
KIAA0216 gene,
complete cds

Q92614 173 1.00E-47 Unconventional
myosin-XVIIIa SPCC645.05c 359 1.00E-99 COG5022 pfam00063 Myosin_head Myosin head (motor

domain).

GO:0031032|actomy
osin structure
organization;GO:00
90164|asymmetric
Golgi ribbon
formation;GO:0016
477|cell
migration;GO:00062
59|DNA metabolic
process;GO:000703
0|Golgi
organization;GO:00
90161|Golgi ribbon
formation;GO:0048
194|Golgi vesicle
budding;GO:004306
6|negative
regulation of
apoptotic
process;GO:005071
4|positive regulation
of protein secretion;

GO:0042641|actomy
osin;GO:0005793|en
doplasmic
reticulum-Golgi
intermediate
compartment;GO:00
05794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0016
020|membrane;GO:
0016459|myosin
complex;GO:000565
4|nucleoplasm;GO:0
005802|trans-Golgi
network;

GO:0051015|actin
filament
binding;GO:004353
1|ADP
binding;GO:000552
4|ATP
binding;GO:000367
7|DNA
binding;GO:004482
2|poly(A) RNA
binding;

K10362 MYO18; myosin
XVIII

ENSG00000196576 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PLXNB2 protein_coding chr22:50274979-
50307627:-

gi|768031366|ref|XP
_011528984.1| 9691 0

PREDICTED:
plexin-B2 isoform
X2 [Homo sapiens]

gi|530420795|ref|X
M_005261909.1| 6383 0

PREDICTED:
Homo sapiens
plexin B2
(PLXNB2),
transcript variant
X5, mRNA

B2RXS4 291 2.00E-140 Plexin-B2 . . . . pfam08337 Plexin_cytopl

Plexin cytoplasmic
RasGAP domain.
This family features
the C-terminal
regions of various
plexins. Plexins are
receptors for
semaphorins, and
plexin signalling is
important in path
finding and
patterning of both
neurons and
developing blood
vessels. The
cytoplasmic region,
which has been
called a SEX
domain in some
members of this
family, is involved
in downstream
signalling pathways,
by interaction with
proteins such as
Rac1, RhoD, Rnd1
and other plexins.
This domain acts as
a RasGAP domain.

GO:0007420|brain
development;GO:00
07156|homophilic
cell adhesion via
plasma membrane
adhesion
molecules;GO:0007
162|negative
regulation of cell
adhesion;GO:00018
43|neural tube
closure;GO:0007405
|neuroblast
proliferation;GO:00
50772|positive
regulation of
axonogenesis;GO:00
10976|positive
regulation of
neuron projection
development;GO:00
08360|regulation of
cell
shape;GO:0043087|r
egulation of GTPase
activity;GO:2001222
|regulation of
neuron
migration;GO:00019
32|regulation of
protein
phosphorylation;GO
:0071526|semaphori
n-plexin signaling
pathway;GO:190228

GO:0009986|cell
surface;GO:0070062
|extracellular
exosome;GO:00058
87|integral
component of
plasma
membrane;GO:0002
116|semaphorin
receptor complex;

GO:0017154|semap
horin receptor
activity;

K06821 PLXNB; plexin B

ENSG00000196586 0 1 0 3 1.327516234 1 4 0 4 -0.794408194 0.579599717 0.692011766 down no MYO6 protein_coding chr6:75749192-
75919537:+

gi|724868079|ref|XP
_010370539.1| 5031 0

PREDICTED:
unconventional
myosin-VI isoform
X1 [Rhinopithecus
roxellana]

gi|92859700|ref|NM
_004999.3| 5597 0

Homo sapiens
myosin VI (MYO6),
transcript variant 1,
mRNA

Q9UM54 1892 0 Unconventional
myosin-VI YAL029c 449 1.00E-128 COG5022 pfam00063 Myosin_head Myosin head (motor

domain).

GO:0030048|actin
filament-based
movement;GO:0030
330|DNA damage
response, signal
transduction by p53
class
mediator;GO:00068
97|endocytosis;GO:
0006886|intracellula
r protein
transport;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00510
46|regulation of
secretion;GO:00424
93|response to
drug;GO:0007605|se
nsory perception of
sound;

GO:0045177|apical
part of
cell;GO:0005938|cell
cortex;GO:0005913|
cell-cell adherens
junction;GO:000590
5|coated
pit;GO:0030665|clat
hrin-coated vesicle
membrane;GO:0005
737|cytoplasm;GO:0
016023|cytoplasmic
membrane-bounded
vesicle;GO:0005829|
cytosol;GO:0016591
|DNA-directed RNA
polymerase II,
holoenzyme;GO:003
0139|endocytic
vesicle;GO:0070062|
extracellular
exosome;GO:00319
41|filamentous
actin;GO:0005794|G
olgi
apparatus;GO:00057
65|lysosomal
membrane;GO:0016
020|membrane;GO:
0005902|microvillus
;GO:0031965|nuclea
r
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0003779|actin
binding;GO:005101
5|actin filament
binding;GO:004353
1|ADP
binding;GO:000552
4|ATP
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00055
16|calmodulin
binding;GO:006000
1|minus-end
directed
microfilament
motor
activity;GO:0003774
|motor activity;

K10358 MYO6; myosin VI

ENSG00000196591 7 9 10 22 10.47458475 9 7 13 9 0.828174643 0.088706844 0.169785095 up no HDAC2 protein_coding chr6:113933028-
114011308:-

gi|194384520|dbj|B
AG59420.1| 2483 0

unnamed protein
product [Homo
sapiens]

gi|440546336|emb|F
O393415.1| 8062 0

Human DNA
sequence from
clone RP11-544L8
on chromosome 6,
complete sequence

P56519 243 2.00E-76 Histone deacetylase
2 YNL330c 535 3.00E-169 COG0123 pfam00850 Hist_deacetyl

Histone deacetylase
domain. Histones
can be reversibly
acetylated on
several lysine
residues. Regulation
of transcription is
caused in part by
this mechanism.
Histone deacetylases
catalyse the removal
of the acetyl group.
Histone deacetylases
are related to other
proteins.

GO:0006325|chrom
atin
organization;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0035098|ES
C/E(Z)
complex;GO:000011
8|histone
deacetylase
complex;GO:000563
4|nucleus;

GO:0004407|histone
deacetylase
activity;GO:0032041
|NAD-dependent
histone deacetylase
activity (H3-K14
specific);GO:000813
4|transcription
factor binding;

K06067
HDAC1_2; histone
deacetylase 1/2
[EC:3.5.1.98]

ENSG00000196628 2 4 4 10 6.28858934 13 7 8 8 -0.370775355 0.53535486 0.650823555 down no TCF4 protein_coding chr18:55222331-
55664787:-

gi|795087637|ref|XP
_011827109.1| 3597 0

PREDICTED:
transcription factor
4 isoform X1
[Mandrillus
leucophaeus]

gi|145386535|ref|N
M_003199.2| 8317 0

Homo sapiens
transcription factor
4 (TCF4), transcript
variant 2, mRNA

P15881 208 7.00E-62 Transcription factor
4 YBR191w 59.7 3.00E-09 COG2139 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0052695|cellular
glucuronidation;GO
:0009813|flavonoid
biosynthetic
process;GO:005269
6|flavonoid
glucuronidation;GO
:0008202|steroid
metabolic
process;GO:000680
5|xenobiotic
metabolic process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00310
90|organelle
membrane;

GO:0015020|glucur
onosyltransferase
activity;

K15603
TCF4_12;
transcription factor
4/12



ENSG00000196655 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no TRAPPC4 protein_coding chr11:119018432-
119025454:+

gi|664709396|ref|XP
_008511651.1| 1200 2.00E-157

PREDICTED:
trafficking protein
particle complex
subunit 4 [Equus
przewalskii]

gi|426370691|ref|X
M_004052247.1| 1662 0

PREDICTED:
Gorilla gorilla
gorilla trafficking
protein particle
complex 4
(TRAPPC4), mRNA

Q5R9J9 209 1.00E-119
Trafficking protein
particle complex
subunit 4

SPBC3B9.12 118 5.00E-30 COG5122 pfam04099 Sybindin

Sybindin-like
family. Sybindin is
a physiological
syndecan-2 ligand
on dendritic spines,
the small
protrusions on the
surface of dendrites
that receive the vast
majority of
excitatory synapses.

GO:0044794|positiv
e regulation by host
of viral
process;GO:004479
1|positive regulation
by host of viral
release from host
cell;GO:0006355|reg
ulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA binding;

. .

ENSG00000196670 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no ZFP62 protein_coding chr5:180847611-
180861285:-

gi|289547562|ref|NP
_001166109.1| 4681 0

zinc finger protein
62 homolog isoform
2 [Homo sapiens]

gi|289547559|ref|N
M_152283.4| 4010 0

Homo sapiens
ZFP62 zinc finger
protein (ZFP62),
transcript variant 1,
mRNA

Q8NB50 197 3.00E-57 Zinc finger protein
62 homolog . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000367
6|nucleic acid
binding;

. .

ENSG00000196712 4 4 2 3 6.162080624 8 12 11 11 -1.137450618 0.062922293 0.133864093 down no NF1 protein_coding chr17:31094927-
31382116:+

gi|109826564|ref|NP
_001035957.1| 15109 0

neurofibromin
isoform 1 [Homo
sapiens]

gi|270132520|ref|N
M_001042492.2| 12425 0

Homo sapiens
neurofibromin 1
(NF1), transcript
variant 1, mRNA

P21359 238 4.00E-61 Neurofibromin . . . . pfam00616 RasGAP

GTPase-activator
protein for Ras-like
GTPase. All alpha-
helical domain that
accelerates the
GTPase activity of
Ras, thereby
"switching" it into
an "off" position.

GO:0048147|negativ
e regulation of
fibroblast
proliferation;

GO:0005730|nucleol
us;

GO:0005096|GTPas
e activator activity; K08052 NF1; neurofibromin

1

ENSG00000196715 0 1 2 3 3.009807816 8 3 6 5 -1.387128512 0.12460995 0.219617131 down no VKORC1L1 protein_coding chr7:65873267-
65959563:+

gi|46309463|ref|NP_
775788.2| 896 3.00E-107

vitamin K epoxide
reductase complex
subunit 1-like
protein 1 isoform 1
[Homo sapiens]

gi|547235123|ref|N
M_173517.4| 5896 0

Homo sapiens
vitamin K epoxide
reductase complex,
subunit 1-like 1
(VKORC1L1),
transcript variant 1,
mRNA

Q8N0U8 349 1.00E-108

Vitamin K epoxide
reductase complex
subunit 1-like
protein 1

. . . . pfam07884 VKOR

Vitamin K epoxide
reductase family.
Vitamin K epoxide
reductase (VKOR)
recycles reduced
vitamin K, which is
used subsequently
as a co-factor in the
gamma-
carboxylation of
glutamic acid
residues in blood
coagulation
enzymes. VKORC1
is a member of a
large family of
predicted enzymes
that are present in
vertebrates,
Drosophila, plants,
bacteria and
archaea. Four
cysteine residues
and one residue,
which is either
serine or threonine,
are identified as
likely active-site
residues. In some
plant and bacterial
homologues the
VKORC1
homologous
domain is fused
with domains of the

GO:0034599|cellular
response to
oxidative
stress;GO:0017187|p
eptidyl-glutamic
acid
carboxylation;GO:0
042373|vitamin K
metabolic process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0048038|quinon
e
binding;GO:004705
7|vitamin-K-
epoxide reductase
(warfarin-sensitive)
activity;

K05357

VKORC1; vitamin-
K-epoxide reductase
(warfarin-sensitive)
[EC:1.17.4.4]

ENSG00000196767 3 5 1 2 2.321752915 2 1 2 2 1.197384023 0.208132305 0.32609899 up no POU3F4 protein_coding chrX:83508250-
83512127:+

gi|433288480|ref|NP
_000298.3| 1920 0

POU domain, class
3, transcription
factor 4 [Homo
sapiens]

gi|475799189|emb|Z
82170.3| 3878 0

Human DNA
sequence from
clone RP3-326L13
on chromosome
Xq21.1, complete
sequence

P49335 742 0
POU domain, class
3, transcription
factor 4

. . . . pfam00157 Pou
Pou domain - N-
terminal to
homeobox domain.

GO:0090103|cochle
a
morphogenesis;GO:
0021879|forebrain
neuron
differentiation;GO:2
001054|negative
regulation of
mesenchymal cell
apoptotic
process;GO:000635
7|regulation of
transcription from
RNA polymerase II
promoter;GO:00076
05|sensory
perception of
sound;GO:0006366|t
ranscription from
RNA polymerase II
promoter;

GO:0005634|nucleu
s;

GO:0003680|AT
DNA
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09365

POU3F, OTF; POU
domain
transcription factor,
class 3

ENSG00000196776 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CD47 protein_coding chr3:108043298-
108091025:-

gi|694903253|ref|XP
_009444369.1| 1620 0

PREDICTED:
leukocyte surface
antigen CD47 [Pan
troglodytes]

gi|21733252|emb|AL
832675.1| 6692 0

Homo sapiens
mRNA; cDNA
DKFZp313F0317
(from clone
DKFZp313F0317)

Q08722 619 0 Leukocyte surface
antigen CD47 . . . . pfam04549 CD47

CD47
transmembrane
region. This family
represents the
transmembrane
region of CD47
leukocyte antigen.

GO:0007186|G-
protein coupled
receptor signaling
pathway;

GO:0016021|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor
activity;GO:0005549
|odorant
binding;GO:000498
4|olfactory receptor
activity;

K06266

CD47; CD47 antigen
(Rh-related antigen,
integrin-associated
signal transducer)

ENSG00000196781 0 0 1 0 0.768666018 2 2 0 2 -1.725677849 0.319896678 NA down no TLE1 protein_coding chr9:81583683-
81689305:-

gi|21541824|ref|NP_
005068.2| 3481 0

transducin-like
enhancer protein 1
isoform 2 [Homo
sapiens]

gi|544495087|ref|X
M_005581999.1| 3598 0

PREDICTED:
Macaca fascicularis
transducin-like
enhancer of split 1
(E(sp1) homolog,
Drosophila) (TLE1),
transcript variant
X3, mRNA

Q04724 1345 0 Transducin-like
enhancer protein 1 . . . . pfam03920 TLE_N

Groucho/TLE N-
terminal Q-rich
domain. The N-
terminal domain of
the Grouch/TLE co-
repressor proteins
are involved in
oligomerization.

GO:2000811|negativ
e regulation of
anoikis;GO:0043124
|negative regulation
of I-kappaB
kinase/NF-kappaB
signaling;GO:00001
22|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00106
28|positive
regulation of gene
expression;GO:0006
357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005730|nu
cleolus;GO:0005634
|nucleus;GO:000566
7|transcription
factor complex;

GO:0003682|chrom
atin
binding;GO:004280
2|identical protein
binding;GO:000110
6|RNA polymerase
II transcription
corepressor
activity;GO:0003714
|transcription
corepressor
activity;GO:0008134
|transcription factor
binding;

. .

ENSG00000196782 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MAML3 protein_coding chr4:139716753-
140154184:-

gi|14017849|dbj|BA
B47445.1| 4954 0 KIAA1816 protein

[Homo sapiens]
gi|160333843|ref|N
M_018717.4| 6686 0

Homo sapiens
mastermind-like 3
(Drosophila)
(MAML3), mRNA

Q96JK9 1866 0 Mastermind-like
protein 3 . . . . pfam09596 MamL-1

MamL-1 domain.
The MamL-1
domain is a
polypeptide of up to
70 residues,
numbers 15-67 of
which adopt an
elongated kinked
helix that wraps
around ANK and
CSL forming one of
the complexes in the
build-up of the
Notch
transcriptional
complex for
recruiting general
transcription

GO:0007219|Notch
signaling
pathway;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00072
21|positive
regulation of
transcription of
Notch receptor
target;GO:0006367|t
ranscription
initiation from RNA
polymerase II
promoter;

GO:0016607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0003713|transcri
ption coactivator
activity;

K06061 MAML; mastermind

ENSG00000196792 9 5 8 19 11.59979555 8 12 24 13 0.039287279 0.942320243 0.963408682 up no STRN3 protein_coding chr14:30893799-
31026401:-

gi|142976686|ref|NP
_001077362.1| 3670 0 striatin-3 isoform 1

[Homo sapiens]
gi|142976674|ref|N
M_014574.3| 3970 0

Homo sapiens
striatin, calmodulin
binding protein 3
(STRN3), transcript
variant 2, mRNA

A5D7H2 281 4.00E-88 Striatin-3 . . . . pfam08232 Striatin

Striatin family.
Striatin is an
intracellular protein
which has a
caveolin-binding
motif, a coiled-coil
structure, a
calmodulin-binding
site, and a WD
(pfam00400) repeat
domain. It acts as a
scaffold protein and
is involved in
signalling pathways.

.
GO:0000786|nucleo
some;GO:0005634|n
ucleus;

GO:0003677|DNA
binding; K17608 STRN1_3_4; striatin

1/3/4

ENSG00000196821 2 11 0 27 27.09263886 57 70 32 67 -2.183924087 0.001471591 0.009059155 down yes C6orf106 protein_coding chr6:34587288-
34696859:-

gi|13236514|ref|NP_
077270.1| 1501 0

uncharacterized
protein C6orf106
isoform a [Homo
sapiens]

gi|567757466|ref|N
M_024294.3| 4415 0

Homo sapiens
chromosome 6 open
reading frame 106
(C6orf106),
transcript variant 1,
mRNA

Q9H6K1 472 1.00E-166 Uncharacterized
protein C6orf106 . . . . pfam14555 UBA_4 UBA-like domain. GO:0016236|macroa

utophagy;

GO:0005776|autoph
agosome;GO:00004
07|pre-
autophagosomal
structure;

GO:0043130|ubiquit
in binding; . .

ENSG00000196850 1 2 3 5 1.926648416 1 1 2 0 1.944814663 0.080980054 0.159899013 up no PPTC7 protein_coding chr12:110533245-
110583320:-

gi|21281679|ref|NP_
644812.1| 1510 0

protein phosphatase
PTC7 homolog
[Homo sapiens]

gi|635068195|ref|X
M_008004701.1| 4476 0

PREDICTED:
Chlorocebus
sabaeus PTC7
protein phosphatase
homolog (S.
cerevisiae)
(PPTC7), mRNA

Q8NI37 586 0 Protein phosphatase
PTC7 homolog SPAC1556.03 119 5.00E-28 COG0631 pfam07228 SpoIIE

Stage II sporulation
protein E (SpoIIE).
This family contains
a number of
bacterial stage II
sporulation E
proteins
(EC:3.1.3.16). These
are required for
formation of a
normal polar
septum during
sporulation. The N-
terminal region is
hydrophobic and is
expected to contain
up to 12 membrane-
spanning segments.

GO:0006470|protein
dephosphorylation;

GO:0005739|mitoch
ondrion;

GO:0046872|metal
ion
binding;GO:000472
2|protein
serine/threonine
phosphatase
activity;

. .



ENSG00000196876 27 30 48 19 43.17225407 74 50 52 59 -0.27354176 0.523235142 0.642387699 down no SCN8A protein_coding chr12:51590266-
51812864:+

gi|795536710|ref|XP
_011903621.1| 9059 0

PREDICTED:
sodium channel
protein type 8
subunit alpha
isoform X2
[Cercocebus atys]

gi|374429548|ref|N
M_014191.3| 11556 0

Homo sapiens
sodium channel,
voltage gated, type
VIII alpha subunit
(SCN8A), transcript
variant 1, mRNA

Q9UQD0 311 9.00E-88
Sodium channel
protein type 8
subunit alpha

. . . . pfam06512 Na_trans_assoc

Sodium ion
transport-
associated.
Members of this
family contain a
region found
exclusively in
eukaryotic sodium
channels or their
subunits, many of
which are voltage-
gated. Members
very often also
contain between
one and four copies
of pfam00520 and,
less often, one copy
of pfam00612.

GO:0086010|membr
ane depolarization
during action
potential;GO:004255
2|myelination;GO:0
007399|nervous
system
development;GO:00
19228|neuronal
action
potential;GO:000742
2|peripheral
nervous system
development;GO:00
06814|sodium ion
transport;

GO:0043194|axon
initial
segment;GO:001602
3|cytoplasmic
membrane-bounded
vesicle;GO:0016021|
integral component
of
membrane;GO:0033
268|node of
Ranvier;GO:000588
6|plasma
membrane;GO:0001
518|voltage-gated
sodium channel
complex;GO:003001
8|Z disc;

GO:0005524|ATP
binding;GO:000524
8|voltage-gated
sodium channel
activity;

K04840

SCN8A; voltage-
gated sodium
channel type VIII
alpha

ENSG00000196914 0 1 0 0 0.515181856 0 2 0 2 -1.12372595 0.610508855 NA down no ARHGEF12 protein_coding chr11:120336914-
120489936:+

gi|7662088|ref|NP_0
56128.1| 7708 0

rho guanine
nucleotide exchange
factor 12 isoform 1
[Homo sapiens]

gi|310832411|ref|N
M_015313.2| 9660 0

Homo sapiens Rho
guanine nucleotide
exchange factor
(GEF) 12
(ARHGEF12),
transcript variant 1,
mRNA

Q9NZN5 2222 0
Rho guanine
nucleotide exchange
factor 12

YLR371w 84 5.00E-15 COG5422 pfam09128 RGS-like

Regulator of G
protein signalling-
like domain.
Members of this
family adopt a
structure consisting
of twelve helices
that fold into a
compact domain
that contains the
overall structural
scaffold observed in
other RGS proteins
and three additional
helical elements that
pack closely to it.
Helices 1-9
comprise the RGS
(pfam00615) fold,
in which helices 4-7
form a classic
antiparallel bundle
adjacent to the other
helices. Like other
RGS structures,
helices 7 and 8 span
the length of the
folded domain and
form essentially one
continuous helix
with a kink in the
middle. Helices 10-
12 form an
apparently stable C-
terminal extension

GO:0007186|G-
protein coupled
receptor signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
43065|positive
regulation of
apoptotic
process;GO:003502
3|regulation of Rho
protein signal
transduction;GO:00
51056|regulation of
small GTPase
mediated signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00160
20|membrane;

GO:0001664|G-
protein coupled
receptor
binding;GO:000509
6|GTPase activator
activity;GO:0005085
|guanyl-nucleotide
exchange factor
activity;GO:0005089
|Rho guanyl-
nucleotide exchange
factor activity;

K07532

ARHGEF12, LARG;
Rho guanine
nucleotide exchange
factor 12

ENSG00000197006 0 0 1 3 0.705897228 0 0 2 0 1.365445649 0.521101443 NA up no METTL9 protein_coding chr16:21597218-
21657473:+

gi|675706802|ref|XP
_009007558.1| 1797 0

PREDICTED:
methyltransferase-
like protein 9
isoform X3
[Callithrix jacchus]

gi|15383789|gb|AC0
92719.3| 5603 0

Homo sapiens
chromosome 16
clone RP11-338J22,
complete sequence

Q9H1A3 220 3.00E-70 Methyltransferase-
like protein 9 . . . . pfam05219 DREV

DREV
methyltransferase.
This family contains
DREV protein
homologues from
several eukaryotes.
The function of this
protein is unknown.
However, these
proteins appear to
be related to other
methyltransferases
(Bateman A pers
obs).

GO:0000045|autoph
agosome
assembly;GO:00069
14|autophagy;GO:00
00422|mitophagy;G
O:0044804|nucleop
hagy;GO:0006497|pr
otein
lipidation;GO:00344
97|protein
localization to pre-
autophagosomal
structure;

GO:0005829|cytosol
;GO:0019898|extrins
ic component of
membrane;GO:0034
045|pre-
autophagosomal
structure membrane;

GO:0080025|phosph
atidylinositol-3,5-
bisphosphate
binding;GO:003226
6|phosphatidylinosit
ol-3-phosphate
binding;

. .

ENSG00000197024 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no ZNF398 protein_coding chr7:149126416-
149182802:+

gi|397499642|ref|XP
_003820553.1| 2987 0

PREDICTED: zinc
finger protein 398
isoform X1 [Pan
paniscus]

gi|194328796|ref|N
M_020781.3| 5268 0

Homo sapiens zinc
finger protein 398
(ZNF398), transcript
variant 2, mRNA

Q8TD17 254 7.00E-79 Zinc finger protein
398 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0045893|positiv
e regulation of
transcription, DNA-
templated;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000197045 2 2 0 3 5.315871158 10 15 4 15 -2.134200347 0.008123121 0.031267711 down yes GMFB protein_coding chr14:54474484-
54489196:-

gi|675690160|ref|XP
_009004309.1| 806 7.00E-96

PREDICTED: glia
maturation factor
beta [Callithrix
jacchus]

gi|34366836|emb|BX
647679.1| 6698 0

Homo sapiens
mRNA; cDNA
DKFZp686F02112
(from clone
DKFZp686F02112)

Q5R6P6 293 2.00E-90 Glia maturation
factor beta . . . . pfam00241 Cofilin_ADF

Cofilin/tropomyosin
-type actin-binding
protein. Severs actin
filaments and binds
to actin monomers.

GO:0034316|negativ
e regulation of
Arp2/3 complex-
mediated actin
nucleation;

GO:0005622|intracel
lular; . . .

ENSG00000197063 3 1 4 3 1.951819117 1 0 0 1 3.082440007 0.023026963 0.065182933 up no MAFG protein_coding chr17:81918270-
81927714:-

gi|817276047|ref|XP
_012308128.1| 635 2.00E-75

PREDICTED:
transcription factor
MafG isoform X1
[Aotus nancymaae]

gi|338753367|ref|N
M_002359.3| 5037 0

Homo sapiens v-
maf avian
musculoaponeurotic
fibrosarcoma
oncogene homolog
G (MAFG),
transcript variant 1,
mRNA

O15525 228 1.00E-69 Transcription factor
MafG . . . . pfam03131 bZIP_Maf

bZIP Maf
transcription factor.
Maf transcription
factors contain a
conserved basic
region leucine
zipper (bZIP)
domain, which
mediates their
dimerization and
DNA binding
property. Thus, this
family is probably
related to
pfam00170. This
family also includes
the DNA_binding
domain of Skn-1,
this domain lacks
the leucine zipper
found in other bZip
domains, and binds
DNA is a monomer.

GO:0030534|adult
behavior;GO:00075
96|blood
coagulation;GO:000
1701|in utero
embryonic
development;GO:00
42127|regulation of
cell
proliferation;GO:00
30641|regulation of
cellular
pH;GO:0045604|reg
ulation of epidermal
cell
differentiation;GO:0
006357|regulation of
transcription from
RNA polymerase II
promoter;

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09037
MAFF_G_K;
transcription factor
MAFF/G/K

ENSG00000197102 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no DYNC1H1 protein_coding chr14:101964528-
102050792:+

gi|71891782|dbj|BA
A20783.3| 24593 0 KIAA0325 protein

[Homo sapiens]
gi|209413718|ref|N
M_001376.4| 14333 0

Homo sapiens
dynein, cytoplasmic
1, heavy chain 1
(DYNC1H1),
mRNA

Q14204 254 8.00E-76 Cytoplasmic dynein
1 heavy chain 1 YKR054c 1858 0 COG5245 pfam03028 Dynein_heavy

Dynein heavy chain
and region D6 of
dynein motor. This
family represents
the C-terminal
region of dynein
heavy chain. The
chain also contains
ATPase activity and
microtubule binding
ability and acts as a
motor for the
movement of
organelles and
vesicles along
microtubules.
Dynein is also
involved in cilia and
flagella movement.
The dynein subunit
consists of at least
two heavy chains
and a number of
intermediate and
light chains. The
380 kDa motor unit
of dynein belongs
to the AAA class of
chaperone-like
ATPases. The core
of the 380 kDa
motor unit contains
a concatenated
chain of six AAA
modules of which

GO:0003341|cilium
movement;GO:0033
962|cytoplasmic
mRNA processing
body
assembly;GO:00512
93|establishment of
spindle
localization;GO:003
4063|stress granule
assembly;GO:00068
10|transport;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000586
8|cytoplasmic
dynein
complex;GO:007006
2|extracellular
exosome;GO:00310
12|extracellular
matrix;GO:0030175|
filopodium;GO:001
6020|membrane;GO
:0005874|microtubul
e;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0051959
|dynein light
intermediate chain
binding;GO:000377
7|microtubule motor
activity;GO:0044822
|poly(A) RNA
binding;

K10413
DYNC1H; dynein
heavy chain 1,
cytosolic

ENSG00000197106 0 0 0 0 1.389846229 5 5 1 3 -3.675902888 0.012759843 0.043095502 down yes SLC6A17 protein_coding chr1:110150486-
110202202:+

gi|58219014|ref|NP_
001010898.1| 3610 0

sodium-dependent
neutral amino acid
transporter
SLC6A17 [Homo
sapiens]

gi|163310760|ref|N
M_001010898.2| 6403 0

Homo sapiens
solute carrier family
6 (neutral amino
acid transporter),
member 17
(SLC6A17), mRNA

Q9H1V8 222 9.00E-67

Sodium-dependent
neutral amino acid
transporter
SLC6A17

VC2012 127 2.00E-29 COG0733 pfam00209 SNF
Sodium:neurotrans
mitter symporter
family.

GO:0032328|alanine
transport;GO:00074
20|brain
development;GO:00
15816|glycine
transport;GO:00158
20|leucine
transport;GO:00158
04|neutral amino
acid
transport;GO:00158
24|proline transport;

GO:0030054|cell
junction;GO:000588
7|integral
component of
plasma
membrane;GO:0008
021|synaptic
vesicle;GO:0030672|
synaptic vesicle
membrane;

GO:0015171|amino
acid transmembrane
transporter
activity;GO:0005328
|neurotransmitter:so
dium symporter
activity;

K05048

SLC6A15S; solute
carrier family 6
(neurotransmitter
transporter, amino
acid/orphan)
member
15/16/17/18/20

ENSG00000197111 551 735 625 618 619.554405 503 578 745 573 0.661601095 0.008630339 0.032429151 up no PCBP2 protein_coding chr12:53452102-
53481162:+

gi|62087230|dbj|BA
D92062.1| 1960 0

poly(rC)-binding
protein 2 isoform b
variant [Homo
sapiens]

gi|193083111|ref|N
M_001128913.1| 3077 0

Homo sapiens
poly(rC) binding
protein 2 (PCBP2),
transcript variant 6,
mRNA

Q15366 72.8 4.00E-14 Poly(rC)-binding
protein 2 . . . . pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0051607|defens
e response to
virus;GO:0010467|g
ene
expression;GO:0045
087|innate immune
response;GO:00755
22|IRES-dependent
viral translational
initiation;GO:00160
71|mRNA metabolic
process;GO:000039
8|mRNA splicing,
via
spliceosome;GO:00
50687|negative
regulation of
defense response to
virus;GO:0032480|n
egative regulation of
type I interferon
production;GO:0043
161|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:003969
4|viral RNA genome
replication;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00059
25|focal
adhesion;GO:00305
29|ribonucleoprotei
n
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:1990829|C-rich
single-stranded
DNA
binding;GO:001989
9|enzyme
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:003162
5|ubiquitin protein
ligase binding;

K13162
PCBP2_3_4;
poly(rC)-binding
protein 2/3/4



ENSG00000197157 0 3 0 0 0.574018122 0 1 0 1 1.010909829 0.654297168 NA up no SND1 protein_coding chr7:127652180-
128092609:+

gi|62088600|dbj|BA
D92747.1| 4649 0

EBNA-2 co-
activator variant
[Homo sapiens]

gi|77404396|ref|NM
_014390.2| 3476 0

Homo sapiens
staphylococcal
nuclease and tudor
domain containing 1
(SND1), mRNA

Q5REU4 228 2.00E-68
Staphylococcal
nuclease domain-
containing protein 1

SPCC645.08c 332 2.00E-96 COG1525 pfam00567 TUDOR Tudor domain.

GO:0006335|DNA
replication-
dependent
nucleosome
assembly;GO:00063
34|nucleosome
assembly;GO:00022
30|positive
regulation of
defense response to
virus by
host;GO:0051290|pr
otein
heterotetramerizatio
n;GO:0060968|regul
ation of gene
silencing;GO:00987
92|xenophagy;

GO:0070062|extrace
llular
exosome;GO:00160
20|membrane;GO:0
000784|nuclear
chromosome,
telomeric
region;GO:0000788|
nuclear
nucleosome;GO:000
5654|nucleoplasm;G
O:0000786|nucleoso
me;GO:0005634|nuc
leus;

GO:0031492|nucleo
somal DNA
binding;

K15979

SND1;
staphylococcal
nuclease domain-
containing protein 1

ENSG00000197183 4 2 2 3 2.423737843 3 1 1 2 1.24181509 0.188137192 0.303255492 up no NOL4L protein_coding chr20:32443059-
32585074:-

gi|378404903|ref|NP
_001243727.1| 3134 0

nucleolar protein 4-
like isoform 1
[Homo sapiens]

gi|378404902|ref|N
M_001256798.1| 6577 0

Homo sapiens
nucleolar protein 4-
like (NOL4L),
transcript variant 1,
mRNA

O94818 91.3 5.00E-19 Nucleolar protein 4 . . . . pfam09770 PAT1

Topoisomerase II-
associated protein
PAT1. Members of
this family are
necessary for
accurate
chromosome
transmission during
cell division.

.
GO:0005730|nucleol
us;GO:0005634|nucl
eus;

. . .

ENSG00000197265 3 2 1 0 1.130482868 0 0 1 0 3.015599133 0.077248344 0.15521195 up no GTF2E2 protein_coding chr8:30578318-
30658251:-

gi|4504195|ref|NP_0
02086.1| 1418 0

transcription
initiation factor IIE
subunit beta [Homo
sapiens]

gi|114619589|ref|X
M_001168104.1| 1687 0

PREDICTED: Pan
troglodytes general
transcription factor
IIE, polypeptide 2,
beta 34kDa
(GTF2E2), mRNA

P29084 216 9.00E-69
Transcription
initiation factor IIE
subunit beta

SPCC1672.08c 66.6 3.00E-11 COG5174 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00427
95|snRNA
transcription from
RNA polymerase II
promoter;GO:00063
68|transcription
elongation from
RNA polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;GO:00063
67|transcription
initiation from RNA
polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;GO:0005
673|transcription
factor TFIIE
complex;

GO:0003677|DNA
binding;GO:004482
2|poly(A) RNA
binding;

K03137

TFIIE2, GTF2E2,
TFA2; transcription
initiation factor
TFIIE subunit beta

ENSG00000197283 0 1 0 7 2.887756133 8 4 5 3 -1.000285936 0.334474652 0.462667726 down no SYNGAP1 protein_coding chr6:33419661-
33457541:+

gi|194248068|ref|NP
_006763.2| 5826 0

ras/Rap GTPase-
activating protein
SynGAP [Homo
sapiens]

gi|27529960|dbj|AB
067525.2| 9759 0

Homo sapiens
mRNA for
KIAA1938 protein,
partial cds

Q96PV0 2048 0
Ras/Rap GTPase-
activating protein
SynGAP

. . . . pfam12004 DUF3498

Domain of
unknown function
(DUF3498). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 433 to 538
amino acids in
length. This domain
is found associated
with pfam00616,
pfam00168. This
domain has two
conserved sequence
motifs: DLQ and
PLSFQNP.

GO:0016358|dendrit
e
development;GO:00
00165|MAPK
cascade;GO:005077
1|negative
regulation of
axonogenesis;GO:00
43524|negative
regulation of
neuron apoptotic
process;GO:004658
0|negative
regulation of Ras
protein signal
transduction;GO:00
07389|pattern
specification
process;GO:000726
5|Ras protein signal
transduction;GO:00
43113|receptor
clustering;GO:00481
69|regulation of
long-term neuronal
synaptic
plasticity;GO:00434
08|regulation of
MAPK
cascade;GO:005080
3|regulation of
synapse structure or
activity;GO:0048167
|regulation of
synaptic

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0043198|de
ndritic
shaft;GO:0031235|in
trinsic component
of the cytoplasmic
side of the plasma
membrane;

GO:0005096|GTPas
e activator activity; K17631

SYNGAP, RASA5;
Ras/Rap GTPase-
activating protein
SynGAP

ENSG00000197312 0 0 1 1 0.580294273 1 1 0 1 -0.034894629 0.984343258 NA down no DDI2 protein_coding chr1:15617500-
15669044:+

gi|675685152|ref|XP
_008949992.1| 5189 0

PREDICTED:
protein DDI1
homolog 2 isoform
X1 [Pan paniscus]

gi|13508893|emb|AL
121992.24| 9210 0

Human DNA
sequence from
clone RP4-680D5
on chromosome
1p36.13-36.31,
complete sequence

Q5TDH0 398 4.00E-133 Protein DDI1
homolog 2 . . . . pfam09668 Asp_protease

Aspartyl protease.
This family of
eukaryotic aspartyl
proteases have a
fold similar to
retroviral proteases
which implies they
function
proteolytically
during regulated
protein turnover.

.
GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0004190|asparti
c-type
endopeptidase
activity;

K11885
DDI1; DNA
damage-inducible
protein 1

ENSG00000197323 13 19 10 18 20.42150381 35 27 33 22 -0.435863518 0.235521778 0.358654216 down no TRIM33 protein_coding chr1:114392777-
114511160:-

gi|74027249|ref|NP_
056990.3| 4497 0

E3 ubiquitin-protein
ligase TRIM33
isoform alpha
[Homo sapiens]

gi|74027248|ref|NM
_015906.3| 8339 0

Homo sapiens
tripartite motif
containing 33
(TRIM33),
transcript variant a,
mRNA

Q9UPN9 1726 0 E3 ubiquitin-protein
ligase TRIM33 YGR252w 62.8 8.00E-09 COG5076 pfam00439 Bromodomain

Bromodomain.
Bromodomains are
110 amino acid long
domains, that are
found in many
chromatin
associated proteins.
Bromodomains can
interact specifically
with acetylated
lysine.

GO:0030514|negativ
e regulation of BMP
signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00165
67|protein
ubiquitination;GO:0
017015|regulation of
transforming
growth factor beta
receptor signaling
pathway;GO:000635
1|transcription,
DNA-templated;

GO:0043231|intracel
lular membrane-
bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;

GO:0070410|co-
SMAD
binding;GO:000367
7|DNA
binding;GO:001687
4|ligase
activity;GO:0070412
|R-SMAD
binding;GO:000484
2|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K08883

TRIM33, TIF1G;
tripartite motif-
containing protein
33 [EC:2.3.2.27]

ENSG00000197343 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ZNF655 protein_coding chr7:99558406-
99576453:+

gi|145701015|ref|NP
_001077425.1| 2803 0

zinc finger protein
655 isoform f
[Homo sapiens]

gi|34535242|dbj|AK
128057.1| 4879 0

Homo sapiens
cDNA FLJ46177 fis,
clone
TESTI4003796,
highly similar to
Zinc finger protein
655

P17036 98.6 8.00E-21 Zinc finger protein
3 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030154|cell
differentiation;GO:0
045321|leukocyte
activation;GO:00072
75|multicellular
organismal
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000197445 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no C16orf47 lincRNA chr16:73126637-
73144447:-

gi|46409402|ref|NP_
997268.1| 684 1.00E-85

putative
uncharacterized
protein C16orf47
[Homo sapiens]

gi|46409401|ref|NM
_207385.1| 1307 0

Homo sapiens
chromosome 16
open reading frame
47 (C16orf47),
mRNA

Q6ZP98 268 5.00E-87
Putative
uncharacterized
protein C16orf47

. . . . pfam13829 DUF4191
Domain of
unknown function
(DUF4191).

GO:0006096|glycoly
tic
process;GO:000609
9|tricarboxylic acid
cycle;

GO:0005759|mitoch
ondrial matrix;

GO:0046872|metal
ion
binding;GO:000459
1|oxoglutarate
dehydrogenase
(succinyl-
transferring)
activity;GO:0030976
|thiamine
pyrophosphate
binding;

. .

ENSG00000197451 35 45 31 32 25.27256208 8 14 8 7 2.534478035 1.51E-09 2.39E-07 up yes HNRNPAB protein_coding chr5:178204507-
178211163:+

gi|55956921|ref|NP_
004490.2| 1035 9.00E-135

heterogeneous
nuclear
ribonucleoprotein
A/B isoform b
[Homo sapiens]

gi|55956918|ref|NM
_031266.2| 1796 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein
A/B (HNRNPAB),
transcript variant 1,
mRNA

Q99020 61.2 3.00E-10

Heterogeneous
nuclear
ribonucleoprotein
A/B

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0001837|epitheli
al to mesenchymal
transition;GO:00001
22|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0030529|rib
onucleoprotein
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0090575|RNA
polymerase II
transcription factor
complex;

GO:0003677|DNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA binding;

K13044

HNRNPABD;
heterogeneous
nuclear
ribonucleoprotein
A/B/D



ENSG00000197535 0 0 0 0 0.890715208 4 2 0 3 -3.034494253 0.098839353 NA down no MYO5A protein_coding chr15:52307283-
52529050:-

gi|296439234|sp|Q9
Y4I1.2|MYO5A_HU
MAN

9721 0

RecName:
Full=Unconvention
al myosin-Va;
AltName:
Full=Dilute myosin
heavy chain, non-
muscle; AltName:
Full=Myosin heavy
chain 12; AltName:
Full=Myosin-12;
AltName:
Full=Myoxin

gi|215982790|ref|N
M_000259.3| 12219 0

Homo sapiens
myosin VA (heavy
chain 12, myoxin)
(MYO5A),
transcript variant 1,
mRNA

Q9QYF3 200 7.00E-58 Unconventional
myosin-Va YOR326w 827 0 COG5022 pfam00063 Myosin_head Myosin head (motor

domain).

GO:0030048|actin
filament-based
movement;GO:0032
869|cellular
response to insulin
stimulus;GO:000726
8|synaptic
transmission;GO:00
51643|endoplasmic
reticulum
localization;GO:000
6887|exocytosis;GO:
0030073|insulin
secretion;GO:00319
87|locomotion
involved in
locomotory
behavior;GO:00427
59|long-chain fatty
acid biosynthetic
process;GO:004243
8|melanin
biosynthetic
process;GO:003031
8|melanocyte
differentiation;GO:0
032402|melanosome
transport;GO:00425
52|myelination;GO:
0042476|odontogen
esis;GO:0006892|po
st-Golgi vesicle-
mediated
transport;GO:00726
59|protein

GO:0042641|actomy
osin;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00700
62|extracellular
exosome;GO:00324
33|filopodium
tip;GO:0005794|Gol
gi
apparatus;GO:00304
26|growth
cone;GO:0032593|in
sulin-responsive
compartment;GO:00
05882|intermediate
filament;GO:004247
0|melanosome;GO:0
016020|membrane;G
O:0035371|microtub
ule plus-
end;GO:0016459|my
osin
complex;GO:004300
5|neuron
projection;GO:0043
025|neuronal cell
body;GO:0001750|p
hotoreceptor outer
segment;GO:000172
6|ruffle;

GO:0005524|ATP
binding;GO:000550
9|calcium ion
binding;GO:000014
6|microfilament
motor
activity;GO:0044822
|poly(A) RNA
binding;GO:001713
7|Rab GTPase
binding;

K10357 MYO5; myosin V

ENSG00000197601 0 9 2 16 17.75567961 49 33 25 39 -2.062677443 0.000580358 0.004342679 down yes FAR1 protein_coding chr11:13668670-
13732346:+

gi|829844541|ref|XP
_012636182.1| 2750 0

PREDICTED: fatty
acyl-CoA reductase
1 isoform X3
[Microcebus
murinus]

gi|34368064|emb|BX
648892.1| 5810 0

Homo sapiens
mRNA; cDNA
DKFZp686P18247
(from clone
DKFZp686P18247)

Q5R834 347 2.00E-116 Fatty acyl-CoA
reductase 1 AGl2323_2 62.8 4.00E-09 COG3320 pfam07993 NAD_binding_4

Male sterility
protein. This family
represents the C-
terminal region of
the male sterility
protein in a number
of arabidopsis and
drosophila. A
sequence-related
jojoba acyl CoA
reductase is also
included.

GO:0008611|ether
lipid biosynthetic
process;GO:004647
4|glycerophospholip
id biosynthetic
process;GO:003533
6|long-chain fatty-
acyl-CoA metabolic
process;GO:001002
5|wax biosynthetic
process;

GO:0016021|integral
component of
membrane;GO:0005
778|peroxisomal
membrane;

GO:0080019|fatty-
acyl-CoA reductase
(alcohol-forming)
activity;GO:0050062
|long-chain-fatty-
acyl-CoA reductase
activity;

K13356
FAR; fatty acyl-CoA
reductase
[EC:1.2.1.-]

ENSG00000197616 1 2 3 1 1.699810661 2 0 3 1 0.804313961 0.482874336 0.606124256 up no MYH6 protein_coding chr14:23381990-
23408277:-

gi|156104908|ref|NP
_002462.2| 9013 0 myosin-6 [Homo

sapiens]
gi|289803014|ref|N
M_002471.3| 5941 0

Homo sapiens
myosin, heavy
chain 6, cardiac
muscle, alpha
(MYH6), mRNA

P13533 3476 0 Myosin-6 SPCC645.05c 764 0 COG5022 pfam01576 Myosin_tail_1

Myosin tail. The
myosin molecule is
a multi-subunit
complex made up
of two heavy chains
and four light
chains it is a
fundamental
contractile protein
found in all
eukaryote cell types.
This family consists
of the coiled-coil
myosin heavy chain
tail region. The
coiled-coil is
composed of the tail
from two molecules
of myosin. These
can then assemble
into the
macromolecular
thick filament. The
coiled-coil region
provides the
structural backbone
the thick filament.

GO:0007512|adult
heart
development;GO:00
46034|ATP
metabolic
process;GO:005500
9|atrial cardiac
muscle tissue
morphogenesis;GO:
0030509|BMP
signaling
pathway;GO:006007
0|canonical Wnt
signaling
pathway;GO:006004
8|cardiac muscle
contraction;GO:004
8739|cardiac muscle
fiber
development;GO:00
14898|cardiac
muscle hypertrophy
in response to
stress;GO:0001701|i
n utero embryonic
development;GO:00
06936|muscle
contraction;GO:003
0049|muscle
filament
sliding;GO:0030239|
myofibril
assembly;GO:00434
62|regulation of
ATPase

GO:0005829|cytosol
;GO:0005859|muscl
e myosin
complex;GO:003001
6|myofibril;GO:001
6459|myosin
complex;GO:003298
2|myosin
filament;GO:003001
7|sarcomere;GO:000
1725|stress
fiber;GO:0030018|Z
disc;

GO:0030898|actin-
dependent ATPase
activity;GO:0005524
|ATP
binding;GO:001688
7|ATPase
activity;GO:0000146
|microfilament
motor
activity;GO:0017018
|myosin
phosphatase
activity;GO:0019901
|protein kinase
binding;

K17751 MYH6_7; myosin
heavy chain 6/7

ENSG00000197635 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no DPP4 protein_coding chr2:161992241-
162074542:-

gi|18765694|ref|NP_
001926.2| 4022 0 dipeptidyl peptidase

4 [Homo sapiens]
gi|47078262|ref|NM
_001935.3| 3900 0

Homo sapiens
dipeptidyl-peptidase
4 (DPP4), mRNA

P27487 342 2.00E-111 Dipeptidyl peptidase
4 SPACUNK4.08 335 1.00E-97 COG1506 pfam00930 DPPIV_N

Dipeptidyl peptidase
IV (DPP IV) N-
terminal region.
This family is an
alignment of the
region to the N-
terminal side of the
active site. The
Prosite motif does
not correspond to
this Pfam entry.

GO:0001662|behavi
oral fear
response;GO:00435
42|endothelial cell
migration;GO:00356
41|locomotory
exploration
behavior;GO:00107
16|negative
regulation of
extracellular matrix
disassembly;GO:000
8284|positive
regulation of cell
proliferation;GO:00
36343|psychomotor
behavior;GO:00336
32|regulation of
cell-cell adhesion
mediated by
integrin;GO:000166
6|response to
hypoxia;GO:004211
0|T cell
activation;GO:00312
95|T cell
costimulation;

GO:0016324|apical
plasma
membrane;GO:0009
986|cell
surface;GO:0030139
|endocytic
vesicle;GO:0070062|
extracellular
exosome;GO:00059
25|focal
adhesion;GO:00160
21|integral
component of
membrane;GO:0046
581|intercellular
canaliculus;GO:007
1438|invadopodium
membrane;GO:0030
027|lamellipodium;
GO:0031258|lamelli
podium
membrane;GO:0005
765|lysosomal
membrane;GO:0016
020|membrane;GO:
0045121|membrane
raft;GO:0005886|pla
sma membrane;

GO:0008239|dipepti
dyl-peptidase
activity;GO:0042802
|identical protein
binding;GO:000202
0|protease
binding;GO:004280
3|protein
homodimerization
activity;GO:0005102
|receptor
binding;GO:000425
2|serine-type
endopeptidase
activity;GO:0008236
|serine-type
peptidase
activity;GO:0001618
|virus receptor
activity;

K01278
DPP4; dipeptidyl-
peptidase 4
[EC:3.4.14.5]

ENSG00000197694 0 0 0 1 1.196176008 3 4 1 3 -2.604091877 0.071622103 0.146795716 down no SPTAN1 protein_coding chr9:128552558-
128633662:+

gi|62089306|dbj|BA
D93097.1| 12880 0

spectrin, alpha,
non-erythrocytic 1
(alpha-fodrin)
variant [Homo
sapiens]

gi|306966129|ref|N
M_003127.3| 7883 0

Homo sapiens
spectrin, alpha,
non-erythrocytic 1
(SPTAN1),
transcript variant 2,
mRNA

P07751 56.6 2.00E-07
Spectrin alpha
chain, non-
erythrocytic 1

SPAC3A12.14 63.5 6.00E-10 COG5126 pfam00435 Spectrin

Spectrin repeat.
Spectrin repeat-
domains are found
in several proteins
involved in
cytoskeletal
structure. These
include spectrin,
alpha-actinin and
dystrophin. The
sequence repeat
used in this family
is taken from the
structural repeat in
reference. The
spectrin domain-
repeat forms a three
helix bundle. The
second helix is
interrupted by
proline in some
sequences. The
repeats are defined
by a characteristic
tryptophan (W)
residue at position
17 in helix A and a
leucine (L) at 2
residues from the
carboxyl end of
helix C. Although
the domain occurs
in ultiple repeats
along sequences,
the domains are

GO:0031532|actin
cytoskeleton
reorganization;GO:0
051693|actin
filament capping;

GO:0005829|cytosol
;GO:0005886|plasm
a
membrane;GO:0043
234|protein
complex;GO:000809
1|spectrin;

GO:0005509|calciu
m ion
binding;GO:003240
3|protein complex
binding;GO:004748
5|protein N-
terminus
binding;GO:003050
7|spectrin
binding;GO:001990
5|syntaxin binding;

K06114 SPTA; spectrin
alpha

ENSG00000197705 0 2 1 1 0.83859281 1 0 1 1 0.899345598 0.549487455 NA up no KLHL14 protein_coding chr18:32672671-
32773062:-

gi|7243149|dbj|BAA
92622.1| 3168 0 KIAA1384 protein

[Homo sapiens]
gi|55741642|ref|NM
_020805.1| 4261 0

Homo sapiens
kelch-like family
member 14
(KLHL14), mRNA

Q9P2G3 315 2.00E-101 Kelch-like protein
14 . . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0016567|protein
ubiquitination;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000582
9|cytosol;GO:00057
83|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0043
005|neuron
projection;GO:0043
025|neuronal cell
body;

. K10451 KLHL14; kelch-like
protein 14

ENSG00000197724 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no PHF2 protein_coding chr9:93576407-
93679587:+

gi|117190342|ref|NP
_005383.3| 4654 0

lysine-specific
demethylase PHF2
[Homo sapiens]

gi|117190341|ref|N
M_005392.3| 5349 0

Homo sapiens PHD
finger protein 2
(PHF2), mRNA

O75151 125 3.00E-27 Lysine-specific
demethylase PHF2 . . . . pfam02373 JmjC

JmjC domain,
hydroxylase. The
JmjC domain
belongs to the
Cupin superfamily.
JmjC-domain
proteins may be
protein
hydroxylases that
catalyse a novel
histone
modification. This
is confirmed to be a
hydroxylase: the
human JmjC protein
named Tyw5p
unexpectedly acts in
the biosynthesis of a
hypermodified
nucleoside,
hydroxy-
wybutosine, in
tRNA-Phe by
catalyzing
hydroxylation.

GO:0001889|liver
development;GO:00
61188|negative
regulation of
chromatin silencing
at
rDNA;GO:0006482|
protein
demethylation;GO:0
006351|transcription
, DNA-templated;

GO:0000777|conden
sed chromosome
kinetochore;GO:000
5737|cytoplasm;GO:
0000776|kinetochor
e;GO:0005730|nucle
olus;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;

GO:0051213|dioxyg
enase
activity;GO:0032452
|histone
demethylase
activity;GO:0032454
|histone
demethylase activity
(H3-K9
specific);GO:000550
6|iron ion
binding;GO:003506
4|methylated histone
binding;GO:000827
0|zinc ion binding;

K19414

PHF2, JHDM1E;
lysine-specific
demethylase PHF2
[EC:1.14.11.-]



ENSG00000197746 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PSAP protein_coding chr10:71816298-
71851375:-

gi|62089138|dbj|BA
D93013.1| 2587 0 prosaposin variant

[Homo sapiens]
gi|110224477|ref|N
M_002778.2| 2822 0

Homo sapiens
prosaposin (PSAP),
transcript variant 1,
mRNA

P07602 212 4.00E-64 Prosaposin . . . . pfam02199 SapA Saposin A-type
domain.

GO:0007193|adenyl
ate cyclase-
inhibiting G-protein
coupled receptor
signaling
pathway;GO:007131
0|cellular response
to organic
substance;GO:00607
42|epithelial cell
differentiation
involved in prostate
gland
development;GO:00
06687|glycosphingol
ipid metabolic
process;GO:000686
9|lipid
transport;GO:19032
06|negative
regulation of
hydrogen peroxide-
induced cell
death;GO:0002576|p
latelet
degranulation;GO:0
043410|positive
regulation of MAPK
cascade;GO:006073
6|prostate gland
growth;GO:0010506
|regulation of
autophagy;GO:0019
216|regulation of
lipid metabolic

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0016021|i
ntegral component
of
membrane;GO:0043
202|lysosomal
lumen;GO:0005765|l
ysosomal
membrane;GO:0005
764|lysosome;GO:0
005739|mitochondri
on;

GO:0008047|enzym
e activator
activity;GO:0001664
|G-protein coupled
receptor
binding;GO:000828
9|lipid binding;

K12382 PSAP, SGP1;
saposin

ENSG00000197756 0 0 0 2 0.311010637 0 0 0 1 1.13940889 0.706918297 NA up no RPL37A protein_coding chr2:216498189-
216579180:+

gi|675665684|ref|XP
_008997710.1| 639 7.00E-80

PREDICTED: 60S
ribosomal protein
L37a [Callithrix
jacchus]

gi|426338527|ref|X
M_004033182.1| 2842 0

PREDICTED:
Gorilla gorilla
gorilla ribosomal
protein L37a
(RPL37A), mRNA

P61515 89.4 5.00E-42
Putative 60S
ribosomal protein
L37a

YPR043w 127 8.00E-33 COG1997 pfam01780 Ribosomal_L37ae

Ribosomal L37ae
protein family. This
ribosomal protein is
found in
archaebacteria and
eukaryotes. It
contains four
conserved cysteine
residues that may
bind to zinc.

GO:0006412|translat
ion;

GO:0005840|riboso
me;

GO:0046872|metal
ion
binding;GO:000373
5|structural
constituent of
ribosome;

. .

ENSG00000197757 26 61 37 100 79.39609004 97 130 90 180 -0.690104201 0.039423167 0.09680144 down no HOXC6 protein_coding chr12:53990624-
54030823:+

gi|297262540|ref|XP
_001108363.2| 1203 2.00E-150

PREDICTED:
hypothetical protein
LOC704526 isoform
3 [Macaca mulatta]

gi|546232167|ref|N
M_153693.4| 1988 0

Homo sapiens
homeobox C6
(HOXC6), transcript
variant 2, mRNA

P10629 389 3.00E-126 Homeobox protein
Hox-C6 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
48706|embryonic
skeletal system
development;GO:00
06351|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09306 HOX_6; homeobox
protein HoxA/B/C6

ENSG00000197872 0 0 0 0 0.39765048 0 3 1 0 -1.869703853 0.505344211 NA down no FAM49A protein_coding chr2:16549459-
16666331:-

gi|148666026|gb|ED
K98442.1| 1767 0

DNA segment, Chr
12, ERATO Doi
553, expressed,
isoform CRA_b,
partial [Mus
musculus]

gi|288557346|ref|N
M_030797.3| 4670 0

Homo sapiens
family with
sequence similarity
49, member A
(FAM49A), mRNA

Q5R6L2 676 0 Protein FAM49A . . . . pfam07159 DUF1394

Protein of unknown
function
(DUF1394). This
family consists of
several hypothetical
eukaryotic proteins
of around 320
residues in length.
The function of this
family is unknown.

. GO:0005622|intracel
lular; . . .

ENSG00000197951 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ZNF71 protein_coding chr19:56595264-
56626481:+

gi|768010383|ref|XP
_011525495.1| 2666 0

PREDICTED:
endothelial zinc
finger protein
induced by tumor
necrosis factor
alpha isoform X1
[Homo sapiens]

gi|4567177|gb|AC00
7228.1|AC007228 5215 0

Homo sapiens
chromosome 19,
BAC 37295 (CIT-B-
21A4), complete
sequence

P11369 32.7 2.00E-09

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam01352 KRAB

KRAB box. The
KRAB domain (or
Kruppel-associated
box) is present in
about a third of zinc
finger proteins
containing C2H2
fingers. The KRAB
domain is found to
be involved in
protein-protein
interactions. The
KRAB domain is
generally encoded
by two exons. The
regions coded by
the two exons are
known as KRAB-A
and KRAB-B. The
A box plays an
important role in
repression by
binding to
corepressors, while
the B box is thought
to enhance this
repression brought
about by the A box.
KRAB-containing
proteins are thought
to have critical
functions in cell
proliferation and
differentiation,
apoptosis and

GO:0006310|DNA
recombination; .

GO:0004519|endon
uclease
activity;GO:0046872
|metal ion
binding;GO:000396
4|RNA-directed
DNA polymerase
activity;

. .

ENSG00000197956 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no S100A6 protein_coding chr1:153534599-
153536244:-

gi|674037254|ref|XP
_008853760.1| 408 4.00E-47

PREDICTED:
protein S100-A6
[Nannospalax galili]

gi|52352807|ref|NM
_014624.3| 664 0

Homo sapiens S100
calcium binding
protein A6
(S100A6), mRNA

P06703 67.4 3.00E-14 Protein S100-A6 . . . . pfam01023 S_100

S-100/ICaBP type
calcium binding
domain. The S-100
domain is a
subfamily of the
EF-hand calcium
binding proteins.

GO:0007409|axonog
enesis;GO:0048146|
positive regulation
of fibroblast
proliferation;GO:00
07165|signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00312
34|extrinsic
component of
cytoplasmic side of
plasma
membrane;GO:0005
635|nuclear
envelope;GO:00056
34|nucleus;GO:0048
471|perinuclear
region of
cytoplasm;GO:0001
726|ruffle;

GO:0005509|calciu
m ion
binding;GO:004830
6|calcium-
dependent protein
binding;GO:001507
5|ion
transmembrane
transporter
activity;GO:0042803
|protein
homodimerization
activity;GO:0044548
|S100 protein
binding;GO:000552
3|tropomyosin
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000197971 259 1395 293 5202 2569.031843 5324 5255 2753 4055 -1.04416718 0.11788458 0.21075966 down no MBP protein_coding chr18:76978827-
77133683:-

gi|694971762|ref|XP
_009432433.1| 1634 0

PREDICTED:
myelin basic protein
isoform X3 [Pan
troglodytes]

gi|50949704|emb|CR
627018.1| 9729 0

Homo sapiens
mRNA; cDNA
DKFZp686I0845
(from clone
DKFZp686I0845)

E7EU14 76.3 2.00E-15 Protein PPP5D1 . . . . pfam01669 Myelin_MBP Myelin basic
protein.

GO:0006914|autoph
agy;GO:0006895|Go
lgi to endosome
transport;GO:00076
26|locomotory
behavior;GO:00073
99|nervous system
development;GO:00
08104|protein
localization;GO:004
5053|protein
retention in Golgi
apparatus;GO:00066
23|protein targeting
to
vacuole;GO:003517
6|social behavior;

GO:0005829|cytosol
;GO:0031045|dense
core
granule;GO:0019898
|extrinsic
component of
membrane;GO:0005
622|intracellular;

. K17269 MBP; myelin basic
protein

ENSG00000198034 15 19 8 13 10.19479286 4 6 5 5 2.021844964 0.000161444 0.001523193 up yes RPS4X protein_coding chrX:72255679-
72277300:-

gi|635022782|ref|XP
_007962468.1| 1424 0

PREDICTED: 40S
ribosomal protein
S4, X isoform-like
[Chlorocebus
sabaeus]

gi|426396381|ref|X
M_004064375.1| 1461 0

PREDICTED:
Gorilla gorilla
gorilla ribosomal
protein S4, X-
linked, transcript
variant 1 (RPS4X),
mRNA

P47836 266 2.00E-82 40S ribosomal
protein S4 YJR145c 108 2.00E-27 COG1471 pfam00900 Ribosomal_S4e Ribosomal family

S4e.
GO:0006412|translat
ion;

GO:0022627|cytosol
ic small ribosomal
subunit;

GO:0019843|rRNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02987

RP-S4e, RPS4;
small subunit
ribosomal protein
S4e

ENSG00000198056 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PRIM1 protein_coding chr12:56731596-
56752373:-

gi|675969804|pdb|4
MHQ|A 2198 0

Chain A, Crystal
Structure Of Human
Primase Catalytic
Subunit

gi|41349493|ref|NM
_000946.2| 1438 0

Homo sapiens
primase, DNA,
polypeptide 1
(49kDa) (PRIM1),
mRNA

P49642 248 4.00E-84 DNA primase small
subunit SPAC6B12.10c 156 7.00E-77 COG1467 pfam01896 DNA_primase_S

Eukaryotic and
archaeal DNA
primase small
subunit. DNA
primase synthesizes
the RNA primers
for the Okazaki
fragments in lagging
strand DNA
synthesis. DNA
primase is a
heterodimer of large
and small subunits.
This family also
includes
baculovirus late
expression factor 1
or LEF-1 proteins.
Baculovirus LEF-1
is a DNA primase
enzyme. Bacterial
DNA primase
adopts a different
fold to archaeal and
eukaryotic
primases.

GO:0006270|DNA
replication
initiation;GO:00062
69|DNA replication,
synthesis of RNA
primer;GO:0006271|
DNA strand
elongation involved
in DNA
replication;GO:0000
082|G1/S transition
of mitotic cell
cycle;GO:0000722|te
lomere maintenance
via recombination;

GO:0016020|membr
ane;GO:0005654|nu
cleoplasm;GO:1990
077|primosome
complex;

GO:0003896|DNA
primase
activity;GO:0046872
|metal ion binding;

K02684
PRI1; DNA primase
small subunit
[EC:2.7.7.-]

ENSG00000198108 2 0 0 0 0.397977966 0 0 0 0 2.268839472 0.517791977 NA up no CHSY3 protein_coding chr5:129904472-
130186634:+

gi|74271903|ref|NP_
787052.3| 3996 0

chondroitin sulfate
synthase 3 [Homo
sapiens]

gi|42491196|emb|AJ
578034.2| 3826 0

Homo sapiens
mRNA for
chodroitin synthase
2 (CHSY2 gene)

Q70JA7 1533 0 Chondroitin sulfate
synthase 3 . . . . pfam05679 CHGN

Chondroitin N-
acetylgalactosaminyl
transferase.

GO:0060349|bone
morphogenesis;GO:
0002063|chondrocyt
e
development;GO:00
30206|chondroitin
sulfate biosynthetic
process;GO:003027
9|negative
regulation of
ossification;GO:004
5880|positive
regulation of
smoothened
signaling
pathway;GO:000995
4|proximal/distal
pattern
formation;GO:0031
667|response to
nutrient
levels;GO:0051923|s
ulfation;

GO:0005576|extrace
llular
region;GO:0032580|
Golgi cisterna
membrane;GO:0000
139|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0016
020|membrane;

GO:0047238|glucur
onosyl-N-
acetylgalactosaminyl
-proteoglycan 4-
beta-N-
acetylgalactosaminyl
transferase
activity;GO:0046872
|metal ion
binding;GO:005051
0|N-
acetylgalactosaminyl
-proteoglycan 3-
beta-
glucuronosyltransfe
rase activity;

K13499

CHSY; chondroitin
sulfate synthase
[EC:2.4.1.175
2.4.1.226]

ENSG00000198130 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no HIBCH protein_coding chr2:190189735-
190344193:-

gi|109100395|ref|XP
_001103467.1| 2139 0

PREDICTED: 3-
hydroxyisobutyryl-
CoA hydrolase,
mitochondrial-like
[Macaca mulatta]

gi|34533559|dbj|AK
126890.1| 3374 0

Homo sapiens
cDNA FLJ44942 fis,
clone
BRAMY4001173,
weakly  similar to
Homo sapiens 3-
hydroxyisobutyryl-
Coenzyme A
hydrolase (HIBCH)

Q6NVY1 239 2.00E-76

3-
hydroxyisobutyryl-
CoA hydrolase,
mitochondrial

BMEI1196 203 9.00E-59 COG1024 pfam13766 ECH_C

2-enoyl-CoA
Hydratase C-
terminal region.
This is the C-
terminal region of
enoyl-CoA
hydratase.

GO:0009083|branch
ed-chain amino acid
catabolic
process;GO:000663
5|fatty acid beta-
oxidation;GO:00065
74|valine catabolic
process;

GO:0070062|extrace
llular
exosome;GO:00057
59|mitochondrial
matrix;GO:0005739|
mitochondrion;

GO:0003860|3-
hydroxyisobutyryl-
CoA hydrolase
activity;

K05605

HIBCH; 3-
hydroxyisobutyryl-
CoA hydrolase
[EC:3.1.2.4]



ENSG00000198160 5 1 1 0 3.090454252 4 2 5 7 -0.624705431 0.540763671 0.655562663 down no MIER1 protein_coding chr1:66924895-
66988619:+

gi|829778256|ref|XP
_012622650.1| 2503 0

PREDICTED:
mesoderm
induction early
response protein 1
isoform X8
[Microcebus
murinus]

gi|225735614|ref|N
M_001146110.1| 4978 0

Homo sapiens
mesoderm
induction early
response 1,
transcriptional
regulator (MIER1),
transcript variant
10, mRNA

Q5REE1 55.8 2.00E-08
Mesoderm
induction early
response protein 1

. . . . pfam01448 ELM2

ELM2 domain. The
ELM2 (Egl-27 and
MTA1 homology 2)
domain is a small
domain of
unknown function.
It is found in the
MTA1 protein that
is part of the NuRD
complex. The
domain is usually
found to the N
terminus of a myb-
like DNA binding
domain pfam00249.
ELM2 is also found
associated with an
ARID DNA binding
domain pfam01388
in a member from
Arabidopsis
thaliana. This
suggests that ELM2
may also be
involved in DNA
binding, or perhaps
is a protein-protein
interaction domain.

GO:0031937|positiv
e regulation of
chromatin
silencing;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;GO:0017053|transc
riptional repressor
complex;

GO:0003677|DNA
binding;GO:000487
1|signal transducer
activity;

. .

ENSG00000198176 6 4 15 13 7.260193501 4 4 5 2 1.91601894 0.004794947 0.021234765 up yes TFDP1 protein_coding chr13:113584721-
113641470:+

gi|6005900|ref|NP_0
09042.1| 1861 0

transcription factor
Dp-1 [Homo
sapiens]

gi|219842208|ref|N
M_007111.4| 2648 0

Homo sapiens
transcription factor
Dp-1 (TFDP1),
transcript variant 1,
mRNA

Q08639 420 5.00E-141 Transcription factor
Dp-1 . . . . pfam08781 DP

Transcription factor
DP. DP forms a
heterodimer with
E2F and regulates
genes involved in
cell cycle
progression. The
transcriptional
activity of E2F is
inhibited by the
retinoblastoma
protein which binds
to the E2F-DP
heterodimer and
negatively regulates
the G1-S transition.

GO:0043276|anoikis
;GO:0008544|epider
mis
development;GO:00
00278|mitotic cell
cycle;GO:0070345|n
egative regulation of
fat cell
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:20002
78|regulation of
DNA biosynthetic
process;GO:000635
7|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0003677|DNA
binding;GO:001990
4|protein domain
specific
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000813
4|transcription
factor binding;

K04683
TFDP1;
transcription factor
Dp-1

ENSG00000198198 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SZT2 protein_coding chr1:43389882-
43454247:+

gi|578798757|ref|XP
_006710564.1| 15746 0

PREDICTED:
protein SZT2
isoform X3 [Homo
sapiens]

gi|335353803|ref|N
M_015284.3| 13968 0

Homo sapiens
seizure threshold 2
homolog (mouse)
(SZT2), mRNA

Q5T011 192 6.00E-49 Protein SZT2 PA0550 69.3 4.00E-11 COG3622 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007417|central
nervous system
development;GO:00
21540|corpus
callosum
morphogenesis;GO:
0043473|pigmentati
on;GO:0009791|post
-embryonic
development;GO:19
01668|regulation of
superoxide
dismutase activity;

GO:0070062|extrace
llular
exosome;GO:00057
77|peroxisome;

. . .

ENSG00000198216 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CACNA1E protein_coding chr1:181413102-
181808084:+

gi|443761|gb|AAA7
2125.1| 10615 0

voltage-operated
calcium channel,
alpha-1 subunit
[Homo sapiens]

gi|329663503|ref|N
M_001205293.1| 14883 0

Homo sapiens
calcium channel,
voltage-dependent,
R type, alpha 1E
subunit
(CACNA1E),
transcript variant 1,
mRNA

Q15878 4058 0

Voltage-dependent
R-type calcium
channel subunit
alpha-1E

. . . . pfam00520 Ion_trans

Ion transport
protein. This family
contains Sodium,
Potassium, Calcium
ion channels. This
family is 6
transmembrane
helices in which the
last two helices
flank a loop which
determines ion
selectivity. In some
sub-families (e.g.
Na channels) the
domain is repeated
four times, whereas
in others (e.g. K
channels) the
protein forms as a
tetramer in the
membrane. A
bacterial structure
of the protein is
known for the last
two helices but is
not the Pfam family
due to it lacking the
first four helices

GO:0007268|synapti
c
transmission;GO:00
51899|membrane
depolarization;GO:0
086010|membrane
depolarization
during action
potential;GO:005079
6|regulation of
insulin
secretion;GO:00068
10|transport;

GO:0005886|plasma
membrane;GO:0005
891|voltage-gated
calcium channel
complex;

GO:0005262|calciu
m channel
activity;GO:0005509
|calcium ion
binding;GO:000833
1|high voltage-gated
calcium channel
activity;GO:0005245
|voltage-gated
calcium channel
activity;

K04852

CACNA1E; voltage-
dependent calcium
channel R type
alpha-1E

ENSG00000198218 0 3 0 15 10.01150522 29 12 21 18 -1.874700876 0.025459351 0.06982217 down no QRICH1 protein_coding chr3:49029707-
49094363:-

gi|38570097|ref|NP_
060200.2| 3228 0

glutamine-rich
protein 1 [Homo
sapiens]

gi|426340487|ref|X
M_004034113.1| 3491 0

PREDICTED:
Gorilla gorilla
gorilla glutamine-
rich 1 (QRICH1),
mRNA

Q0P5J0 102 2.00E-23 Glutamine-rich
protein 1 . . . . pfam12012 DUF3504

Domain of
unknown function
(DUF3504). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is typically
between 156 to 173
amino acids in
length.

GO:0007010|cytosk
eleton
organization;GO:00
07275|multicellular
organismal
development;GO:00
22604|regulation of
cell morphogenesis;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0003677|DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000198252 1 0 0 0 0.295171048 0 0 0 1 0.569016224 0.850337072 NA up no STYX protein_coding chr14:52730180-
52774998:+

gi|602679420|ref|XP
_007446021.1| 1220 3.00E-152

PREDICTED:
serine/threonine/tyr
osine-interacting
protein [Lipotes
vexillifer]

gi|194733757|ref|N
M_145251.3| 4848 0

Homo sapiens
serine/threonine/tyr
osine interacting
protein (STYX),
transcript variant 1,
mRNA

Q8NHA8 55.5 2.00E-07 Olfactory receptor
1F12 SPBC17A3.06 83.2 6.00E-16 COG2453 pfam00782 DSPc

Dual specificity
phosphatase,
catalytic domain.
Ser/Thr and Tyr
protein
phosphatases. The
enzyme's tertiary
fold is highly
similar to that of
tyrosine-specific
phosphatases,
except for a
"recognition"
region.

GO:0045204|MAPK
export from
nucleus;GO:007037
2|regulation of
ERK1 and ERK2
cascade;GO:000728
3|spermatogenesis;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0008138|protein
tyrosine/serine/threo
nine phosphatase
activity;

K18042

STYX;
serine/threonine/tyr
osine-interacting
protein

ENSG00000198265 0 1 1 0 0.405145375 1 0 0 0 1.333486187 0.572578343 NA up no HELZ protein_coding chr17:67070438-
67245989:-

gi|530413306|ref|XP
_005257946.1| 9093 0

PREDICTED:
probable helicase
with zinc finger
domain isoform X3
[Homo sapiens]

gi|139394590|ref|N
M_014877.3| 13807 0

Homo sapiens
helicase with zinc
finger (HELZ),
mRNA

P42694 224 3.00E-65
Probable helicase
with zinc finger
domain

YKL017c 130 2.00E-29 COG1112 pfam13086 AAA_11

AAA domain. This
family of domains
contain a P-loop
motif that is
characteristic of the
AAA superfamily.
Many of the
proteins in this
family are
conjugative transfer
proteins.

.
GO:0016020|membr
ane;GO:0005634|nu
cleus;

GO:0005524|ATP
binding;GO:000438
6|helicase
activity;GO:0046872
|metal ion
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000198315 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ZKSCAN8 protein_coding chr6:28141910-
28159472:+

gi|56699473|ref|NP_
006289.2| 3078 0

zinc finger protein
with KRAB and
SCAN domains 8
isoform 1 [Homo
sapiens]

gi|495530341|ref|N
M_006298.3| 7376 0

Homo sapiens zinc
finger with KRAB
and SCAN domains
8 (ZKSCAN8),
transcript variant 2,
mRNA

Q15776 263 1.00E-148
Zinc finger protein
with KRAB and
SCAN domains 8

. . . . pfam02023 SCAN

SCAN domain. The
SCAN domain
(named after SRE-
ZBP, CTfin51, AW-
1 and Number 18
cDNA) is found in
several pfam00096
proteins. The
domain has been
shown to be able to
mediate homo- and
hetero-
oligomerization.

GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09229

ZKSCAN; KRAB
and SCAN
domains-containing
zinc finger protein

ENSG00000198342 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ZNF442 protein_coding chr19:12345949-
12365905:-

gi|13540501|ref|NP_
110451.1| 3294 0 zinc finger protein

442 [Homo sapiens]
gi|15799575|gb|AC0
08758.7| 5372 0

Homo sapiens
chromosome 19
clone CTD-
3105H18, complete
sequence

Q9H7R0 327 4.00E-107 Zinc finger protein
442 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000198353 13 27 15 51 76.87817653 213 100 170 143 -2.121669505 1.88E-08 1.92E-06 down yes HOXC4 protein_coding chr12:54016931-
54056030:+

gi|585651989|ref|XP
_006883981.1| 1068 4.00E-139

PREDICTED:
homeobox protein
Hox-C4
[Elephantulus
edwardii]

gi|93141221|ref|NM
_153633.2| 1666 0

Homo sapiens
homeobox C4
(HOXC4), transcript
variant 2, mRNA

P09017 407 7.00E-138 Homeobox protein
Hox-C4 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
51216|cartilage
development;GO:00
48562|embryonic
organ
morphogenesis;GO:
0006351|transcriptio
n, DNA-templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09304
HOX_4; homeobox
protein
HoxA/B/C/D4



ENSG00000198355 0 0 1 4 2.498418171 7 3 3 6 -1.491214601 0.15664912 0.265217689 down no PIM3 protein_coding chr22:49960513-
49964080:+

gi|224591416|ref|NP
_001001852.2| 1532 0

serine/threonine-
protein kinase pim-
3 [Homo sapiens]

gi|224591415|ref|N
M_001001852.3| 2361 0

Homo sapiens Pim-
3 proto-oncogene,
serine/threonine
kinase (PIM3),
mRNA

Q86V86 197 3.00E-61
Serine/threonine-
protein kinase pim-
3

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0006915|apopto
tic
process;GO:000704
9|cell
cycle;GO:0043066|n
egative regulation of
apoptotic
process;GO:006117
9|negative
regulation of insulin
secretion involved
in cellular response
to glucose
stimulus;GO:004677
7|protein
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:0007346|regulation
of mitotic cell cycle;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08807

PIM3; proto-
oncogene
serine/threonine-
protein kinase Pim-
3 [EC:2.7.11.1]

ENSG00000198363 0 1 3 0 1.350763656 2 1 1 3 -0.16515774 0.901123436 0.937033077 down no ASPH protein_coding chr8:61500556-
61714640:-

gi|14589866|ref|NP_
004309.2| 3321 0

aspartyl/asparaginyl
beta-hydroxylase
isoform a [Homo
sapiens]

gi|261598995|ref|NG
_013210.1| 5804 0

Homo sapiens
aspartate beta-
hydroxylase
(ASPH),
RefSeqGene on
chromosome 8

Q12797 99.4 2.00E-19 Aspartyl/asparaginyl
beta-hydroxylase PA0936 73.2 1.00E-12 COG3555 pfam05279 Asp-B-Hydro_N

Aspartyl beta-
hydroxylase N-
terminal region.
This family includes
the N-terminal
regions of the
junctin, junctate and
aspartyl beta-
hydroxylase
proteins. Junctate is
an integral ER/SR
membrane calcium
binding protein,
which comes from
an alternatively
spliced form of the
same gene that
generates aspartyl
beta-hydroxylase
and junctin.
Aspartyl beta-
hydroxylase
catalyses the post-
translational
hydroxylation of
aspartic acid or
asparagine residues
contained within
epidermal growth
factor (EGF)
domains of
proteins.

GO:0060325|face
morphogenesis;GO:
0035108|limb
morphogenesis;GO:
0008285|negative
regulation of cell
proliferation;GO:00
60021|palate
development;GO:00
07389|pattern
specification
process;GO:004226
4|peptidyl-aspartic
acid
hydroxylation;GO:1
901879|regulation of
protein
depolymerization;G
O:0031647|regulatio
n of protein
stability;

GO:0005789|endopl
asmic reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0046872|metal
ion
binding;GO:000459
7|peptide-aspartate
beta-dioxygenase
activity;

K00476
ASPH; aspartate
beta-hydroxylase
[EC:1.14.11.16]

ENSG00000198369 0 0 0 2 1.011303074 4 3 0 1 -1.53813019 0.372821437 0.50384595 down no SPRED2 protein_coding chr2:65310851-
65432637:-

gi|119620310|gb|EA
W99904.1| 2441 0

sprouty-related,
EVH1 domain
containing 2,
isoform CRA_a,
partial [Homo
sapiens]

gi|189571668|ref|N
M_181784.2| 4097 0

Homo sapiens
sprouty-related,
EVH1 domain
containing 2
(SPRED2),
transcript variant 1,
mRNA

Q7Z698 851 0
Sprouty-related,
EVH1 domain-
containing protein 2

. . . . pfam05210 Sprouty

Sprouty protein
(Spry). This family
consists of
eukaryotic Sprouty
protein
homologues.
Sprouty proteins
have been revealed
as inhibitors of the
Ras/mitogen-
activated protein
kinase (MAPK)
cascade, a pathway
crucial for
developmental
processes initiated
by activation of
various receptor
tyrosine kinases.
The sprouty gene
has found to be
expressed in the the
brain, cochlea, nasal
organs, teeth,
salivary gland,
lungs, digestive
tract, kidneys and
limb buds in mice.

GO:0008543|fibrobl
ast growth factor
receptor signaling
pathway;GO:000018
8|inactivation of
MAPK
activity;GO:0007275
|multicellular
organismal
development;GO:00
10801|negative
regulation of
peptidyl-threonine
phosphorylation;GO
:0043517|positive
regulation of DNA
damage response,
signal transduction
by p53 class
mediator;GO:00903
11|regulation of
protein
deacetylation;

GO:0005829|cytosol
;GO:0005886|plasm
a
membrane;GO:0030
658|transport vesicle
membrane;

GO:0019901|protein
kinase
binding;GO:003029
1|protein
serine/threonine
kinase inhibitor
activity;GO:0005173
|stem cell factor
receptor binding;

K04703

SPRED; sprouty-
related, EVH1
domain-containing
protein

ENSG00000198373 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no WWP2 protein_coding chr16:69762306-
69941741:+

gi|40806207|ref|NP_
008945.2| 4542 0

NEDD4-like E3
ubiquitin-protein
ligase WWP2
isoform WWP2-FL
[Homo sapiens]

gi|394581982|ref|N
M_001270454.1| 4515 0

Homo sapiens WW
domain containing
E3 ubiquitin protein
ligase 2 (WWP2),
transcript variant 5,
mRNA

O00308 218 8.00E-65
NEDD4-like E3
ubiquitin-protein
ligase WWP2

SPAC11G7.02 545 9.00E-174 COG5021 pfam00632 HECT

HECT-domain
(ubiquitin-
transferase). The
name HECT comes
from Homologous
to the E6-AP
Carboxyl Terminus.

GO:0000188|inactiv
ation of MAPK
activity;GO:0007275
|multicellular
organismal
development;GO:00
10801|negative
regulation of
peptidyl-threonine
phosphorylation;GO
:0043517|positive
regulation of DNA
damage response,
signal transduction
by p53 class
mediator;GO:00903
11|regulation of
protein
deacetylation;

GO:0031410|cytopla
smic
vesicle;GO:0005886|
plasma
membrane;GO:0030
658|transport vesicle
membrane;

GO:0019901|protein
kinase
binding;GO:003029
1|protein
serine/threonine
kinase inhibitor
activity;GO:0005173
|stem cell factor
receptor binding;

K05630

WWP2, AIP2;
atrophin-1
interacting protein 2
(WW domain
containing E3
ubiquitin protein
ligase 2)
[EC:2.3.2.26]

ENSG00000198406 0 0 0 0 0.987281182 2 4 1 3 -3.184699651 0.04231696 0.101131827 down no BZW1P2 processed_pseudog
ene

chr3:116645902-
116646727:-

gi|395823634|ref|XP
_003785089.1| 1382 0

PREDICTED: basic
leucine zipper and
W2 domain-
containing protein 1
isoform X3
[Otolemur garnettii]

gi|395455695|ref|NG
_022890.2| 826 0

Homo sapiens basic
leucine zipper and
W2 domains 1
pseudogene 2
(BZW1P2) on
chromosome 3

Q6P7P5 536 0
Basic leucine zipper
and W2 domain-
containing protein 1

SPAC8C9.15c 50.1 3.00E-06 COG1208 pfam02020 W2

eIF4-
gamma/eIF5/eIF2-
epsilon. This
domain of
unknown function
is found at the C-
terminus of several
translation initiation
factors.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0016020|me
mbrane;

GO:0044822|poly(A
) RNA binding; . .

ENSG00000198408 1 4 1 13 9.116754801 19 19 9 22 -1.464235599 0.02661619 0.071971506 down no MGEA5 protein_coding chr10:101784443-
101818465:-

gi|795123372|ref|XP
_011832832.1| 5281 0

PREDICTED:
protein O-
GlcNAcase isoform
X1 [Mandrillus
leucophaeus]

gi|215490054|ref|N
M_012215.3| 5152 0

Homo sapiens
meningioma
expressed antigen 5
(hyaluronidase)
(MGEA5), transcript
variant 1, mRNA

O60502 468 0 Protein O-
GlcNAcase . . . . pfam07555 NAGidase

beta-N-
acetylglucosaminida
se. This family has
previously been
described as a
hyaluronidase.
However, more
recently it has been
shown that this
family has beta-N-
acetylglucosaminida
se activity.

GO:0007568|aging
GO:0046060|dATP
metabolic
process;GO:000604
4|N-
acetylglucosamine
metabolic
process;GO:007026
5|necrotic cell
death;GO:0010616|n
egative regulation of
cardiac muscle
adaptation;GO:0060
051|negative
regulation of
protein
glycosylation;GO:00
51928|positive
regulation of
calcium ion
transport;GO:00105
24|positive
regulation of
calcium ion
transport into
cytosol;GO:0031343
|positive regulation
of cell
killing;GO:0051054|
positive regulation
of DNA metabolic
process;GO:004632
6|positive regulation
of glucose
import;GO:0060124

GO:0005739|mitoch
ondrion;GO:000563
4|nucleus;

GO:0016231|beta-
N-
acetylglucosaminida
se
activity;GO:0004402
|histone
acetyltransferase
activity;

K15719

NCOAT, MGEA5;
protein O-
GlcNAcase / histone
acetyltransferase
[EC:3.2.1.169
2.3.1.48]

ENSG00000198435 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NRARP protein_coding chr9:137300482-
137302251:-

gi|12849161|dbj|BA
B28231.1| 683 3.00E-83

unnamed protein
product [Mus
musculus]

gi|219555686|ref|N
M_001004354.2| 1770 0

Homo sapiens
NOTCH-regulated
ankyrin repeat
protein (NRARP),
mRNA

Q91ZA8 237 9.00E-74
Notch-regulated
ankyrin repeat-
containing protein

. . . . pfam12796 Ank_2 Ankyrin repeats (3
copies).

GO:0002043|blood
vessel endothelial
cell proliferation
involved in
sprouting
angiogenesis;GO:00
45746|negative
regulation of Notch
signaling
pathway;GO:190236
7|negative
regulation of Notch
signaling pathway
involved in
somitogenesis;GO:0
045581|negative
regulation of T cell
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00072
19|Notch signaling
pathway;GO:000156
9|patterning of
blood
vessels;GO:0090263
|positive regulation
of canonical Wnt
signaling
pathway;GO:000193
8|positive regulation
of endothelial cell
proliferation;GO:00

. . . .



ENSG00000198464 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ZNF480 protein_coding chr19:52297177-
52325922:+

gi|224549000|ref|NP
_653285.2| 2811 0

zinc finger protein
480 isoform 1
[Homo sapiens]

gi|17511870|gb|BC0
18783.1| 4704 0

Homo sapiens zinc
finger protein 480,
mRNA (cDNA
clone MGC:32104
IMAGE:4873910),
complete cds

Q8WV37 867 0 Zinc finger protein
480 . . . . pfam01352 KRAB

KRAB box. The
KRAB domain (or
Kruppel-associated
box) is present in
about a third of zinc
finger proteins
containing C2H2
fingers. The KRAB
domain is found to
be involved in
protein-protein
interactions. The
KRAB domain is
generally encoded
by two exons. The
regions coded by
the two exons are
known as KRAB-A
and KRAB-B. The
A box plays an
important role in
repression by
binding to
corepressors, while
the B box is thought
to enhance this
repression brought
about by the A box.
KRAB-containing
proteins are thought
to have critical
functions in cell
proliferation and
differentiation,
apoptosis and

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0046872|metal
ion
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000198492 18 39 24 31 34.46888302 37 50 40 58 -0.19129729 0.530343677 0.648820736 down no YTHDF2 protein_coding chr1:28736621-
28769775:+

gi|19851923|gb|AAL
99921.1|AF432214_
1

2883 0
CLL-associated
antigen KW-14
[Homo sapiens]

gi|116812574|ref|N
M_016258.2| 2922 0

Homo sapiens YTH
N(6)-
methyladenosine
RNA binding
protein 2
(YTHDF2),
transcript variant 1,
mRNA

Q4R5D9 187 2.00E-55
YTH domain-
containing family
protein 2

. . . . pfam04146 YTH

YT521-B-like
domain. A protein
of the YTH family
has been shown to
selectively remove
transcripts of
meiosis-specific
genes expressed in
mitotic cells. It has
been speculated that
in higher eukaryotic
YTH-family
members may be
involved in similar
mechanisms to
suppress gene
regulation during
gametogenesis or
general silencing.
The rat protein
YT521-B is a
tyrosine-
phosphorylated
nuclear protein, that
interacts with the
nuclear
transcriptosomal
component scaffold
attachment factor B,
and the 68-kDa Src
substrate associated
during mitosis,
Sam68. In vivo
splicing assays
demonstrated that

GO:1903679|positiv
e regulation of cap-
independent
translational
initiation;GO:00434
88|regulation of
mRNA stability;

GO:0000932|cytopla
smic mRNA
processing
body;GO:0005829|c
ytosol;GO:0005634|
nucleus;

GO:1990247|N6-
methyladenosine-
containing RNA
binding;

. .

ENSG00000198586 0 0 0 0 0.59001461 0 3 1 2 -2.44225959 0.235994343 NA down no TLK1 protein_coding chr2:170990823-
171231314:-

gi|119631628|gb|EA
X11223.1| 3722 0

tousled-like kinase
1, isoform CRA_d
[Homo sapiens]

gi|211971034|ref|N
M_012290.4| 5663 0

Homo sapiens
tousled-like kinase
1 (TLK1), transcript
variant 1, mRNA

Q8C0V0 87 2.00E-18
Serine/threonine-
protein kinase
tousled-like 1

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0007049|cell
cycle;GO:0006974|c
ellular response to
DNA damage
stimulus;GO:001656
9|covalent
chromatin
modification;GO:00
06886|intracellular
protein
transport;GO:00355
56|intracellular
signal
transduction;GO:00
06468|protein
phosphorylation;GO
:0001672|regulation
of chromatin
assembly or
disassembly;

GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08864 TLK; tousled-like
kinase [EC:2.7.11.1]

ENSG00000198589 0 0 0 0 0.497189662 1 2 1 1 -2.192476586 0.242411252 NA down no LRBA protein_coding chr4:150264531-
151015727:-

gi|148233596|ref|NP
_006717.2| 14593 0

lipopolysaccharide-
responsive and
beige-like anchor
protein isoform 2
[Homo sapiens]

gi|21434740|gb|AF4
67287.1| 10026 0

Homo sapiens
beige-like protein
(LRBA) mRNA,
complete cds

P50851 210 2.00E-59

Lipopolysaccharide-
responsive and
beige-like anchor
protein

. . . . pfam02138 Beach Beige/BEACH
domain. .

GO:0005783|endopl
asmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0005
764|lysosome;GO:0
016020|membrane;G
O:0005886|plasma
membrane;

. . .

ENSG00000198618 1 1 1 0 0.502653817 0 0 0 0 2.717591495 0.218741794 NA up no PPIAP22 processed_pseudog
ene

chr21:18857779-
18858276:+

gi|10863927|ref|NP_
066953.1| 870 3.00E-117

peptidyl-prolyl cis-
trans isomerase A
isoform 1 [Homo
sapiens]

gi|7768666|dbj|AP00
1674.1| 498 0

Homo sapiens
genomic DNA,
chromosome 21q,
section 18/105

Q5R8S7 339 1.00E-118 Peptidyl-prolyl cis-
trans isomerase A SPBC28F2.03 233 3.00E-77 COG0652 pfam00160 Pro_isomerase

Cyclophilin type
peptidyl-prolyl cis-
trans
isomerase/CLD. The
peptidyl-prolyl cis-
trans isomerases,
also known as
cyclophilins, share
this domain of
about 109 amino
acids. Cyclophilins
have been found in
all organisms
studied so far and
catalyse peptidyl-
prolyl isomerization
during which the
peptide bond
preceding proline
(the peptidyl-prolyl
bond) is stabilized
in the cis
conformation.
Mammalian
cyclophilin A
(CypA) is a major
cellular target for
the
immunosuppressive
drug cyclosporin A
(CsA). Other roles
for cyclophilins
may include
chaperone and cell
signalling function

GO:0006457|protein
folding;GO:0000413
|protein peptidyl-
prolyl
isomerization;GO:00
45069|regulation of
viral genome
replication;

GO:0005829|cytosol
;GO:0005576|extrac
ellular
region;GO:0005634|
nucleus;

GO:0042277|peptide
binding;GO:000375
5|peptidyl-prolyl
cis-trans isomerase
activity;

. .

ENSG00000198625 1 0 0 0 0.398592948 1 1 0 0 -0.156948375 0.94738917 NA down no MDM4 protein_coding chr1:204516379-
204558120:+

gi|694890849|ref|XP
_009438458.1| 2302 0

PREDICTED:
protein Mdm4
isoform X3 [Pan
troglodytes]

gi|323510631|ref|N
M_002393.4| 10073 0

Homo sapiens
MDM4, p53
regulator (MDM4),
transcript variant 1,
mRNA

O15151 228 6.00E-139 Protein Mdm4 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0008283|cell
proliferation;GO:00
71456|cellular
response to
hypoxia;GO:003033
0|DNA damage
response, signal
transduction by p53
class
mediator;GO:00069
77|DNA damage
response, signal
transduction by p53
class mediator
resulting in cell
cycle
arrest;GO:0045023|
G0 to G1
transition;GO:00430
66|negative
regulation of
apoptotic
process;GO:007115
7|negative
regulation of cell
cycle
arrest;GO:0008285|n
egative regulation of
cell
proliferation;GO:00
42177|negative
regulation of
protein catabolic
process;GO:000012
2|negative

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0019899|enzym
e
binding;GO:006163
0|ubiquitin protein
ligase
activity;GO:0008270
|zinc ion binding;

K10127 MDM4, MDMX;
protein Mdm4

ENSG00000198642 0 0 0 3 1.508602403 4 2 1 5 -1.617699447 0.243232444 0.369423904 down no KLHL9 protein_coding chr9:21329671-
21335380:-

gi|7243089|dbj|BAA
92592.1| 3359 0 KIAA1354 protein

[Homo sapiens]
gi|16214560|emb|AL
162420.13| 5710 0

Human DNA
sequence from
clone RP11-380P16
on chromosome 9,
complete sequence

Q9P2J3 1266 0 Kelch-like protein 9 . . . . pfam07707 BACK

BTB And C-
terminal Kelch. This
domain is found
associated with
pfam00651 and
pfam01344. The
BACK domain is
found juxtaposed to
the BTB domain;
they are separated
by as little as two
residues. This
family appears to be
closely related to the
BTB domain (Finn
RD, personal
observation).

GO:0000910|cytokin
esis;GO:0007067|mit
otic nuclear
division;GO:001656
7|protein
ubiquitination;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:003049
6|midbody;

. K10447 KLHL9_13; kelch-
like protein 9/13



ENSG00000198646 0 1 0 0 3.096302198 12 7 1 10 -4.050298774 0.002388611 0.012642161 down yes NCOA6 protein_coding chr20:34689097-
34825649:-

gi|20521840|dbj|BA
A11498.2| 8602 0 KIAA0181 [Homo

sapiens]
gi|6540579|gb|AF20
8227.1|AF208227 9244 0

Homo sapiens
transcriptional
coactivator AIB3
(AIB3) mRNA,
complete cds

Q14686 3283 0 Nuclear receptor
coactivator 6 . . . . pfam13820 Nucleic_acid_bd

Putative nucleic
acid-binding region.
This is a family of
putative nucleic
acid-binding
proteins. Several
members are
annotated as being
nuclear receptor
coactivator 6
proteins but this
could not be
confirmed.

GO:0007420|brain
development;GO:00
44255|cellular lipid
metabolic
process;GO:000697
4|cellular response
to DNA damage
stimulus;GO:000631
0|DNA
recombination;GO:0
006281|DNA
repair;GO:0006260|
DNA
replication;GO:0006
352|DNA-templated
transcription,
initiation;GO:00429
21|glucocorticoid
receptor signaling
pathway;GO:000750
7|heart
development;GO:00
30520|intracellular
estrogen receptor
signaling
pathway;GO:003009
9|myeloid cell
differentiation;GO:0
045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of

GO:0035097|histone
methyltransferase
complex;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0005667|transcrip
tion factor complex;

GO:0003682|chrom
atin
binding;GO:001989
9|enzyme
binding;GO:003033
1|estrogen receptor
binding;GO:003037
4|ligand-dependent
nuclear receptor
transcription
coactivator
activity;GO:0046965
|retinoid X receptor
binding;GO:004696
6|thyroid hormone
receptor
binding;GO:000371
3|transcription
coactivator activity;

K14971
NCOA6, ASC2;
nuclear receptor
coactivator 6

ENSG00000198648 0 2 1 2 1.147410727 1 1 2 1 0.459357925 0.711944456 0.796863685 up no STK39 protein_coding chr2:167954020-
168248141:-

gi|115430252|ref|NP
_037365.2| 2677 0

STE20/SPS1-related
proline-alanine-rich
protein kinase
[Homo sapiens]

gi|115430251|ref|N
M_013233.2| 3274 0

Homo sapiens
serine threonine
kinase 39 (STK39),
mRNA

Q9UEW8 1035 0
STE20/SPS1-related
proline-alanine-rich
protein kinase

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0071476|cellular
hypotonic
response;GO:00355
56|intracellular
signal
transduction;GO:00
36438|maintenance
of lens
transparency;GO:00
90188|negative
regulation of
pancreatic juice
secretion;GO:19013
80|negative
regulation of
potassium ion
transmembrane
transport;GO:19010
17|negative
regulation of
potassium ion
transmembrane
transporter
activity;GO:0001933
|negative regulation
of protein
phosphorylation;GO
:2000687|negative
regulation of
rubidium ion
transmembrane
transporter
activity;GO:2000681
|negative regulation
of rubidium ion

GO:0016324|apical
plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0005
737|cytoplasm;GO:0
005856|cytoskeleton
;GO:0005829|cytoso
l;GO:0019898|extrin
sic component of
membrane;GO:0005
634|nucleus;

GO:0005524|ATP
binding;GO:001630
1|kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0004702
|receptor signaling
protein
serine/threonine
kinase activity;

K08835

OXSR1, STK39;
serine/threonine-
protein kinase
OSR1/STK39
[EC:2.7.11.1]

ENSG00000198668 0 0 1 0 0.476237104 2 0 0 1 -0.737029811 0.745464456 NA down no CALM1 protein_coding chr14:90396502-
90408261:+

gi|744542371|ref|XP
_010986526.1| 847 1.00E-100

PREDICTED:
calmodulin
[Camelus
dromedarius]

gi|260656023|ref|N
M_006888.4| 4242 0

Homo sapiens
calmodulin 1
(phosphorylase
kinase, delta)
(CALM1), mRNA

P02594 112 3.00E-54 Calmodulin SPAC3A12.14 217 5.00E-71 COG5126 pfam13499 EF-hand_7 EF-hand domain
pair. . . GO:0005509|calciu

m ion binding; K02183 CALM; calmodulin

ENSG00000198689 0 0 0 1 0.39790184 0 1 0 2 -0.706119617 0.765285632 NA down no SLC9A6 protein_coding chrX:135973841-
136047269:+

gi|110227626|ref|NP
_001036002.1| 3312 0

sodium/hydrogen
exchanger 6 isoform
a precursor [Homo
sapiens]

gi|110227625|ref|N
M_001042537.1| 4725 0

Homo sapiens
solute carrier family
9, subfamily A
(NHE6, cation
proton antiporter 6),
member 6
(SLC9A6),
transcript variant 1,
mRNA

Q92581 304 6.00E-88 Sodium/hydrogen
exchanger 6 SPAC15A10.06 226 1.00E-61 COG0025 pfam00999 Na_H_Exchanger

Sodium/hydrogen
exchanger family.
Na/H antiporters are
key transporters in
maintaining the pH
of actively
metabolizing cells.
The molecular
mechanisms of
antiport are unclear.
These antiporters
contain 10-12
transmembrane
regions (M) at the
amino-terminus and
a large cytoplasmic
region at the
carboxyl terminus.
The transmembrane
regions M3-M12
share identity with
other members of
the family. The M6
and M7 regions are
highly conserved.
Thus, this is thought
to be the region that
is involved in the
transport of sodium
and hydrogen ions.
The cytoplasmic
region has little
similarity
throughout the
family

GO:0048675|axon
extension;GO:00315
47|brain-derived
neurotrophic factor
receptor signaling
pathway;GO:009748
4|dendrite
extension;GO:00609
96|dendritic spine
development;GO:00
06811|ion
transport;GO:00488
12|neuron
projection
morphogenesis;GO:
0071805|potassium
ion transmembrane
transport;GO:00514
53|regulation of
intracellular
pH;GO:0051386|reg
ulation of
neurotrophin TRK
receptor signaling
pathway;GO:009871
9|sodium ion import
across plasma
membrane;GO:0050
808|synapse
organization;GO:00
06810|transport;

GO:0043679|axon
terminus;GO:00443
08|axonal
spine;GO:0031410|c
ytoplasmic
vesicle;GO:0030425|
dendrite;GO:003190
1|early endosome
membrane;GO:0005
789|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00057
70|late
endosome;GO:0005
886|plasma
membrane;GO:0055
038|recycling
endosome
membrane;GO:0045
202|synapse;

GO:0015386|potassi
um:proton
antiporter
activity;GO:0015385
|sodium:proton
antiporter activity;

K12041

SLC9A6_7,
NHE6_7; solute
carrier family 9
(sodium/hydrogen
exchanger), member
6/7

ENSG00000198695 0 0 0 0 0.19236413 0 0 0 2 -0.854209528 0.808944195 NA down no MT-ND6 protein_coding chrMT:14149-
14673:-

gi|401666547|gb|AF
P96222.1| 444 2.00E-52

NADH
dehydrogenase
subunit 6
(mitochondrion)
[Homo sapiens]

gi|575772987|gb|KF
874355.1| 525 0

Homo sapiens
isolate Esk44stroke
mitochondrion,
complete genome

P03923 174 2.00E-53
NADH-ubiquinone
oxidoreductase
chain 6

. . . . pfam00499 Oxidored_q3

NADH-
ubiquinone/plastoq
uinone
oxidoreductase
chain 6.

GO:0006120|mitoch
ondrial electron
transport, NADH to
ubiquinone;GO:003
2981|mitochondrial
respiratory chain
complex I
assembly;GO:00422
20|response to
cocaine;GO:004254
2|response to
hydrogen
peroxide;GO:00350
94|response to
nicotine;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
739|mitochondrion;
GO:0070469|respirat
ory chain;

GO:0008137|NADH
dehydrogenase
(ubiquinone)
activity;

K03884

ND6; NADH-
ubiquinone
oxidoreductase
chain 6 [EC:1.6.5.3]

ENSG00000198712 0 0 0 0 0.489949827 0 1 1 3 -2.175200197 0.320878416 NA down no MT-CO2 protein_coding chrMT:7586-8269:+ gi|306995709|gb|AD
N20761.1| 816 3.00E-107

cytochrome c
oxidase subunit II
[Homo sapiens]

gi|575773225|gb|KF
874372.1| 684 0

Homo sapiens
isolate Esk37stroke
mitochondrion,
complete genome

P00403 313 1.00E-106 Cytochrome c
oxidase subunit 2 Q0250 132 4.00E-36 COG1622 pfam00116 COX2

Cytochrome C
oxidase subunit II,
periplasmic domain.

GO:0007595|lactatio
n;GO:0006123|mitoc
hondrial electron
transport,
cytochrome c to
oxygen;GO:0009409
|response to cold;

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;GO:0016
020|membrane;GO:
0005743|mitochondr
ial inner
membrane;GO:0005
739|mitochondrion;
GO:0045277|respirat
ory chain complex
IV;

GO:0005507|copper
ion
binding;GO:000412
9|cytochrome-c
oxidase activity;

K02261 COX2; cytochrome
c oxidase subunit 2

ENSG00000198719 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no DLL1 protein_coding chr6:170282206-
170306565:-

gi|110735443|ref|NP
_005609.3| 3618 0

delta-like protein 1
precursor [Homo
sapiens]

gi|110735442|ref|N
M_005618.3| 3174 0

Homo sapiens delta-
like 1 (Drosophila)
(DLL1), mRNA

O00548 87.4 1.00E-18 Delta-like protein 1 . . . . pfam07657 MNNL

N terminus of
Notch ligand. This
entry represents a
region of conserved
sequence at the N
terminus of several
Notch ligand
proteins.

GO:0014002|astrocy
te
development;GO:00
30154|cell
differentiation;GO:0
001709|cell fate
determination;GO:0
021688|cerebellar
molecular layer
formation;GO:0021
693|cerebellar
Purkinje cell layer
structural
organization;GO:00
72583|clathrin-
mediated
endocytosis;GO:000
7386|compartment
pattern
specification;GO:00
07368|determination
of left/right
symmetry;GO:00971
02|endothelial tip
cell fate
specification;GO:00
01947|heart
looping;GO:003009
7|hemopoiesis;GO:0
048839|inner ear
development;GO:00
46331|lateral
inhibition;GO:00709
86|left/right axis
specification;GO:00

GO:0005912|adhere
ns
junction;GO:001632
4|apical plasma
membrane;GO:0031
410|cytoplasmic
vesicle;GO:0005576|
extracellular
region;GO:0005887|
integral component
of plasma
membrane;GO:0045
121|membrane
raft;GO:0005886|pla
sma membrane;

GO:0005509|calciu
m ion
binding;GO:000511
2|Notch
binding;GO:003095
7|Tat protein
binding;

K06051 DLL; delta

ENSG00000198720 0 0 0 1 0.403058623 0 0 1 2 -0.724436667 0.759008734 NA down no ANKRD13B protein_coding chr17:29589769-
29614761:+

gi|635088920|ref|XP
_008009096.1| 2871 0

PREDICTED:
ankyrin repeat
domain-containing
protein 13B isoform
X4 [Chlorocebus
sabaeus]

gi|124517698|ref|N
M_152345.4| 3173 0

Homo sapiens
ankyrin repeat
domain 13B
(ANKRD13B),
mRNA

Q86YJ7 225 4.00E-80
Ankyrin repeat
domain-containing
protein 13B

. . . . pfam11904 GPCR_chapero_1

GPCR-chaperone.
This domain, and
the associated ANK
family repeat
pfam00023 domain,
together act as a
chaperone for
biogenesis and
folding of the DP
receptor for
prostaglandin D2.

.

GO:0005737|cytopla
sm;GO:0005769|earl
y
endosome;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00057
70|late
endosome;GO:0005
886|plasma
membrane;

. . .



ENSG00000198727 0 0 0 0 0.30984062 0 0 3 0 -1.503284499 0.665881531 NA down no MT-CYB protein_coding chrMT:14747-
15887:+

gi|549518444|gb|AG
X28356.1| 1311 2.00E-177

cytochrome b
(mitochondrion)
[Homo sapiens]

gi|587654745|gb|KF
962905.1| 1141 0

Homo sapiens
isolate MWBQ378
mitochondrion,
partial genome

P00156 509 1.00E-178 Cytochrome b RC0359 251 3.00E-78 COG1290 pfam13631 Cytochrom_B_N_2 Cytochrome b(N-
terminal)/b6/petB.

GO:0031100|organ
regeneration;GO:00
42538|hyperosmotic
salinity
response;GO:00061
22|mitochondrial
electron transport,
ubiquinol to
cytochrome
c;GO:0046686|respo
nse to cadmium
ion;GO:0051592|res
ponse to calcium
ion;GO:0033590|res
ponse to
cobalamin;GO:0046
688|response to
copper
ion;GO:0042493|res
ponse to
drug;GO:0045471|re
sponse to
ethanol;GO:0033762
|response to
glucagon;GO:00094
08|response to
heat;GO:0055093|re
sponse to
hyperoxia;GO:0001
666|response to
hypoxia;GO:004668
9|response to
mercury
ion;GO:0009636|res
ponse to toxic

GO:0005743|mitoch
ondrial inner
membrane;GO:0005
750|mitochondrial
respiratory chain
complex
III;GO:0005739|mit
ochondrion;

GO:0009055|electro
n carrier
activity;GO:0046872
|metal ion
binding;GO:000812
1|ubiquinol-
cytochrome-c
reductase activity;

K00412

CYTB, petB;
ubiquinol-
cytochrome c
reductase
cytochrome b
subunit

ENSG00000198728 44 80 37 80 55.20619229 47 55 61 49 0.691088616 0.008732659 0.032672191 up no LDB1 protein_coding chr10:102107560-
102120453:-

gi|187469679|gb|AA
I66757.1| 2047 0 Ldb1 protein

[Rattus norvegicus]
gi|164663814|ref|N
M_003893.4| 2285 0

Homo sapiens LIM
domain binding 1
(LDB1), transcript
variant 3, mRNA

P70662 247 3.00E-79 LIM domain-
binding protein 1 . . . . pfam01803 LIM_bind

LIM-domain
binding protein.
The LIM-domain
binding protein,
binds to the LIM
domain pfam00412
of LIM
homeodomain
proteins which are
transcriptional
regulators of
development.
Nuclear LIM
interactor (NLI) /
LIM domain-
binding protein 1
(LDB1) is located in
the nuclei of
neuronal cells
during
development, it is
co-expressed with
Isl1 in early motor
neuron
differentiation and
has a suggested role
in the Isl1
dependent
development of
motor neurons. It is
suggested that these
proteins act
synergistically to
enhance
transcriptional

GO:0009948|anterio
r/posterior axis
specification;GO:00
22607|cellular
component
assembly;GO:00217
02|cerebellar
Purkinje cell
differentiation;GO:0
010669|epithelial
structure
maintenance;GO:00
01702|gastrulation
with mouth forming
second;GO:0001942
|hair follicle
development;GO:00
43973|histone H3-
K4
acetylation;GO:0007
275|multicellular
organismal
development;GO:00
45647|negative
regulation of
erythrocyte
differentiation;GO:0
045892|negative
regulation of
transcription, DNA-
templated;GO:00301
82|neuron
differentiation;GO:0
045785|positive
regulation of cell

GO:0031252|cell
leading
edge;GO:0000790|n
uclear
chromatin;GO:0005
634|nucleus;GO:004
3234|protein
complex;GO:000566
7|transcription
factor complex;

GO:0003682|chrom
atin
binding;GO:000115
8|enhancer
sequence-specific
DNA
binding;GO:001989
9|enzyme
binding;GO:003027
4|LIM domain
binding;GO:004280
3|protein
homodimerization
activity;GO:0001102
|RNA polymerase II
activating
transcription factor
binding;GO:000371
4|transcription
corepressor activity;

K15617 LDB1; LIM domain-
binding protein 1

ENSG00000198730 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no CTR9 protein_coding chr11:10750987-
10779743:+

gi|40788884|dbj|BA
A09925.2| 4851 0 KIAA0155 [Homo

sapiens]
gi|426367475|ref|X
M_004050710.1| 4490 0

PREDICTED:
Gorilla gorilla
gorilla Ctr9,
Paf1/RNA
polymerase II
complex
component,
homolog (S.
cerevisiae) (CTR9),
mRNA

Q62018 518 2.00E-173
RNA polymerase-
associated protein
CTR9 homolog

SPAC27D7.14c 214 7.00E-56 COG0457 pfam13414 TPR_11 TPR repeat.

GO:0001832|blastoc
yst
growth;GO:0071222
|cellular response to
lipopolysaccharide;
GO:0001711|endode
rmal cell fate
commitment;GO:00
33523|histone H2B
ubiquitination;GO:0
080182|histone H3-
K4
trimethylation;GO:0
010390|histone
monoubiquitination;
GO:0001826|inner
cell mass cell
differentiation;GO:0
070102|interleukin-
6-mediated
signaling
pathway;GO:000725
9|JAK-STAT
cascade;GO:190036
4|negative
regulation of mRNA
polyadenylation;GO
:0045638|negative
regulation of
myeloid cell
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II

GO:0016593|Cdc73/
Paf1
complex;GO:001660
7|nuclear
speck;GO:0005634|
nucleus;GO:003532
7|transcriptionally
active chromatin;

GO:0000993|RNA
polymerase II core
binding;GO:004216
9|SH2 domain
binding;

K15176

CTR9; RNA
polymerase-
associated protein
CTR9

ENSG00000198739 0 0 0 4 1.817945921 3 6 2 3 -1.444439576 0.251629925 0.375977186 down no LRRTM3 protein_coding chr10:66926006-
67099830:+

gi|109809759|ref|NP
_821079.3| 2917 0

leucine-rich repeat
transmembrane
neuronal protein 3
precursor [Homo
sapiens]

gi|602617447|ref|N
M_178011.4| 4330 0

Homo sapiens
leucine rich repeat
transmembrane
neuronal 3
(LRRTM3),
transcript variant 1,
mRNA

Q9BGP6 1128 0
Leucine-rich repeat
transmembrane
neuronal protein 3

SPy1798 72 1.00E-11 COG4886 pfam13855 LRR_8 Leucine rich repeat. .

GO:0030054|cell
junction;GO:001602
1|integral
component of
membrane;GO:0045
211|postsynaptic
membrane;

. . .

ENSG00000198740 0 0 0 1 0.410298458 1 1 1 0 -0.748615971 0.715963929 NA down no ZNF652 protein_coding chr17:49289206-
49362473:-

gi|40788988|dbj|BA
A76768.2| 2551 0 KIAA0924 protein

[Homo sapiens]
gi|223941843|ref|N
M_014897.2| 5988 0

Homo sapiens zinc
finger protein 652
(ZNF652), transcript
variant 2, mRNA

Q9Y2D9 964 0 Zinc finger protein
652 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000198743 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SLC5A3 protein_coding chr21:34073570-
34106262:+

gi|614458153|ref|NP
_008864.4| 3662 0

sodium/myo-
inositol
cotransporter
[Homo sapiens]

gi|614458152|ref|N
M_006933.6| 11576 0

Homo sapiens
solute carrier family
5 (sodium/myo-
inositol
cotransporter),
member 3
(SLC5A3), mRNA

P53794 1398 0
Sodium/myo-
inositol
cotransporter

BH2222 182 4.00E-46 COG4146 pfam00474 SSF

Sodium:solute
symporter family.
Membership of this
family is supported
by a significant blast
score.

GO:0006020|inositol
metabolic
process;GO:000742
2|peripheral
nervous system
development;GO:00
43576|regulation of
respiratory gaseous
exchange;GO:00068
10|transport;

GO:0016021|integral
component of
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0005367|myo-
inositol:sodium
symporter activity;

. .

ENSG00000198755 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no RPL10A protein_coding chr6:35468408-
35470785:+

gi|531171|gb|AAA8
6463.1| 1045 7.00E-142 Csa-19 [Homo

sapiens]
gi|15426633|gb|BC0
13864.1| 989 0

Homo sapiens
ribosomal protein
L10a, mRNA
(cDNA clone
IMAGE:4388497),
with apparent
retained intron

P62907 296 2.00E-98 60S ribosomal
protein L10a SPCC1183.08c 260 4.00E-86 COG0081 pfam00687 Ribosomal_L1

Ribosomal protein
L1p/L10e family.
This family includes
prokaryotic L1 and
eukaryotic L10.

GO:0000470|matura
tion of LSU-
rRNA;GO:0045471|r
esponse to
ethanol;GO:0006412
|translation;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00160
20|membrane;GO:0
005730|nucleolus;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02865

RP-L10Ae,
RPL10A; large
subunit ribosomal
protein L10Ae

ENSG00000198758 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no EPS8L3 protein_coding chr1:109750080-
109764027:-

gi|21071018|ref|NP_
620641.1| 2843 0

epidermal growth
factor receptor
kinase substrate 8-
like protein 3
isoform a [Homo
sapiens]

gi|320118887|ref|N
M_139053.2| 2320 0

Homo sapiens
EPS8-like 3
(EPS8L3), transcript
variant 1, mRNA

Q8TE67 68.2 3.00E-12

Epidermal growth
factor receptor
kinase substrate 8-
like protein 3

. . . . pfam08416 PTB

Phosphotyrosine-
binding domain.
The
phosphotyrosine-
binding domain
(PTB, also
phosphotyrosine-
interaction or PI
domain) in the
protein tensin tends
to be found at the
C-terminus. Tensin
is a multi-domain
protein that binds to
actin filaments and
functions as a focal-
adhesion molecule
(focal adhesions are
regions of plasma
membrane through
which cells attach to
the extracellular
matrix). Human
tensin has actin-
binding sites, an
SH2 (pfam00017)
domain and a
region similar to the
tumor suppressor
PTEN. The PTB
domain interacts
with the
cytoplasmic tails of
beta integrin by
binding to an NPXY

. GO:0005737|cytopla
sm; . K17277

EPS8; epidermal
growth factor
receptor kinase
substrate 8

ENSG00000198763 0 0 0 0 0.509302892 0 0 4 1 -2.222136869 0.403920903 NA down no MT-ND2 protein_coding chrMT:4470-5511:+ gi|325930039|gb|AD
Z45521.1| 564 6.00E-69 GREBP [Homo

sapiens]
gi|587655097|gb|KF
962931.1| 1042 0

Homo sapiens
isolate MWBQ512
mitochondrion,
partial genome

P03891 210 6.00E-63
NADH-ubiquinone
oxidoreductase
chain 2

. . . . pfam00361 Oxidored_q1

NADH-
Ubiquinone/plastoq
uinone (complex I),
various chains. This
family is part of
complex I which
catalyses the
transfer of two
electrons from
NADH to
ubiquinone in a
reaction that is
associated with
proton translocation
across the
membrane.

GO:0006120|mitoch
ondrial electron
transport, NADH to
ubiquinone;GO:003
2981|mitochondrial
respiratory chain
complex I
assembly;GO:00725
93|reactive oxygen
species metabolic
process;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
747|mitochondrial
respiratory chain
complex
I;GO:0014069|posts
ynaptic density;

GO:0008137|NADH
dehydrogenase
(ubiquinone)
activity;

K03879

ND2; NADH-
ubiquinone
oxidoreductase
chain 2 [EC:1.6.5.3]



ENSG00000198780 0 0 0 0 0.290487555 0 1 0 2 -1.422832796 0.639365333 NA down no FAM169A protein_coding chr5:74777574-
74866951:-

gi|675708008|ref|XP
_003810514.2| 3411 0

PREDICTED:
soluble lamin-
associated protein
of 75 kDa isoform
X1 [Pan paniscus]

gi|380861664|ref|N
M_015566.2| 5990 0

Homo sapiens
family with
sequence similarity
169, member A
(FAM169A),
transcript variant 1,
mRNA

Q9Y6X4 228 1.00E-60
Soluble lamin-
associated protein
of 75 kDa

. . . . pfam07263 DMP1

Dentin matrix
protein 1 (DMP1).
This family consists
of several
mammalian dentin
matrix protein 1
(DMP1) sequences.
The dentin matrix
acidic
phosphoprotein 1
(DMP1) gene has
been mapped to
human
chromosome 4q21.
DMP1 is a bone and
teeth specific
protein initially
identified from
mineralised dentin.
DMP1 is primarily
localized in the
nuclear
compartment of
undifferentiated
osteoblasts. In the
nucleus, DMP1 acts
as a transcriptional
component for
activation of
osteoblast-specific
genes like
osteocalcin. During
the early phase of
osteoblast
maturation Ca(2+)

. GO:0005637|nuclear
inner membrane; . . .

ENSG00000198786 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no MT-ND5 protein_coding chrMT:12337-
14148:+

gi|17985383|gb|AAL
54391.1| 2214 0

NADH
dehydrogenase
subunit 5
(mitochondrion)
[Homo sapiens]

gi|587655084|gb|KF
962930.1| 1812 0

Homo sapiens
isolate MWBQ459
mitochondrion,
partial genome

P03915 855 0
NADH-ubiquinone
oxidoreductase
chain 5

mll1355 256 9.00E-75 COG1009 pfam00361 Oxidored_q1

NADH-
Ubiquinone/plastoq
uinone (complex I),
various chains. This
family is part of
complex I which
catalyses the
transfer of two
electrons from
NADH to
ubiquinone in a
reaction that is
associated with
proton translocation
across the
membrane.

GO:0006120|mitoch
ondrial electron
transport, NADH to
ubiquinone;GO:003
2981|mitochondrial
respiratory chain
complex I
assembly;GO:00425
42|response to
hydrogen
peroxide;GO:00016
66|response to
hypoxia;GO:001024
3|response to
organonitrogen
compound;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
747|mitochondrial
respiratory chain
complex
I;GO:0043005|neuro
n projection;

GO:0008137|NADH
dehydrogenase
(ubiquinone)
activity;

K03883

ND5; NADH-
ubiquinone
oxidoreductase
chain 5 [EC:1.6.5.3]

ENSG00000198791 0 0 2 0 0.938378446 0 0 1 5 -0.831242991 0.693176801 NA down no CNOT7 protein_coding chr8:17224964-
17246878:-

gi|148703547|gb|ED
L35494.1| 1497 0

CCR4-NOT
transcription
complex, subunit 7,
isoform CRA_a,
partial [Mus
musculus]

gi|26665810|gb|AC0
91050.3| 5885 0

Homo sapiens
chromosome 8,
clone RP11-242F4,
complete sequence

Q60809 311 1.00E-104
CCR4-NOT
transcription
complex subunit 7

ECU08g0850 293 4.00E-88 COG5228 pfam04857 CAF1

CAF1 family
ribonuclease. The
major pathways of
mRNA turnover in
eukaryotes initiate
with shortening of
the polyA tail.
CAF1 encodes a
critical component
of the major
cytoplasmic
deadenylase in
yeast. Both Caf1p is
required for normal
mRNA
deadenylation in
vivo and localizes to
the cytoplasm.
Caf1p copurifies
with a Ccr4p-
dependent polyA-
specific exonuclease
activity. Some
members of this
family include and
inserted RNA
binding domain
pfam01424. This
family of proteins is
related to other
exonucleases
pfam00929
(Bateman A pers.
obs.). The crystal
structure of

GO:0005975|carboh
ydrate metabolic
process;GO:003396
2|cytoplasmic
mRNA processing
body
assembly;GO:00002
90|deadenylation-
dependent
decapping of
nuclear-transcribed
mRNA;GO:0006977
|DNA damage
response, signal
transduction by p53
class mediator
resulting in cell
cycle
arrest;GO:0043928|e
xonucleolytic
nuclear-transcribed
mRNA catabolic
process involved in
deadenylation-
dependent
decay;GO:0035195|g
ene silencing by
miRNA;GO:003104
7|gene silencing by
RNA;GO:0008285|n
egative regulation of
cell
proliferation;GO:00
10629|negative
regulation of gene

GO:0030014|CCR4-
NOT
complex;GO:000093
2|cytoplasmic
mRNA processing
body;GO:0005829|c
ytosol;GO:0016020|
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;

GO:0000175|3'-5'-
exoribonuclease
activity;GO:0004532
|exoribonuclease
activity;GO:0046872
|metal ion
binding;GO:000453
5|poly(A)-specific
ribonuclease
activity;GO:0003723
|RNA
binding;GO:000487
1|signal transducer
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;

K12581

CNOT7_8, CAF1,
POP2; CCR4-NOT
transcription
complex subunit 7/8

ENSG00000198792 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TMEM184B protein_coding chr22:38219291-
38273034:-

gi|544461864|ref|XP
_005567362.1| 2145 0

PREDICTED:
transmembrane
protein 184B
isoform X1 [Macaca
fascicularis]

gi|50949972|emb|CR
627445.1| 4783 0

Homo sapiens
mRNA; cDNA
DKFZp686N1150
(from clone
DKFZp686N1150)

A2VDL9 231 2.00E-73 Transmembrane
protein 184B . . . . pfam03619 Solute_trans_a

Organic solute
transporter
Ostalpha. This
family is a
transmembrane
organic solute
transport protein. In
vertebrates these
proteins form a
complex with
Ostbeta, and
function as bile
transporters. In
plants they may
transport
brassinosteroid-like
compounds and act
as regulators of cell
death.

GO:0006810|transpo
rt;

GO:0016021|integral
component of
membrane;

GO:0005215|transpo
rter activity; . .

ENSG00000198793 0 0 0 0 0.594929178 3 1 0 2 -2.451874135 0.233877891 NA down no MTOR protein_coding chr1:11106535-
11262507:-

gi|68533045|dbj|BA
E06077.1| 12831 0

FRAP1 variant
protein [Homo
sapiens]

gi|206725550|ref|N
M_004958.3| 8677 0

Homo sapiens
mechanistic target
of rapamycin
(serine/threonine
kinase) (MTOR),
mRNA

P42345 344 9.00E-106
Serine/threonine-
protein kinase
mTOR

SPBC216.07c 878 0 COG5032 pfam02259 FAT

FAT domain. The
FAT domain is
named after FRAP,
ATM and TRRAP.

GO:0006207| de
novo' pyrimidine
nucleobase
biosynthetic
process;GO:000742
0|brain
development;GO:00
55013|cardiac
muscle cell
development;GO:00
60048|cardiac
muscle
contraction;GO:000
7569|cell
aging;GO:0007050|c
ell cycle
arrest;GO:0016049|c
ell
growth;GO:0071456
|cellular response to
hypoxia;GO:003166
9|cellular response
to nutrient
levels;GO:0006281|
DNA
repair;GO:0006112|e
nergy reserve
metabolic
process;GO:000728
1|germ cell
development;GO:00
40007|growth;GO:0
003007|heart
morphogenesis;GO:
0003179|heart valve

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0030425|de
ndrite;GO:0012505|e
ndomembrane
system;GO:0005789|
endoplasmic
reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0005
765|lysosomal
membrane;GO:0005
764|lysosome;GO:0
016020|membrane;G
O:0005741|mitocho
ndrial outer
membrane;GO:0043
025|neuronal cell
body;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;GO:00
05942|phosphatidyli
nositol 3-kinase
complex;GO:001660
5|PML
body;GO:0031931|T
ORC1
complex;GO:003193
2|TORC2 complex;

GO:0005524|ATP
binding;GO:001630
1|kinase
activity;GO:0051219
|phosphoprotein
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0043022
|ribosome
binding;GO:000103
0|RNA polymerase
III type 1 promoter
DNA
binding;GO:000103
1|RNA polymerase
III type 2 promoter
DNA
binding;GO:000103
2|RNA polymerase
III type 3 promoter
DNA
binding;GO:000115
6|TFIIIC-class
transcription factor
binding;

K07203
FRAP; FKBP12-
rapamycin complex-
associated protein

ENSG00000198794 0 3 0 4 8.850011292 24 23 11 23 -3.072696302 3.57E-05 0.000484383 down yes SCAMP5 protein_coding chr15:74957219-
75021496:+

gi|585668329|ref|XP
_006888444.1| 1095 2.00E-135

PREDICTED:
secretory carrier-
associated
membrane protein 5
[Elephantulus
edwardii]

gi|296010970|ref|N
M_001178111.1| 3427 0

Homo sapiens
secretory carrier
membrane protein 5
(SCAMP5),
transcript variant 1,
mRNA

Q8TAC9 179 3.00E-54
Secretory carrier-
associated
membrane protein 5

. . . . pfam04144 SCAMP

SCAMP family. In
vertebrates,
secretory carrier
membrane proteins
(SCAMPs) 1-3
constitute a family
of putative
membrane-
trafficking proteins
composed of
cytoplasmic N-
terminal sequences
with NPF repeats,
four central
transmembrane
regions (TMRs),
and a cytoplasmic
tail. SCAMPs
probably function
in endocytosis by
recruiting EH-
domain proteins to
the N-terminal NPF
repeats but may
have additional
functions mediated
by their other
sequences.

GO:0006887|exocyt
osis;GO:0045806|ne
gative regulation of
endocytosis;GO:004
5956|positive
regulation of
calcium ion-
dependent
exocytosis;GO:0050
715|positive
regulation of
cytokine
secretion;GO:00150
31|protein
transport;GO:00349
76|response to
endoplasmic
reticulum stress;

GO:0030054|cell
junction;GO:000013
9|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0005
886|plasma
membrane;GO:0055
038|recycling
endosome
membrane;GO:0030
672|synaptic vesicle
membrane;GO:0032
588|trans-Golgi
network membrane;

. . .

ENSG00000198795 1 2 1 3 1.761612736 5 0 2 1 0.278248254 0.804818942 0.867804772 up no ZNF521 protein_coding chr18:25061926-
25352190:-

gi|591298010|ref|XP
_007076078.1| 6946 0

PREDICTED: zinc
finger protein 521
[Panthera tigris
altaica]

gi|219801668|ref|N
M_015461.2| 4871 0

Homo sapiens zinc
finger protein 521
(ZNF521), transcript
variant 1, mRNA

Q96K83 2621 0 Zinc finger protein
521 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0048663|neuron
fate
commitment;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:001990
4|protein domain
specific binding;

. .



ENSG00000198797 1 0 0 0 0.297112407 0 1 0 0 0.569016218 0.850041901 NA up no BRINP2 protein_coding chr1:177171497-
177282422:+

gi|12698039|dbj|BA
B21838.1| 4093 0 KIAA1747 protein

[Homo sapiens]
gi|20380834|gb|BC0
28036.1| 3555 0

Homo sapiens
family with
sequence similarity
5, member B,
mRNA (cDNA
clone MGC:40127
IMAGE:5242899),
complete cds

Q9C0B6 1250 0
BMP/retinoic acid-
inducible neural-
specific protein 2

. . . . pfam01823 MACPF

MAC/Perforin
domain. The
membrane-attack
complex (MAC) of
the complement
system forms
transmembrane
channels. These
channels disrupt the
phospholipid
bilayer of target
cells, leading to cell
lysis and death. A
number of proteins
participate in the
assembly of the
MAC. Freshly
activated C5b binds
to C6 to form a
C5b-6 complex,
then to C7 forming
the C5b-7 complex.
The C5b-7 complex
binds to C8, which
is composed of
three chains (alpha,
beta, and gamma),
thus forming the
C5b-8 complex.
C5b-8 subsequently
binds to C9 and acts
as a catalyst in the
polymerization of
C9. Active MAC
has a subunit

GO:0007050|cell
cycle
arrest;GO:0071300|c
ellular response to
retinoic
acid;GO:0045930|ne
gative regulation of
mitotic cell
cycle;GO:0045666|p
ositive regulation of
neuron
differentiation;

GO:0030425|dendrit
e;GO:0005783|endo
plasmic
reticulum;GO:00055
76|extracellular
region;GO:0043025|
neuronal cell body;

. . .

ENSG00000198804 0 0 0 0 1.27554399 0 2 3 8 -3.553868595 0.045331225 0.1060873 down no MT-CO1 protein_coding chrMT:5904-7445:+ gi|156456225|gb|AB
U65184.1| 2063 0

cytochrome oxidase
subunit I [Homo
sapiens]

gi|587655097|gb|KF
962931.1| 1542 0

Homo sapiens
isolate MWBQ512
mitochondrion,
partial genome

P00395 797 0 Cytochrome c
oxidase subunit 1 BMEI1465 470 3.00E-159 COG0843 pfam00115 COX1

Cytochrome C and
Quinol oxidase
polypeptide I.

GO:0009060|aerobic
respiration;GO:0007
568|aging;GO:00215
49|cerebellum
development;GO:00
06123|mitochondrial
electron transport,
cytochrome c to
oxygen;GO:0046688
|response to copper
ion;GO:0051602|res
ponse to electrical
stimulus;GO:000697
9|response to
oxidative stress;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
751|mitochondrial
respiratory chain
complex
IV;GO:0045277|resp
iratory chain
complex IV;

GO:0004129|cytochr
ome-c oxidase
activity;GO:0020037
|heme
binding;GO:000550
6|iron ion binding;

K02256
COX1; cytochrome
c oxidase subunit 1
[EC:1.9.3.1]

ENSG00000198814 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no GK protein_coding chrX:30653359-
30731456:+

gi|795294129|ref|XP
_011815058.1| 2915 0

PREDICTED:
putative glycerol
kinase 3 isoform X1
[Colobus angolensis
palliatus]

gi|326381122|ref|N
M_001205019.1| 4573 0

Homo sapiens
glycerol kinase
(GK), transcript
variant 4, mRNA

P32189 233 3.00E-72 Glycerol kinase Rv3696c 481 1.00E-155 COG0554 pfam00370 FGGY_N

FGGY family of
carbohydrate
kinases, N-terminal
domain. This
domain adopts a
ribonuclease H-like
fold and is
structurally related
to the C-terminal
domain.

GO:0019563|glycero
l catabolic
process;GO:000607
1|glycerol metabolic
process;GO:004616
7|glycerol-3-
phosphate
biosynthetic
process;GO:000664
1|triglyceride
metabolic process;

GO:0005741|mitoch
ondrial outer
membrane;GO:0005
739|mitochondrion;

GO:0005524|ATP
binding;GO:000437
0|glycerol kinase
activity;

K00864 glpK, GK; glycerol
kinase [EC:2.7.1.30]

ENSG00000198815 0 0 0 1 0.305076892 1 0 0 1 -0.147568856 0.95359243 NA down no FOXJ3 protein_coding chr1:42176539-
42335877:-

gi|40789027|dbj|BA
A82993.2| 2751 0 KIAA1041 protein

[Homo sapiens]
gi|311893304|ref|N
M_001198851.1| 5352 0

Homo sapiens
forkhead box J3
(FOXJ3), transcript
variant 3, mRNA

Q9UPW0 265 6.00E-74 Forkhead box
protein J3 ECU11g1330 105 2.00E-23 COG5025 pfam00250 Fork_head Fork head domain.

GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0000981|RNA
polymerase II
transcription factor
activity, sequence-
specific DNA
binding;GO:004356
5|sequence-specific
DNA binding;

K09403 FOXJ2_3; forkhead
box protein J2/3

ENSG00000198830 8 20 6 34 12.1163361 3 9 10 11 1.463204744 0.009018734 0.033525744 up yes HMGN2 protein_coding chr1:26472450-
26475972:+

gi|119628207|gb|EA
X07802.1| 441 1.00E-51

high-mobility group
nucleosomal
binding domain 2,
isoform CRA_a
[Homo sapiens]

gi|148922918|ref|N
M_005517.3| 1191 0

Homo sapiens high
mobility group
nucleosomal
binding domain 2
(HMGN2), mRNA

Q86SG4 83.2 7.00E-18
Putative Dresden
prostate carcinoma
protein 2

. . . . pfam01101 HMG14_17 HMG14 and
HMG17. .

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0004930|G-
protein coupled
receptor activity;

. .

ENSG00000198832 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SELENOM protein_coding chr22:31104772-
31120069:-

gi|226442933|ref|NP
_001140172.1| 621 7.00E-79

selenoprotein M
precursor [Pan
troglodytes]

gi|27769224|gb|BC0
42299.1| 2067 0

Homo sapiens
selenoprotein M,
mRNA (cDNA
clone
IMAGE:5728599),
with apparent
retained intron

Q8WWX9 55.8 9.00E-11 Selenoprotein M . . . . pfam08806 Sep15_SelM

Sep15/SelM redox
domain. Sep15 and
SelM are eukaryotic
selenoproteins that
have a thioredoxin-
like domain and a
surface accessible
active site redox
motif. This suggests
that they function as
thiol-disulphide
isomerases involved
in disulphide bond
formation in the
endoplasmic
reticulum.

.

GO:0005783|endopl
asmic
reticulum;GO:00057
94|Golgi
apparatus;GO:00484
71|perinuclear
region of cytoplasm;

. . .

ENSG00000198836 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no OPA1 protein_coding chr3:193593144-
193697823:+

gi|586485410|ref|XP
_006873195.1| 5195 0

PREDICTED:
dynamin-like 120
kDa protein,
mitochondrial
isoform X1
[Chrysochloris
asiatica]

gi|224831252|ref|N
M_130837.2| 6492 0

Homo sapiens optic
atrophy 1
(autosomal
dominant) (OPA1),
transcript variant 8,
mRNA

O60313 200 2.00E-58
Dynamin-like 120
kDa protein,
mitochondrial

YOR211c 110 2.00E-23 COG0699 pfam00350 Dynamin_N Dynamin family.

GO:0006915|apopto
tic
process;GO:000000
2|mitochondrial
genome
maintenance;GO:00
50896|response to
stimulus;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
758|mitochondrial
intermembrane
space;

GO:0005525|GTP
binding;GO:000392
4|GTPase activity;

K17079
OPA1; optic
atrophy protein 1
[EC:3.6.5.5]

ENSG00000198837 0 4 0 4 1.826372474 2 0 2 5 0.183340537 0.885889055 0.92644783 up no DENND4B protein_coding chr1:153929501-
153946696:-

gi|71891699|dbj|BA
A32321.3| 7144 0 KIAA0476 protein

[Homo sapiens]
gi|148922919|ref|N
M_014856.2| 5688 0

Homo sapiens
DENN/MADD
domain containing
4B (DENND4B),
mRNA

O75064 2067 0
DENN domain-
containing protein
4B

. . . . pfam02141 DENN

DENN (AEX-3)
domain. DENN
(after differentially
expressed in
neoplastic vs
normal cells) is a
domain which
occurs in several
proteins involved in
Rab- mediated
processes or
regulation of MAPK
signalling pathways.

GO:0032483|regulati
on of Rab protein
signal transduction;

GO:0005794|Golgi
apparatus;GO:00056
34|nucleus;

GO:0017112|Rab
guanyl-nucleotide
exchange factor
activity;

. .

ENSG00000198838 0 0 0 0 0.29578603 1 1 0 1 -1.446026814 0.560607138 NA down no RYR3 protein_coding chr15:33310945-
33866121:+

gi|126032338|ref|NP
_001027.3| 24214 0

ryanodine receptor
3 isoform 1 [Homo
sapiens]

gi|3123583|emb|AJ0
01515.1| 15526 0

Homo sapiens
mRNA for
ryanodine receptor
3, complete CDS

A2AGL3 208 2.00E-60 Ryanodine receptor
3 . . . . pfam06459 RR_TM4-6

Ryanodine Receptor
TM 4-6. This region
covers TM regions
4-6 of the ryanodine
receptor 1 family.

GO:0070588|calciu
m ion
transmembrane
transport;GO:00068
74|cellular calcium
ion
homeostasis;GO:007
1318|cellular
response to
ATP;GO:0071313|ce
llular response to
caffeine;GO:007127
7|cellular response
to calcium
ion;GO:0071286|cell
ular response to
magnesium
ion;GO:0006936|mu
scle
contraction;GO:005
1289|protein
homotetramerizatio
n;

GO:0016021|integral
component of
membrane;GO:0016
529|sarcoplasmic
reticulum;GO:00330
17|sarcoplasmic
reticulum
membrane;

GO:0005509|calciu
m ion
binding;GO:000521
9|ryanodine-
sensitive calcium-
release channel
activity;

K04963 RYR3; ryanodine
receptor 3

ENSG00000198843 20 32 9 46 37.21774935 64 50 54 59 -0.614962934 0.080956391 0.159899013 down no SELENOT protein_coding chr3:150602875-
150630445:+

gi|744541945|ref|XP
_010985141.1| 1005 2.00E-124

PREDICTED: LOW
QUALITY
PROTEIN:
selenoprotein T
[Camelus
dromedarius]

gi|42789379|ref|NM
_016275.3| 3473 0

Homo sapiens
selenoprotein T
(SELT), mRNA

P62341 85.9 2.00E-21 Selenoprotein T . . . . pfam10262 Rdx

Rdx family. This
entry is an
approximately 100
residue region of
selenoprotein-T,
conserved from
plants to humans.
The protein binds to
UDP-
glucose:glycoprotei
n
glucosyltransferase
(UGTR), the
endoplasmic
reticulum (ER)-
resident protein,
which is known to
be involved in the
quality control of
protein folding.
Selenium (Se) plays
an essential role in
cell survival and
most of the effects
of Se are probably
mediated by
selenoproteins,
including
selenoprotein T.
However, despite its
binding to UGTR
and that its mRNA
is up-regulated in
extended asphyxia,
the function of the

. .

GO:0008138|protein
tyrosine/serine/threo
nine phosphatase
activity;

. .

ENSG00000198846 1 2 1 5 3.556710308 10 4 3 7 -0.949625613 0.246804426 0.373541834 down no TOX protein_coding chr8:58805418-
59119208:-

gi|40788372|dbj|BA
A34528.2| 2320 0 KIAA0808 protein

[Homo sapiens]
gi|51477724|ref|NM
_014729.2| 4131 0

Homo sapiens
thymocyte
selection-associated
high mobility group
box (TOX), mRNA

O94900 889 0

Thymocyte
selection-associated
high mobility group
box protein TOX

. . . . pfam00505 HMG_box HMG (high mobility
group) box. . GO:0005634|nucleu

s;
GO:0003677|DNA
binding; . .

ENSG00000198876 1 5 4 4 2.372299694 2 0 1 1 2.315878703 0.028919745 0.076415035 up no DCAF12 protein_coding chr9:34086387-
34127399:-

gi|15620843|dbj|BA
B67785.1| 2488 0 KIAA1892 protein

[Homo sapiens]
gi|254553397|ref|N
M_015397.3| 3667 0

Homo sapiens
DDB1 and CUL4
associated factor 12
(DCAF12), mRNA

Q4R3J7 388 1.00E-132 DDB1- and CUL4-
associated factor 12 . . . . pfam00400 WD40 WD domain, G-beta

repeat.
GO:0016567|protein
ubiquitination;

GO:0005813|centros
ome;GO:0080008|C
ul4-RING E3
ubiquitin ligase
complex;GO:000573
7|cytoplasm;

. K11803
WDR40A; WD
repeat-containing
protein 40A



ENSG00000198886 0 0 0 0 0.497047968 0 1 2 2 -2.191765523 0.306054417 NA down no MT-ND4 protein_coding chrMT:10760-
12137:+

gi|545768783|gb|AG
W71683.1| 1338 7.00E-179

NADH
dehydrogenase
subunit 4
(mitochondrion)
[Homo sapiens]

gi|587655097|gb|KF
962931.1| 1378 0

Homo sapiens
isolate MWBQ512
mitochondrion,
partial genome

P03905 518 1.00E-179
NADH-ubiquinone
oxidoreductase
chain 4

XF0317 147 5.00E-38 COG1008 pfam00361 Oxidored_q1

NADH-
Ubiquinone/plastoq
uinone (complex I),
various chains. This
family is part of
complex I which
catalyses the
transfer of two
electrons from
NADH to
ubiquinone in a
reaction that is
associated with
proton translocation
across the
membrane.

GO:0007568|aging
GO:0021549|cerebel
lum
development;GO:00
01701|in utero
embryonic
development;GO:00
06120|mitochondrial
electron transport,
NADH to
ubiquinone;GO:003
2981|mitochondrial
respiratory chain
complex I
assembly;GO:00454
71|response to
ethanol;GO:0001666
|response to
hypoxia;GO:003509
4|response to
nicotine;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
747|mitochondrial
respiratory chain
complex I;

GO:0008137|NADH
dehydrogenase
(ubiquinone)
activity;

K03881

ND4; NADH-
ubiquinone
oxidoreductase
chain 4 [EC:1.6.5.3]

ENSG00000198888 0 0 0 0 0.497047968 0 1 2 2 -2.191765523 0.306054417 NA down no MT-ND1 protein_coding chrMT:3307-4262:+ gi|667669942|gb|AI
G61123.1| 893 4.00E-116

NADH
dehydrogenase
subunit 1
(mitochondrion)
[Homo sapiens]

gi|575773281|gb|KF
874376.1| 956 0

Homo sapiens
isolate Esk46stroke
mitochondrion,
complete genome

P03886 328 2.00E-109
NADH-ubiquinone
oxidoreductase
chain 1

RP796 171 5.00E-49 COG1005 pfam00146 NADHdh NADH
dehydrogenase.

GO:0045333|cellular
respiration;GO:0006
120|mitochondrial
electron transport,
NADH to
ubiquinone;GO:003
2981|mitochondrial
respiratory chain
complex I
assembly;GO:00424
93|response to
drug;GO:0033194|re
sponse to
hydroperoxide;GO:
0014070|response to
organic cyclic
compound;

GO:0030425|dendrit
e;GO:0016021|integr
al component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0031
966|mitochondrial
membrane;GO:0005
747|mitochondrial
respiratory chain
complex
I;GO:0043025|neuro
nal cell body;

GO:0008137|NADH
dehydrogenase
(ubiquinone)
activity;

K03878

ND1; NADH-
ubiquinone
oxidoreductase
chain 1 [EC:1.6.5.3]

ENSG00000198898 5 21 9 22 21.98303319 43 35 32 34 -0.866372847 0.022650105 0.064459971 down no CAPZA2 protein_coding chr7:116811070-
116922049:+

gi|426227627|ref|XP
_004007919.1| 1465 0

PREDICTED: F-
actin-capping
protein subunit
alpha-2 isoform X1
[Ovis aries]

gi|3645947|gb|AC00
2543.1| 4325 0

Homo sapiens BAC
clone CTA-300C3
from 7, complete
sequence

A1X151 147 4.00E-41
F-actin-capping
protein subunit
alpha-2

. . . . pfam01267 F-actin_cap_A
F-actin capping
protein alpha
subunit.

GO:0042754|negativ
e regulation of
circadian
rhythm;GO:0045892
|negative regulation
of transcription,
DNA-
templated;GO:00485
11|rhythmic
process;GO:000635
1|transcription,
DNA-templated;

GO:0005829|cytosol
;GO:0005634|nucleu
s;

. K10364

CAPZA; capping
protein (actin
filament) muscle Z-
line, alpha

ENSG00000198899 0 0 0 0 0.400865903 0 1 2 1 -1.87898718 0.411704326 NA down no MT-ATP6 protein_coding chrMT:8527-9207:+ gi|513789137|gb|AG
O22236.1| 698 3.00E-89

ATP synthase F0
subunit 6
(mitochondrion)
[Homo sapiens]

gi|587655097|gb|KF
962931.1| 681 0

Homo sapiens
isolate MWBQ512
mitochondrion,
partial genome

P00846 272 2.00E-90 ATP synthase
subunit a RP023 68.6 2.00E-13 COG0356 pfam00119 ATP-synt_A ATP synthase A

chain.

GO:0007568|aging;
GO:0006754|ATP
biosynthetic
process;GO:004277
6|mitochondrial
ATP synthesis
coupled proton
transport;GO:00550
93|response to
hyperoxia;

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
753|mitochondrial
proton-transporting
ATP synthase
complex;GO:004526
3|proton-
transporting ATP
synthase complex,
coupling factor
F(o);

GO:0015078|hydrog
en ion
transmembrane
transporter
activity;GO:0022857
|transmembrane
transporter activity;

K02126

ATPeF0A,
MTATP6, ATP6; F-
type H+-
transporting ATPase
subunit a

ENSG00000198900 5 2 3 5 2.414563394 0 1 0 0 4.220649443 0.001305795 0.008124946 up yes TOP1 protein_coding
chr20:41028818-
41124487:+

gi|755706428|ref|XP
_011279104.1| 2933 0

PREDICTED: DNA
topoisomerase 1
[Felis catus]

gi|19913404|ref|NM
_003286.2| 3734 0

Homo sapiens
topoisomerase
(DNA) I (TOP1),
mRNA

Q9WUL0 1125 0 DNA topoisomerase
1 YOL006c_1 418 2.00E-131 COG3569 pfam02919 Topoisom_I_N

Eukaryotic DNA
topoisomerase I,
DNA binding
fragment.
Topoisomerase I
promotes the
relaxation of DNA
superhelical tension
by introducing a
transient single-
stranded break in
duplex DNA and
are vital for the
processes of
replication,
transcription, and
recombination. This
family may be more
than one structural
domain.

GO:0031100|organ
regeneration;GO:00
71373|cellular
response to
luteinizing hormone
stimulus;GO:000633
8|chromatin
remodeling;GO:000
7059|chromosome
segregation;GO:003
2922|circadian
regulation of gene
expression;GO:0006
260|DNA
replication;GO:0006
265|DNA
topological
change;GO:0051591
|response to
cAMP;GO:0010332|
response to gamma
radiation;GO:00092
66|response to
temperature
stimulus;GO:000930
3|rRNA
transcription;

GO:0001651|dense
fibrillar
component;GO:000
1650|fibrillar
center;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
031298|replication
fork protection
complex;

GO:0031490|chrom
atin DNA
binding;GO:000104
6|core promoter
sequence-specific
DNA
binding;GO:000367
7|DNA
binding;GO:000391
7|DNA
topoisomerase type
I
activity;GO:0032403
|protein complex
binding;

K03163
TOP1; DNA
topoisomerase I
[EC:5.99.1.2]

ENSG00000198909 3 1 3 2 1.772390747 0 0 2 1 2.221108172 0.08265718 0.161770778 up no MAP3K3 protein_coding chr17:63622415-
63696303:+

gi|42794767|ref|NP_
976226.1| 3547 0

mitogen-activated
protein kinase
kinase kinase 3
isoform 1 [Homo
sapiens]

gi|42794766|ref|NM
_203351.1| 4818 0

Homo sapiens
mitogen-activated
protein kinase
kinase kinase 3
(MAP3K3),
transcript variant 1,
mRNA

Q99759 274 7.00E-87
Mitogen-activated
protein kinase
kinase kinase 3

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0001568|blood
vessel
development;GO:00
35556|intracellular
signal
transduction;GO:00
00165|MAPK
cascade;GO:004312
3|positive regulation
of I-kappaB
kinase/NF-kappaB
signaling;GO:19007
45|positive
regulation of
p38MAPK
cascade;GO:004677
7|protein
autophosphorylatio
n;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;

GO:0005524|ATP
binding;GO:000470
9|MAP kinase
kinase kinase
activity;GO:0046872
|metal ion
binding;GO:000467
2|protein kinase
activity;

K04421

MAP3K3, MEKK3;
mitogen-activated
protein kinase
kinase kinase 3
[EC:2.7.11.25]

ENSG00000198914 346 242 424 118 228.8937553 72 81 155 108 2.166393596 3.48E-05 0.000475569 up yes POU3F3 protein_coding chr2:104855511-
104858574:+

gi|829913556|ref|XP
_012593119.1| 1644 0

PREDICTED: POU
domain, class 3,
transcription factor
3 [Microcebus
murinus]

gi|42517299|gb|AC0
18730.8| 3064 0

Homo sapiens BAC
clone RP11-13J10
from 2, complete
sequence

P20264 634 0
POU domain, class
3, transcription
factor 3

YML027w 54.3 1.00E-06 COG5576 pfam00157 Pou
Pou domain - N-
terminal to
homeobox domain.

GO:0007417|central
nervous system
development;GO:00
21799|cerebral
cortex radially
oriented cell
migration;GO:00218
69|forebrain
ventricular zone
progenitor cell
division;GO:007221
8|metanephric
ascending thin limb
development;GO:00
72240|metanephric
DCT cell
differentiation;GO:0
072236|metanephric
loop of Henle
development;GO:00
72227|metanephric
macula densa
development;GO:00
72233|metanephric
thick ascending
limb
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:004589
2|negative
regulation of
transcription, DNA-
templated;GO:00082

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09365

POU3F, OTF; POU
domain
transcription factor,
class 3

ENSG00000198925 0 1 0 2 3.502179664 7 9 4 12 -2.93916325 0.006005128 0.024891273 down yes ATG9A protein_coding chr2:219209772-
219229717:-

gi|116089282|ref|NP
_001070666.1| 4074 0

autophagy-related
protein 9A [Homo
sapiens]

gi|62087687|dbj|AB
209054.1| 5218 0

Homo sapiens
mRNA for ATP-
binding cassette,
sub-family B,
member 6 variant
protein

Q5FWU3 82.4 5.00E-17 Autophagy-related
protein 9A RSc0478 286 1.00E-81 COG5265 pfam04109 APG9

Autophagy protein
Apg9. In yeast, 15
Apg proteins
coordinate the
formation of
autophagosomes.
Autophagy is a bulk
degradation process
induced by
starvation in
eukaryotic cells.
Apg9 plays a direct
role in the
formation of the
cytoplasm to
vacuole targeting
and autophagic
vesicles, possibly
serving as a marker
for a specialized
compartment
essential for these
vesicle-mediated
alternative targeting
pathways.

GO:0006914|autoph
agy;GO:0015031|pro
tein transport;

GO:0000421|autoph
agosome
membrane;GO:0031
410|cytoplasmic
vesicle;GO:0005794|
Golgi
apparatus;GO:00160
21|integral
component of
membrane;GO:0031
902|late endosome
membrane;

. K05661

ABCB6; ATP-
binding cassette,
subfamily B
(MDR/TAP),
member 6



ENSG00000198929 0 0 0 0 0.488150161 1 1 0 3 -2.17103415 0.321996911 NA down no NOS1AP protein_coding chr1:162069774-
162370475:+

gi|6634039|dbj|BAA
32309.2| 2037 0 KIAA0464 protein

[Homo sapiens]
gi|186910182|ref|N
M_001126060.1| 5559 0

Homo sapiens nitric
oxide synthase 1
(neuronal) adaptor
protein (NOS1AP),
transcript variant 2,
mRNA

O75052 317 9.00E-93

Carboxyl-terminal
PDZ ligand of
neuronal nitric
oxide synthase
protein

. . . . pfam00640 PID
Phosphotyrosine
interaction domain
(PTB/PID).

GO:1902261|positiv
e regulation of
delayed rectifier
potassium channel
activity;GO:0010628
|positive regulation
of gene
expression;GO:0045
429|positive
regulation of nitric
oxide biosynthetic
process;GO:001075
0|positive regulation
of nitric oxide
mediated signal
transduction;GO:00
51000|positive
regulation of nitric-
oxide synthase
activity;GO:2000170
|positive regulation
of peptidyl-cysteine
S-
nitrosylation;GO:19
01381|positive
regulation of
potassium ion
transmembrane
transport;GO:19037
62|positive
regulation of
voltage-gated
potassium channel
activity involved in
ventricular cardiac

GO:0005829|cytosol
;GO:0005739|mitoch
ondrion;GO:000563
4|nucleus;GO:00484
71|perinuclear
region of
cytoplasm;GO:0033
017|sarcoplasmic
reticulum
membrane;GO:0030
018|Z disc;

GO:0050998|nitric-
oxide synthase
binding;

K16513

NOS1AP, CAPON;
carboxyl-terminal
PDZ ligand of
neuronal nitric
oxide synthase
protein

ENSG00000198938 0 0 0 0 0.50414611 0 1 3 1 -2.208120789 0.312185517 NA down no MT-CO3 protein_coding chrMT:9207-9990:+ gi|116242004|gb|AB
J89544.1| 999 7.00E-134

cytochrome c
oxidase subunit III
[Homo sapiens]

gi|281309611|gb|GU
213259.1| 784 0

Homo sapiens
isolate WER46
mitochondrion,
complete genome

P00414 385 6.00E-134 Cytochrome c
oxidase subunit 3 SMc00013 185 2.00E-55 COG1845 pfam00510 COX3 Cytochrome c

oxidase subunit III.

GO:0019646|aerobic
electron transport
chain;GO:0006123|
mitochondrial
electron transport,
cytochrome c to
oxygen;GO:0008535
|respiratory chain
complex IV
assembly;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0045
277|respiratory
chain complex IV;

GO:0004129|cytochr
ome-c oxidase
activity;

K02262 COX3; cytochrome
c oxidase subunit 3

ENSG00000198939 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ZFP2 protein_coding chr5:178895894-
178933212:+

gi|694913994|ref|XP
_009448570.1| 2600 0

PREDICTED: zinc
finger protein 2
homolog isoform
X3 [Pan
troglodytes]

gi|148744480|gb|BC
142989.1| 2387 0

Homo sapiens zinc
finger protein 2
homolog (mouse),
mRNA (cDNA
clone MGC:167103
IMAGE:8860436),
complete cds

A7MBI1 66.6 9.00E-12 Zinc finger protein
ZFP69 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09229

ZKSCAN; KRAB
and SCAN
domains-containing
zinc finger protein

ENSG00000198947 4 11 5 15 35.51703328 91 92 50 77 -2.66043579 4.13E-11 1.34E-08 down yes DMD protein_coding chrX:31097677-
33339441:-

gi|313104240|sp|P11
532.3|DMD_HUMA
N

18138 0 RecName:
Full=Dystrophin

gi|238018044|ref|N
M_004006.2| 13947 0

Homo sapiens
dystrophin (DMD),
transcript variant
Dp427m, mRNA

O97592 310 1.00E-94 Dystrophin ECU09g0290 149 1.00E-35 COG5069 pfam09068 EF-hand_2

EF hand. Members
of this family adopt
a helix-loop-helix
motif, as per other
EF hand domains.
However, since they
do not contain the
canonical pattern of
calcium binding
residues found in
many EF hand
domains, they do
not bind calcium
ions. The main
function of this
domain is the
provision of
specificity in beta-
dystroglycan
recognition, though
in dystrophin it
serves an additional
role: stabilisation of
the WW domain
(pfam00397),
enhancing
dystroglycan
binding.

GO:0086001|cardiac
muscle cell action
potential;GO:006004
8|cardiac muscle
contraction;GO:004
3623|cellular protein
complex
assembly;GO:00346
13|cellular protein
localization;GO:004
4458|motile cilium
assembly;GO:00162
03|muscle
attachment;GO:0046
716|muscle cell
cellular
homeostasis;GO:004
8747|muscle fiber
development;GO:00
30049|muscle
filament
sliding;GO:0007517|
muscle organ
development;GO:19
02083|negative
regulation of
peptidyl-cysteine S-
nitrosylation;GO:00
33137|negative
regulation of
peptidyl-serine
phosphorylation;GO
:0043043|peptide
biosynthetic
process;GO:004566

GO:0009986|cell
surface;GO:0030055
|cell-substrate
junction;GO:004303
4|costamere;GO:000
5856|cytoskeleton;G
O:0005829|cytosol;
GO:0016010|dystro
phin-associated
glycoprotein
complex;GO:003017
5|filopodium;GO:00
31527|filopodium
membrane;GO:0045
121|membrane
raft;GO:0044306|ne
uron projection
terminus;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;GO:0045
211|postsynaptic
membrane;GO:0043
234|protein
complex;GO:004238
3|sarcolemma;GO:0
045202|synapse;GO:
0016013|syntrophin
complex;GO:003001
8|Z disc;

GO:0003779|actin
binding;GO:000216
2|dystroglycan
binding;GO:001702
2|myosin
binding;GO:005099
8|nitric-oxide
synthase
binding;GO:000520
0|structural
constituent of
cytoskeleton;GO:00
08307|structural
constituent of
muscle;GO:0017166
|vinculin
binding;GO:000827
0|zinc ion binding;

K10366 DMD; dystrophin

ENSG00000198963 5 5 4 9 5.308932361 3 5 8 4 0.720872776 0.253321318 0.37748247 up no RORB protein_coding chr9:74497365-
74693177:+

gi|114625040|ref|XP
_528326.2| 2384 0

PREDICTED:
nuclear receptor
ROR-beta isoform
X1 [Pan
troglodytes]

gi|544494936|ref|X
M_005581939.1| 5047 0

PREDICTED:
Macaca fascicularis
RAR-related orphan
receptor B (RORB),
mRNA

Q92753 895 0 Nuclear receptor
ROR-beta . . . . pfam00105 zf-C4

Zinc finger, C4 type
(two domains). In
nearly all cases, this
is the DNA binding
domain of a nuclear
hormone receptor.
The alignment
contains two Zinc
finger domains that
are too dissimilar to
be aligned with each
other.

GO:0035881|amacri
ne cell
differentiation;GO:0
071300|cellular
response to retinoic
acid;GO:0042462|ey
e photoreceptor cell
development;GO:00
45668|negative
regulation of
osteoblast
differentiation;GO:0
045892|negative
regulation of
transcription, DNA-
templated;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00427
52|regulation of
circadian
rhythm;GO:0006355
|regulation of
transcription, DNA-
templated;GO:00600
41|retina
development in
camera-type
eye;GO:0046549|reti
nal cone cell
development;GO:00
46548|retinal rod
cell
development;GO:00

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;

GO:0004879|RNA
polymerase II
transcription factor
activity, ligand-
activated sequence-
specific DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000198964 3 1 2 10 5.413097505 5 13 5 10 -0.567023897 0.438328041 0.56786379 down no SGMS1 protein_coding chr10:50305586-
50625163:-

gi|44888473|sp|Q86
VZ5.2|SMS1_HUM
AN

2181 0

RecName:
Full=Phosphatidylc
holine:ceramide
cholinephosphotran
sferase 1; AltName:
Full=Medulla
oblongata-derived
protein;
Short=Protein Mob;
AltName:
Full=Sphingomyeli
n synthase 1;
AltName:
Full=Transmembra
ne protein 23

gi|41350331|ref|NM
_147156.3| 3738 0

Homo sapiens
sphingomyelin
synthase 1
(SGMS1), mRNA

A0AAS4 122 5.00E-32

Phosphatidylcholine
:ceramide
cholinephosphotran
sferase 1

. . . . pfam14360 PAP2_C

PAP2 superfamily
C-terminal. This
family is closely
related to the C-
terminal a region of
PAP2.

GO:0006915|apopto
tic
process;GO:001604
9|cell
growth;GO:0046513
|ceramide
biosynthetic
process;GO:003014
8|sphingolipid
biosynthetic
process;GO:000668
6|sphingomyelin
biosynthetic
process;

GO:0005783|endopl
asmic
reticulum;GO:00001
39|Golgi
membrane;GO:0000
138|Golgi trans
cisterna;GO:003017
6|integral
component of
endoplasmic
reticulum
membrane;GO:0030
173|integral
component of Golgi
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0005634|nucleus;G
O:0005886|plasma
membrane;

GO:0047493|cerami
de
cholinephosphotran
sferase
activity;GO:0016301
|kinase
activity;GO:0033188
|sphingomyelin
synthase activity;

K04714

SGMS;
shingomyelin
synthase
[EC:2.7.8.27]

ENSG00000200488 0 2 1 0 0.526417777 0 0 0 1 1.84125151 0.406085161 NA up no RN7SKP203 misc_RNA chr2:76445079-
76445410:-

gi|432119850|gb|EL
K38641.1| 253 2.00E-25

Nuclear prelamin A
recognition factor
[Myotis davidii]

gi|16756333|gb|AC0
78940.4| 332 1.00E-172

Homo sapiens BAC
clone RP11-144B8
from 2, complete
sequence

. . . . . . . . pfam03276 Gag_spuma Spumavirus gag
protein. . . . . .

ENSG00000203485 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no INF2 protein_coding chr14:104689606-
104722535:+

gi|119602279|gb|EA
W81873.1| 3662 0

hCG2029577,
isoform CRA_c
[Homo sapiens]

gi|149999379|ref|N
M_022489.3| 4672 0

Homo sapiens
inverted formin,
FH2 and WH2
domain containing
(INF2), transcript
variant 1, mRNA

Q27J81 287 7.00E-89 Inverted formin-2 . . . . pfam02181 FH2 Formin Homology 2
Domain.

GO:0030036|actin
cytoskeleton
organization;GO:00
90140|regulation of
mitochondrial
fission;

GO:0048471|perinu
clear region of
cytoplasm;

. . .

ENSG00000203697 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CAPN8 protein_coding chr1:223538007-
223665734:-

gi|221554549|ref|NP
_001137434.1| 3778 0 calpain-8 [Homo

sapiens]
gi|221554548|ref|N
M_001143962.1| 2424 0

Homo sapiens
calpain 8 (CAPN8),
mRNA

A6NHC0 260 5.00E-81 Calpain-8 . . . . pfam00648 Peptidase_C2 Calpain family
cysteine protease. . GO:0005829|cytosol

; . K08577 CAPN8; calpain-8
[EC:3.4.22.-]

ENSG00000203805 3 3 2 7 4.701278733 7 5 10 4 -0.301797409 0.657684162 0.758631033 down no PLPP4 protein_coding chr10:120456954-
120589855:+

gi|73611920|ref|NP_
001025230.1| 1435 0

phosphatidate
phosphatase
PPAPDC1A [Homo
sapiens]

gi|73611919|ref|NM
_001030059.1| 1521 0

Homo sapiens
phosphatidic acid
phosphatase type 2
domain containing
1A (PPAPDC1A),
mRNA

Q0VBU9 84.3 3.00E-19 Phospholipid
phosphatase 4 SPBC409.18 125 1.00E-31 COG0671 pfam01569 PAP2

PAP2 superfamily.
This family includes
the enzyme type 2
phosphatidic acid
phosphatase
(PAP2), Glucose-6-
phosphatase
EC:3.1.3.9,
Phosphatidylglycero
phosphatase B
EC:3.1.3.27 and
bacterial acid
phosphatase
EC:3.1.3.2. The
family also includes
a variety of
haloperoxidases that
function by
oxidizing halides in
the presence of
hydrogen peroxide
to form the
corresponding
hypohalous acids.

GO:0038096|Fc-
gamma receptor
signaling pathway
involved in
phagocytosis;GO:00
46839|phospholipid
dephosphorylation;
GO:0006644|phosph
olipid metabolic
process;GO:000716
5|signal
transduction;

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;

GO:0008195|phosph
atidate phosphatase
activity;

. .



ENSG00000204052 0 0 2 0 0.452311338 0 1 0 0 1.501191951 0.587972291 NA up no LRRC73 protein_coding chr6:43506969-
43510686:-

gi|674042805|ref|XP
_008827289.1| 1344 3.00E-178

PREDICTED:
leucine-rich repeat-
containing protein
73 [Nannospalax
galili]

gi|426353285|ref|X
M_004044080.1| 2059 0

PREDICTED:
Gorilla gorilla
gorilla leucine rich
repeat containing 73
(LRRC73), mRNA

Q5JTD7 517 8.00E-178
Leucine-rich repeat-
containing protein
73

. . . . pfam04959 ARS2

Arsenite-resistance
protein 2. Arsenite
is a carcinogenic
compound which
can act as a co-
mutagen by
inhibiting DNA
repair. Arsenite-
resistance protein 2
is thought to play a
role in arsenite
resistance.

GO:0030574|collage
n catabolic
process;GO:000756
6|embryo
implantation;GO:00
35987|endodermal
cell
differentiation;GO:0
048013|ephrin
receptor signaling
pathway;GO:002261
7|extracellular
matrix
disassembly;GO:005
0900|leukocyte
migration;GO:00302
25|macrophage
differentiation;GO:0
043066|negative
regulation of
apoptotic
process;GO:200125
8|negative
regulation of cation
channel
activity;GO:2001268
|negative regulation
of cysteine-type
endopeptidase
activity involved in
apoptotic signaling
pathway;GO:200124
3|negative
regulation of
intrinsic apoptotic

GO:0070062|extrace
llular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0005578|p
roteinaceous
extracellular matrix;

GO:0005518|collage
n
binding;GO:000417
5|endopeptidase
activity;GO:0004222
|metalloendopeptida
se
activity;GO:0008237
|metallopeptidase
activity;GO:0004252
|serine-type
endopeptidase
activity;GO:0008270
|zinc ion binding;

. .

ENSG00000204070 11 10 11 10 8.456483116 4 7 3 6 1.665094337 0.002937163 0.014694281 up yes SYS1 protein_coding chr20:45361937-
45376798:+

gi|14270398|emb|C
AC39448.1| 1019 1.00E-137 hypothetical protein

[Homo sapiens]
gi|308199466|ref|N
M_001099791.2| 2915 0

Homo sapiens Sys1
golgi trafficking
protein (SYS1),
transcript variant 2,
mRNA

A4K2W1 241 2.00E-80 Protein SYS1
homolog . . . . pfam15331 TP53IP5

Cellular tumor
antigen p53-
inducible 5.
TP53IP5 suppresses
cell growth, and its
intracellular location
and expression
change in a cell-
cycle-dependent
manner.

GO:0015031|protein
transport;

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000204103 5 3 0 12 3.866126165 4 3 3 2 1.179071145 0.177615868 0.292046195 up no MAFB protein_coding chr20:40685848-
40689240:-

gi|532088375|ref|XP
_005329891.1| 1199 2.00E-151

PREDICTED:
transcription factor
MafB [Ictidomys
tridecemlineatus]

gi|519666813|ref|N
M_005461.4| 3393 0

Homo sapiens v-
maf avian
musculoaponeurotic
fibrosarcoma
oncogene homolog
B (MAFB), mRNA

Q9Y5Q3 465 2.00E-152 Transcription factor
MafB . . . . pfam03131 bZIP_Maf

bZIP Maf
transcription factor.
Maf transcription
factors contain a
conserved basic
region leucine
zipper (bZIP)
domain, which
mediates their
dimerization and
DNA binding
property. Thus, this
family is probably
related to
pfam00170. This
family also includes
the DNA_binding
domain of Skn-1,
this domain lacks
the leucine zipper
found in other bZip
domains, and binds
DNA is a monomer.

GO:0035284|brain
segmentation;GO:00
42472|inner ear
morphogenesis;GO:
0045647|negative
regulation of
erythrocyte
differentiation;GO:0
045671|negative
regulation of
osteoclast
differentiation;GO:0
007399|nervous
system
development;GO:00
06357|regulation of
transcription from
RNA polymerase II
promoter;GO:00075
85|respiratory
gaseous
exchange;GO:00215
71|rhombomere 5
development;GO:00
21572|rhombomere
6
development;GO:00
07379|segment
specification;GO:00
07423|sensory organ
development;GO:00
33077|T cell
differentiation in
thymus;GO:0048538
|thymus

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0000978|RNA
polymerase II core
promoter proximal
region sequence-
specific DNA
binding;GO:000813
4|transcription
factor
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;GO:000122
8|transcriptional
activator activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09036 MAFB; transcription
factor MAFB

ENSG00000204120 0 3 0 2 3.306950411 14 3 5 5 -2.005237267 0.051169332 0.115815231 down no GIGYF2 protein_coding chr2:232697299-
232860575:+

gi|20521117|dbj|BA
A31617.2| 2802 0 KIAA0642 protein

[Homo sapiens]
gi|156766044|ref|N
M_001103147.1| 7781 0

Homo sapiens
GRB10 interacting
GYF protein 2
(GIGYF2),
transcript variant 1,
mRNA

O60928 234 8.00E-72
Inward rectifier
potassium channel
13

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00160
20|membrane;

GO:0042803|protein
homodimerization
activity;

K05006

KCNJ13; potassium
inwardly-rectifying
channel subfamily J
member 13

ENSG00000204130 0 0 0 1 0.506480523 1 1 1 1 -1.152443417 0.516192899 NA down no RUFY2 protein_coding chr10:68341107-
68407294:-

gi|109240556|ref|NP
_060457.4| 3224 0

RUN and FYVE
domain-containing
protein 2 isoform a
[Homo sapiens]

gi|109240555|ref|N
M_017987.4| 4502 0

Homo sapiens RUN
and FYVE domain
containing 2
(RUFY2), transcript
variant 1, mRNA

Q5R5R4 348 2.00E-113
RUN and FYVE
domain-containing
protein 2

. . . . pfam01363 FYVE

FYVE zinc finger.
The FYVE zinc
finger is named
after four proteins
that it has been
found in: Fab1,
YOTB/ZK632.12,
Vac1, and EEA1.
The FYVE finger
has been shown to
bind two Zn++
ions. The FYVE
finger has eight
potential zinc
coordinating
cysteine positions.
Many members of
this family also
include two
histidines in a motif
R+HHC+XCG,
where + represents
a charged residue
and X any residue.
We have included
members which do
not conserve these
histidine residues
but are clearly
related.

. GO:0005634|nucleu
s;

GO:0046872|metal
ion binding; . .

ENSG00000204160 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no ZDHHC18 protein_coding chr1:26826710-
26857602:+

gi|45433499|ref|NP_
115659.1| 1538 0

palmitoyltransferase
ZDHHC18 [Homo
sapiens]

gi|12061548|gb|AC0
04873.3| 3878 0

Homo sapiens PAC
clone RP4-742P4
from 1, complete
sequence

Q5Y5T2 148 3.00E-41 Palmitoyltransferase
ZDHHC18 SPBC3H7.09 126 9.00E-30 COG5273 pfam01529 zf-DHHC

DHHC
palmitoyltransferase
. This family
includes the well
known DHHC zinc
binding domain as
well as three of the
four conserved
transmembrane
regions found in
this family of
palmitoyltransferase
enzymes.

GO:0034613|cellular
protein
localization;GO:001
8345|protein
palmitoylation;

GO:0005794|Golgi
apparatus;GO:00160
21|integral
component of
membrane;

GO:0016409|palmit
oyltransferase
activity;GO:0019706
|protein-cysteine S-
palmitoyltransferase
activity;GO:0008270
|zinc ion binding;

K16675

ZDHHC9_14_18;
palmitoyltransferase
ZDHHC9/14/18
[EC:2.3.1.225]

ENSG00000204178 1 1 1 4 2.125768647 4 2 2 4 -0.296661849 0.755317323 0.826232434 down no TMEM57 protein_coding chr1:25430858-
25500209:+

gi|119628283|gb|EA
X07878.1| 3304 0

transmembrane
protein 57, isoform
CRA_c [Homo
sapiens]

gi|543173138|ref|N
M_018202.5| 3917 0

Homo sapiens
transmembrane
protein 57
(TMEM57),
transcript variant 1,
mRNA

Q2TLZ5 355 1.00E-106 Macoilin . . . . pfam09726 Macoilin

Transmembrane
protein. This entry
is a highly
conserved protein
present in
eukaryotes.

.

GO:0030424|axon;G
O:0016021|integral
component of
membrane;GO:0031
965|nuclear
membrane;

. . .

ENSG00000204217 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no BMPR2 protein_coding chr2:202376936-
202567751:+

gi|332209807|ref|XP
_003254004.1| 4972 0

PREDICTED: bone
morphogenetic
protein receptor
type-2 [Nomascus
leucogenys]

gi|189339276|ref|N
M_001204.6| 11461 0

Homo sapiens bone
morphogenetic
protein receptor,
type II
(serine/threonine
kinase) (BMPR2),
mRNA

O35607 239 4.00E-71

Bone
morphogenetic
protein receptor
type-2

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
60840|artery
development;GO:00
60413|atrial septum
morphogenesis;GO:
0001974|blood
vessel
remodeling;GO:003
0509|BMP signaling
pathway;GO:000742
0|brain
development;GO:00
71773|cellular
response to BMP
stimulus;GO:000926
7|cellular response
to
starvation;GO:00020
63|chondrocyte
development;GO:00
03197|endocardial
cushion
development;GO:00
60350|endochondral
bone
morphogenesis;GO:
0072577|endothelial
cell apoptotic
process;GO:000193
5|endothelial cell
proliferation;GO:00
60173|limb
development;GO:00

GO:0016324|apical
plasma
membrane;GO:0009
925|basal plasma
membrane;GO:0005
901|caveola;GO:000
9986|cell
surface;GO:0005911
|cell-cell
junction;GO:000573
7|cytoplasm;GO:003
0425|dendrite;GO:0
005615|extracellular
space;GO:0005887|i
ntegral component
of plasma
membrane;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0014
069|postsynaptic
density;

GO:0005524|ATP
binding;GO:003612
2|BMP
binding;GO:009882
1|BMP receptor
activity;GO:0046872
|metal ion
binding;GO:000470
2|receptor signaling
protein
serine/threonine
kinase activity;

K04671

BMPR2; bone
morphogenetic
protein receptor
type-2
[EC:2.7.11.30]



ENSG00000204231 0 2 0 5 2.580641929 3 4 5 6 -0.973880878 0.315568142 0.442509124 down no RXRB protein_coding chr6:33193588-
33200688:-

gi|694915796|ref|XP
_009449280.1| 1885 0

PREDICTED:
retinoic acid
receptor RXR-beta
isoform X4 [Pan
troglodytes]

gi|393715092|ref|N
M_021976.4| 2908 0

Homo sapiens
retinoid X receptor,
beta (RXRB),
transcript variant 2,
mRNA

P49743 93.2 4.00E-19
Retinoic acid
receptor RXR-beta
(Fragment)

. . . . pfam00104 Hormone_recep

Ligand-binding
domain of nuclear
hormone receptor.
This all helical
domain is involved
in binding the
hormone in these
receptors.

GO:0031641|regulati
on of
myelination;GO:000
6351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0004886|9-cis
retinoic acid
receptor
activity;GO:0046982
|protein
heterodimerization
activity;GO:0042974
|retinoic acid
receptor
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
7|steroid hormone
receptor
activity;GO:0046966
|thyroid hormone
receptor
binding;GO:003037
5|thyroid hormone
receptor coactivator
activity;GO:0042809
|vitamin D receptor
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000204248 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no COL11A2 protein_coding chr6:33162681-
33192499:-

gi|478500040|ref|XP
_004424344.1| 2508 0

PREDICTED:
collagen alpha-
2(XI) chain isoform
1 [Ceratotherium
simum simum]

gi|111118969|ref|N
M_080680.2| 6425 0

Homo sapiens
collagen, type XI,
alpha 2 (COL11A2),
transcript variant 1,
mRNA

P13942 489 9.00E-153 Collagen alpha-
2(XI) chain . . . . pfam01410 COLFI

Fibrillar collagen C-
terminal domain.
Found at C-termini
of fibrillar
collagens: Ephydatia
muelleri
procollagen EMF1
alpha, vertebrate
collagens
alpha(1)III,
alpha(1)II,
alpha(2)V etc.

GO:0051216|cartilag
e
development;GO:00
30574|collagen
catabolic
process;GO:003019
9|collagen fibril
organization;GO:00
60021|palate
development;GO:00
07605|sensory
perception of
sound;GO:0001501|
skeletal system
development;GO:00
60023|soft palate
development;

GO:0005592|collage
n type XI
trimer;GO:0005788|
endoplasmic
reticulum
lumen;GO:0005576|
extracellular region;

GO:0030020|extrace
llular matrix
structural
constituent
conferring tensile
strength;GO:004687
2|metal ion
binding;GO:003067
4|protein binding,
bridging;

. .

ENSG00000204253 6 8 4 7 5.245204908 1 3 4 8 1.195639544 0.082704791 0.161770778 up no HNRNPCP2 processed_pseudog
ene

chr2:189923336-
189924216:+

gi|119631286|gb|EA
X10881.1| 999 8.00E-133

hCG1641229,
isoform CRA_a
[Homo sapiens]

gi|310703652|ref|NG
_006653.2| 881 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein C
pseudogene 2
(HNRNPCP2) on
chromosome 2

Q5RA82 361 6.00E-123
Heterogeneous
nuclear
ribonucleoprotein C

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0070935|3'-
UTR-mediated
mRNA
stabilization;GO:004
3044|ATP-
dependent
chromatin
remodeling;GO:000
0398|mRNA
splicing, via
spliceosome;GO:00
32211|negative
regulation of
telomere
maintenance via
telomerase;GO:0001
649|osteoblast
differentiation;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05829|cytosol;GO:0
070062|extracellular
exosome;GO:00160
20|membrane;GO:0
000790|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0043234|protein
complex;GO:000569
7|telomerase
holoenzyme
complex;

GO:0003730|mRNA
3'-UTR
binding;GO:199024
7|N6-
methyladenosine-
containing RNA
binding;GO:000016
6|nucleotide
binding;GO:000826
6|poly(U) RNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA
binding;GO:007003
4|telomeric RNA
binding;

K12884

HNRNPC;
heterogeneous
nuclear
ribonucleoprotein
C1/C2

ENSG00000204256 0 2 1 2 1.635560888 2 2 2 4 -0.519711227 0.628158888 0.73566555 down no BRD2 protein_coding chr6:32968660-
32981505:+

gi|313747417|ref|NP
_001186384.1| 2904 0

bromodomain-
containing protein 2
isoform 2 [Homo
sapiens]

gi|164419756|ref|N
M_005104.3| 4894 0

Homo sapiens
bromodomain
containing 2
(BRD2), transcript
variant 1, mRNA

P25440 148 8.00E-35 Bromodomain-
containing protein 2 SPAC631.02 116 2.00E-25 COG5076 pfam00439 Bromodomain

Bromodomain.
Bromodomains are
110 amino acid long
domains, that are
found in many
chromatin
associated proteins.
Bromodomains can
interact specifically
with acetylated
lysine.

GO:0016569|covale
nt chromatin
modification;GO:00
06334|nucleosome
assembly;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003682|chrom
atin
binding;GO:007057
7|lysine-acetylated
histone binding;

K08871
BRD2;
bromodomain-
containing protein 2

ENSG00000204301 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no NOTCH4 protein_coding chr6:32194843-
32224067:-

gi|55770876|ref|NP_
004548.3| 9073 0

neurogenic locus
notch homolog
protein 4
preproprotein
[Homo sapiens]

gi|55770875|ref|NM
_004557.3| 6745 0

Homo sapiens notch
4 (NOTCH4),
mRNA

Q99466 235 3.00E-89
Neurogenic locus
notch homolog
protein 4

FN0178 73.6 1.00E-12 COG0666 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030154|cell
differentiation;GO:0
001709|cell fate
determination;GO:0
009790|embryo
development;GO:00
01886|endothelial
cell
morphogenesis;GO:
0030097|hemopoiesi
s;GO:0030879|mam
mary gland
development;GO:00
01763|morphogenes
is of a branching
structure;GO:00455
96|negative
regulation of cell
differentiation;GO:0
045602|negative
regulation of
endothelial cell
differentiation;GO:0
007220|Notch
receptor
processing;GO:0007
219|Notch signaling
pathway;GO:000156
9|patterning of
blood
vessels;GO:0007221
|positive regulation
of transcription of
Notch receptor
target;GO:0045893|p

GO:0009986|cell
surface;GO:0005829
|cytosol;GO:000578
9|endoplasmic
reticulum
membrane;GO:0005
576|extracellular
region;GO:0000139|
Golgi
membrane;GO:0005
887|integral
component of
plasma
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0005886|plasma
membrane;

GO:0005509|calciu
m ion
binding;GO:004698
2|protein
heterodimerization
activity;GO:0004872
|receptor activity;

K02599 NOTCH; Notch

ENSG00000204304 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no PBX2 protein_coding chr6:32184741-
32190186:-

gi|27436887|ref|NP_
002577.2| 1693 0

pre-B-cell leukemia
transcription factor
2 [Homo sapiens]

gi|124494249|ref|N
M_002586.4| 3205 0

Homo sapiens pre-
B-cell leukemia
homeobox 2
(PBX2), mRNA

P40425 436 1.00E-149
Pre-B-cell leukemia
transcription factor
2

. . . . pfam03792 PBC

PBC domain. The
PBC domain is a
member of the
TALE (three-amino-
acid loop extension)
superclass of
homeodomain
proteins.

GO:0030326|embry
onic limb
morphogenesis;GO:
0045944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00099
54|proximal/distal
pattern
formation;GO:0006
351|transcription,
DNA-templated;

GO:0005634|nucleu
s;GO:0005667|transc
ription factor
complex;

GO:0003682|chrom
atin
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000813
4|transcription
factor binding;

K15609

PBX2; pre-B-cell
leukemia
transcription factor
2

ENSG00000204385 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SLC44A4 protein_coding chr6:31863192-
31879046:-

gi|148612887|ref|NP
_079533.2| 3190 0

choline transporter-
like protein 4
isoform 1 [Homo
sapiens]

gi|295842555|ref|N
M_001178045.1| 2634 0

Homo sapiens
solute carrier family
44, member 4
(SLC44A4),
transcript variant 3,
mRNA

Q53GD3 368 1.00E-118 Choline transporter-
like protein 4 . . . . pfam04515 Choline_transpo

Plasma-membrane
choline transporter.
This family
represents a high-
affinity plasma-
membrane choline
transporter in
C.elegans which is
thought to be rate-
limiting for ACh
synthesis in
cholinergic nerve
terminals.

GO:0008292|acetylc
holine biosynthetic
process;GO:006152
6|acetylcholine
secretion;GO:00066
56|phosphatidylchol
ine biosynthetic
process;GO:003030
7|positive regulation
of cell
growth;GO:0055085
|transmembrane
transport;

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;

GO:0015220|choline
transmembrane
transporter activity;

K15377

SLC44A2_4_5;
solute carrier family
44 (choline
transporter-like
protein), member
2/4/5

ENSG00000204386 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no NEU1 protein_coding chr6:31857659-
31862906:-

gi|4557791|ref|NP_0
00425.1| 2092 0

sialidase-1
precursor [Homo
sapiens]

gi|62087601|dbj|AB
209011.1| 4448 0

Homo sapiens
mRNA for
neuraminidase
precursor variant
protein

Q5RAF4 212 9.00E-58 Sialidase-1 Cgl1519 54.7 5.00E-07 COG4409 pfam13088 BNR_2

BNR repeat-like
domain. This family
of proteins contains
BNR-like repeats
suggesting these
proteins may act as
sialidases.

GO:0016042|lipid
catabolic
process;GO:000931
3|oligosaccharide
catabolic process;

GO:0016023|cytopla
smic membrane-
bounded
vesicle;GO:0043202|
lysosomal
lumen;GO:0005765|l
ysosomal
membrane;GO:0005
764|lysosome;GO:0
005886|plasma
membrane;

GO:0052794|exo-
alpha-(2->3)-
sialidase
activity;GO:0052795
|exo-alpha-(2->6)-
sialidase
activity;GO:0052796
|exo-alpha-(2->8)-
sialidase
activity;GO:0004308
|exo-alpha-sialidase
activity;

K01186 NEU1; sialidase-1
[EC:3.2.1.18]

ENSG00000204389 0 0 0 0 0.703750075 1 2 3 1 -2.689417495 0.118800203 NA down no HSPA1A protein_coding chr6:31815464-
31817946:+

gi|62089222|dbj|BA
D93055.1| 3468 0

heat shock 70kDa
protein 1A variant
[Homo sapiens]

gi|226693358|ref|NG
_011855.1| 2483 0

Homo sapiens heat
shock 70kDa
protein 1-like
(HSPA1L),
RefSeqGene on
chromosome 6

Q5R7D3 1201 0 Heat shock 70 kDa
protein 1 . . . . pfam00012 HSP70

Hsp70 protein.
Hsp70 chaperones
help to fold many
proteins. Hsp70
assisted folding
involves repeated
cycles of substrate
binding and release.
Hsp70 activity is
ATP dependent.
Hsp70 proteins are
made up of two
regions: the amino
terminus is the
ATPase domain and
the carboxyl
terminus is the
substrate binding
region.

GO:0046034|ATP
metabolic
process;GO:007037
0|cellular heat
acclimation;GO:200
1240|negative
regulation of
extrinsic apoptotic
signaling pathway
in absence of
ligand;GO:0090084|
negative regulation
of inclusion body
assembly;GO:00313
97|negative
regulation of
protein
ubiquitination;GO:0
010628|positive
regulation of gene
expression;GO:0032
757|positive
regulation of
interleukin-8
production;GO:0051
092|positive
regulation of NF-
kappaB
transcription factor
activity;GO:0070434
|positive regulation
of nucleotide-
binding
oligomerization
domain containing 2

GO:0072562|blood
microparticle;GO:00
05814|centriole;GO:
0005829|cytosol;GO
:0005925|focal
adhesion;GO:00162
34|inclusion
body;GO:0048471|p
erinuclear region of
cytoplasm;GO:0000
151|ubiquitin ligase
complex;

GO:0005524|ATP
binding;GO:004262
3|ATPase activity,
coupled;

K03283
HSPA1_8; heat
shock 70kDa
protein 1/8



ENSG00000204406 2 8 5 12 18.85442439 59 51 20 23 -2.038926695 0.000208227 0.001836421 down yes MBD5 protein_coding chr2:148021011-
148516971:+

gi|530369286|ref|XP
_005263768.1| 7271 0

PREDICTED:
methyl-CpG-
binding domain
protein 5 isoform
X3 [Homo sapiens]

gi|635057854|ref|X
M_007964937.1| 7567 0

PREDICTED:
Chlorocebus
sabaeus methyl-
CpG binding
domain protein 5
(MBD5), transcript
variant X12, mRNA

Q8N2A0 108 9.00E-26

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030968|endopl
asmic reticulum
unfolded protein
response;GO:00700
59|intrinsic
apoptotic signaling
pathway in response
to endoplasmic
reticulum
stress;GO:0042981|r
egulation of
apoptotic
process;GO:009726
4|self proteolysis;

GO:0005783|endopl
asmic reticulum;

GO:0004197|cystein
e-type
endopeptidase
activity;

. .

ENSG00000204442 5 2 4 18 14.56482613 33 27 22 25 -1.418681628 0.008291902 0.031636795 down yes FAM155A protein_coding chr13:107163510-
107866735:-

gi|122937189|ref|NP
_001073865.1| 1936 0

transmembrane
protein FAM155A
[Homo sapiens]

gi|11558580|emb|AL
445204.3| 7282 0

Human DNA
sequence from
clone RP11-232K22
on chromosome 13,
complete sequence

B1AL88 750 0 Transmembrane
protein FAM155A . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000204463 83 27 58 75 60.67782891 47 54 73 50 0.760085224 0.089527376 0.170416145 up no BAG6 protein_coding chr6:31639028-
31652705:-

gi|795467150|ref|XP
_011767181.1| 3773 0

PREDICTED: large
proline-rich protein
BAG6 isoform X3
[Macaca
nemestrina]

gi|149158691|ref|N
M_004639.3| 3815 0

Homo sapiens
BCL2-associated
athanogene 6
(BAG6), transcript
variant 1, mRNA

A5D9M6 328 2.00E-102 Large proline-rich
protein BAG6 SPAC26A3.16 52.8 1.00E-06 COG5272 pfam12057 DUF3538

Domain of
unknown function
(DUF3538). This
presumed domain is
functionally
uncharacterized.
This domain is
found in
eukaryotes. This
domain is about 120
amino acids in
length. This domain
is found associated
with pfam00240.
This domain has a
conserved SDL
sequence motif.

GO:0007420|brain
development;GO:00
30154|cell
differentiation;GO:0
016569|covalent
chromatin
modification;GO:00
09790|embryo
development;GO:00
02376|immune
system
process;GO:001839
3|internal peptidyl-
lysine
acetylation;GO:0042
771|intrinsic
apoptotic signaling
pathway in response
to DNA damage by
p53 class
mediator;GO:00700
59|intrinsic
apoptotic signaling
pathway in response
to endoplasmic
reticulum
stress;GO:0001822|k
idney
development;GO:00
30324|lung
development;GO:19
04378|maintenance
of unfolded protein
involved in ERAD
pathway;GO:004306

GO:0071818|BAT3
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
43231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;

GO:0051787|misfol
ded protein
binding;GO:003159
3|polyubiquitin
binding;GO:007062
8|proteasome
binding;GO:004302
2|ribosome
binding;GO:003162
5|ubiquitin protein
ligase
binding;GO:199038
1|ubiquitin-specific
protease binding;

. .

ENSG00000204469 5 3 0 14 53.3924174 248 135 38 85 -4.095243302 2.04E-08 1.97E-06 down yes PRRC2A protein_coding chr6:31620720-
31637771:+

gi|114606389|ref|XP
_001156097.1| 3903 0

PREDICTED:
protein PRRC2A
isoform X1 [Pan
troglodytes]

gi|314122240|ref|N
M_004638.3| 6893 0

Homo sapiens
proline-rich coiled-
coil 2A (PRRC2A),
transcript variant 2,
mRNA

P48634 184 2.00E-51 Protein PRRC2A . . . . pfam07001 BAT2_N

BAT2 N-terminus.
This family
represents the N-
terminus
(approximately 200
residues) of the
proline-rich protein
BAT2. BAT2 is
similar to other
proteins with large
proline-rich
domains, such as
some nuclear
proteins, collagens,
elastin, and
synapsin.

GO:0030154|cell
differentiation;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. . .

ENSG00000204569 3 11 5 12 9.464092644 24 17 6 6 -0.312236137 0.614191571 0.725330998 down no PPP1R10 protein_coding chr6:30600400-
30618612:-

gi|25777671|ref|NP_
002705.2| 2392 0

serine/threonine-
protein phosphatase
1 regulatory subunit
10 [Homo sapiens]

gi|393662473|ref|N
M_002714.3| 4525 0

Homo sapiens
protein phosphatase
1, regulatory
subunit 10
(PPP1R10),
transcript variant 1,
mRNA

Q5TM61 140 4.00E-38

Serine/threonine-
protein phosphatase
1 regulatory subunit
10

. . . . pfam08711 Med26

TFIIS helical
bundle-like domain.
Mediator is a large
complex of up to 33
proteins that is
conserved from
plants to fungi to
humans - the
number and
representation of
individual subunits
varying with species
{1-2]. It is arranged
into four different
sections, a core, a
head, a tail and a
kinase-activity part,
and the number of
subunits within
each of these is
what varies with
species. Overall,
Mediator regulates
the transcriptional
activity of RNA
polymerase II but it
would appear that
each of the four
different sections
has a slightly
different function.
Mediator exists in
two major forms in
human cells: a
smaller form that

GO:0006351|transcri
ption, DNA-
templated;

GO:0000785|chrom
atin;GO:0000784|nu
clear chromosome,
telomeric
region;GO:0005654|
nucleoplasm;GO:00
72357|PTW/PP1
phosphatase
complex;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000486
4|protein
phosphatase
inhibitor activity;

K17552

PPP1R10; protein
phosphatase 1
regulatory subunit
10

ENSG00000204580 1 5 0 8 4.775008351 11 8 4 8 -0.744366472 0.334181362 0.462630657 down no DDR1 protein_coding chr6:30876421-
30900156:+

gi|578811915|ref|XP
_006715248.1| 4009 0

PREDICTED:
epithelial discoidin
domain-containing
receptor 1 isoform
X7 [Homo sapiens]

gi|83977449|ref|NM
_013993.2| 3859 0

Homo sapiens
discoidin domain
receptor tyrosine
kinase 1 (DDR1),
transcript variant 2,
mRNA

Q08345 139 5.00E-36
Epithelial discoidin
domain-containing
receptor 1

. . . . pfam07714 Pkinase_Tyr Protein tyrosine
kinase.

GO:0031100|organ
regeneration;GO:00
38063|collagen-
activated tyrosine
kinase receptor
signaling
pathway;GO:000756
5|female
pregnancy;GO:0007
595|lactation;GO:00
38083|peptidyl-
tyrosine
autophosphorylatio
n;GO:0010715|regul
ation of
extracellular matrix
disassembly;GO:004
3588|skin
development;GO:00
14909|smooth
muscle cell
migration;GO:00613
02|smooth muscle
cell-matrix
adhesion;GO:00443
19|wound healing,
spreading of cells;

GO:0016323|basolat
eral plasma
membrane;GO:0005
887|integral
component of
plasma membrane;

GO:0005524|ATP
binding;GO:000551
8|collagen
binding;GO:004687
2|metal ion
binding;GO:003806
2|protein tyrosine
kinase collagen
receptor activity;

K05124

DDR1, NEP;
discoidin domain
receptor family
member 1
[EC:2.7.10.1]

ENSG00000204628 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no RACK1 protein_coding chr5:181236909-
181248096:-

gi|119574079|gb|EA
W53694.1| 1876 0

guanine nucleotide
binding protein (G
protein), beta
polypeptide 2-like
1, isoform CRA_c
[Homo sapiens]

gi|194375062|dbj|A
K301029.1| 1426 0

Homo sapiens
cDNA FLJ60170
complete cds,
highly similar to
Guanine nucleotide-
binding protein
subunit beta 2-like 1

O24456 107 1.00E-43
Receptor for
activated C kinase
1A

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006915|apopto
tic
process;GO:000704
9|cell
cycle;GO:0071363|c
ellular response to
growth factor
stimulus;GO:000736
9|gastrulation;GO:00
30308|negative
regulation of cell
growth;GO:0050765
|negative regulation
of
phagocytosis;GO:00
17148|negative
regulation of
translation;GO:0030
178|negative
regulation of Wnt
signaling
pathway;GO:000164
9|osteoblast
differentiation;GO:0
043065|positive
regulation of
apoptotic
process;GO:003033
5|positive regulation
of cell
migration;GO:20005
43|positive
regulation of
gastrulation;GO:004
2998|positive

GO:0005737|cytopla
sm;GO:0030425|den
drite;GO:0016020|m
embrane;GO:003049
6|midbody;GO:0043
025|neuronal cell
body;GO:0005634|n
ucleus;GO:0043204|
perikaryon;GO:0048
471|perinuclear
region of
cytoplasm;GO:0001
891|phagocytic
cup;GO:0015935|sm
all ribosomal
subunit;

GO:0005080|protein
kinase C
binding;GO:003029
2|protein tyrosine
kinase inhibitor
activity;GO:0030971
|receptor tyrosine
kinase
binding;GO:004216
9|SH2 domain
binding;

K14753

RACK1; guanine
nucleotide-binding
protein subunit
beta-2-like 1 protein

ENSG00000204642 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no HLA-F protein_coding chr6:29722775-
29738528:+

gi|39644656|gb|AAH
09260.2| 1977 0

HLA-F protein,
partial [Homo
sapiens]

gi|149158701|ref|N
M_001098479.1| 1574 0

Homo sapiens
major
histocompatibility
complex, class I, F
(HLA-F), transcript
variant 1, mRNA

P30511 215 4.00E-67

HLA class I
histocompatibility
antigen, alpha chain
F

SPBC4F6.04 53.1 2.00E-07 COG0089 pfam00129 MHC_I

Class I
Histocompatibility
antigen, domains
alpha 1 and 2.

GO:0002479|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class I, TAP-
dependent;GO:0002
480|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class I, TAP-
independent;GO:00
02474|antigen
processing and
presentation of
peptide antigen via
MHC class
I;GO:0060333|interf
eron-gamma-
mediated signaling
pathway;GO:005077
6|regulation of
immune
response;GO:00603
37|type I interferon
signaling pathway;

GO:0009986|cell
surface;GO:0031901
|early endosome
membrane;GO:0005
783|endoplasmic
reticulum;GO:00125
07|ER to Golgi
transport vesicle
membrane;GO:0000
139|Golgi
membrane;GO:0071
556|integral
component of
lumenal side of
endoplasmic
reticulum
membrane;GO:0016
020|membrane;GO:
0042612|MHC class
I protein
complex;GO:003067
0|phagocytic vesicle
membrane;GO:0005
886|plasma
membrane;

GO:0042605|peptide
antigen
binding;GO:000510
2|receptor
binding;GO:004697
8|TAP1
binding;GO:004697
9|TAP2 binding;

K02893

RP-L23Ae,
RPL23A; large
subunit ribosomal
protein L23Ae



ENSG00000204681 104 147 125 156 142.9925034 157 154 189 148 0.266015021 0.213167636 0.332189422 up no GABBR1 protein_coding chr6:29555629-
29633976:-

gi|724914127|ref|XP
_010379946.1| 4302 0

PREDICTED:
gamma-
aminobutyric acid
type B receptor
subunit 1
[Rhinopithecus
roxellana]

gi|167000239|ref|N
M_001470.2| 4527 0

Homo sapiens
gamma-
aminobutyric acid
(GABA) B receptor,
1 (GABBR1),
transcript variant 1,
mRNA

Q9UBS5 230 2.00E-69

Gamma-
aminobutyric acid
type B receptor
subunit 1

YLL039c 79 2.00E-14 COG5272 pfam01094 ANF_receptor

Receptor family
ligand binding
region. This family
includes
extracellular ligand
binding domains of
a wide range of
receptors. This
family also includes
the bacterial amino
acid binding
proteins of known
structure.

GO:0007193|adenyl
ate cyclase-
inhibiting G-protein
coupled receptor
signaling
pathway;GO:000721
4|gamma-
aminobutyric acid
signaling
pathway;GO:000719
4|negative
regulation of
adenylate cyclase
activity;

GO:0030054|cell
junction;GO:000573
7|cytoplasm;GO:003
0425|dendrite;GO:0
005576|extracellular
region;GO:0038039|
G-protein coupled
receptor
heterodimeric
complex;GO:000588
7|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0045
211|postsynaptic
membrane;GO:0042
734|presynaptic
membrane;

GO:0004965|G-
protein coupled
GABA receptor
activity;

K04615
GABBR; gamma-
aminobutyric acid
type B receptor

ENSG00000204713 0 3 1 4 0.986463732 0 0 0 0 3.807294568 0.032889289 0.084088079 up no TRIM27 protein_coding chr6:28903002-
28923989:-

gi|440898050|gb|EL
R49627.1| 2650 0

Zinc finger protein
RFP, partial [Bos
mutus]

gi|62089355|dbj|AB
209885.1| 6987 0

Homo sapiens
mRNA for ret finger
protein isoform beta
variant protein

P14373 550 5.00E-174 Zinc finger protein
RFP . . . . pfam00622 SPRY

SPRY domain.
SPRY Domain is
named from SPla
and the RYanodine
Receptor. Domain
of unknown
function. Distant
homologues are
domains in
butyrophilin/maren
ostrin/pyrin
homologues.

GO:0034314|Arp2/3
complex-mediated
actin
nucleation;GO:0008
283|cell
proliferation;GO:00
45087|innate
immune
response;GO:00726
43|interferon-
gamma
secretion;GO:00028
20|negative
regulation of
adaptive immune
response;GO:00902
81|negative
regulation of
calcium ion
import;GO:0045814|
negative regulation
of gene expression,
epigenetic;GO:1900
041|negative
regulation of
interleukin-2
secretion;GO:00064
69|negative
regulation of
protein kinase
activity;GO:0000122
|negative regulation
of transcription
from RNA
polymerase II

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005769|ea
rly
endosome;GO:0005
768|endosome;GO:0
005887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0031965|nuclear
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0016605|PML
body;

GO:0003677|DNA
binding;GO:004280
2|identical protein
binding;GO:001687
4|ligase
activity;GO:0046872
|metal ion
binding;GO:000367
6|nucleic acid
binding;GO:000471
4|transmembrane
receptor protein
tyrosine kinase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K12009

TRIM27, RFP;
tripartite motif-
containing protein
27 [EC:2.3.2.27]

ENSG00000204764 0 1 1 1 0.808345691 2 1 0 1 0.089894408 0.95268339 NA up no RANBP17 protein_coding chr5:170861870-
171300015:+

gi|12597633|ref|NP_
075048.1| 5731 0 ran-binding protein

17 [Homo sapiens]
gi|27526523|emb|AJ
288954.1| 4736 0

Homo sapiens
mRNA for
hypothetical protein
(ORF2, splice
variant 14 b/c)
located at the
chromosomal
breakpoint
t(5;14)(q34;q11)

Q9H2T7 2212 0 Ran-binding protein
17 . . . . pfam03810 IBN_N Importin-beta N-

terminal domain.

GO:0051028|mRNA
transport;GO:00066
11|protein export
from
nucleus;GO:000660
6|protein import
into nucleus;

GO:0005737|cytopla
sm;GO:0005643|nuc
lear pore;

GO:0005525|GTP
binding;GO:000504
9|nuclear export
signal receptor
activity;GO:0008536
|Ran GTPase
binding;

. .

ENSG00000204842 30 47 25 59 53.03190001 63 85 86 70 -0.411153475 0.123715249 0.21892933 down no ATXN2 protein_coding chr12:111452214-
111599676:-

gi|85057074|gb|AAI
11758.1| 4551 0

ATXN2 protein,
partial [Homo
sapiens]

gi|171543894|ref|N
M_002973.3| 4702 0

Homo sapiens
ataxin 2 (ATXN2),
transcript variant 1,
mRNA

O70305 332 1.00E-103 Ataxin-2 YGR178c 52.4 9.00E-06 COG5180 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0008543|fibrobl
ast growth factor
receptor signaling
pathway;GO:005178
1|positive regulation
of cell division;

GO:0005576|extrace
llular region;

GO:0008201|hepari
n binding; . .

ENSG00000204859 0 2 0 0 0.253141755 0 0 0 0 1.987228015 0.572276931 NA up no ZBTB48 protein_coding chr1:6580001-
6589280:+

gi|685512152|ref|XP
_009182027.1| 3694 0

PREDICTED: LOW
QUALITY
PROTEIN: zinc
finger and BTB
domain-containing
protein 48 [Papio
anubis]

gi|34367557|emb|BX
648395.1| 2473 0

Homo sapiens
mRNA; cDNA
DKFZp686L20213
(from clone
DKFZp686L20213)

P10074 204 4.00E-56
Zinc finger and BTB
domain-containing
protein 48

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K10519

ZBTB48, HKR3;
zinc finger and BTB
domain-containing
protein 48

ENSG00000204950 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no LRRC10B protein_coding chr11:61508800-
61511018:+

gi|223005922|ref|NP
_001138549.1| 1110 4.00E-143

leucine-rich repeat-
containing protein
10B [Homo sapiens]

gi|223005921|ref|N
M_001145077.1| 2219 0

Homo sapiens
leucine rich repeat
containing 10B
(LRRC10B), mRNA

A6NIK2 432 2.00E-144
Leucine-rich repeat-
containing protein
10B

alr0124_1 85.1 1.00E-16 COG4886 pfam13855 LRR_8 Leucine rich repeat.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000205090 9 14 19 11 16.57585949 24 15 19 27 -0.093953252 0.831719638 0.888872656 down no TMEM240 protein_coding chr1:1535174-
1540453:-

gi|168480086|ref|NP
_001108220.1| 929 6.00E-125

transmembrane
protein 240 [Homo
sapiens]

gi|31074746|emb|AL
645728.31| 736 0

Human DNA
sequence from
clone RP5-832C2
on chromosome 1,
complete sequence

Q5SV17 362 2.00E-126 Transmembrane
protein 240 . . . . pfam15207 TMEM240

TMEM240 family.
This family of
proteins is found in
eukaryotes. Proteins
in this family are
typically between 54
and 175 amino acids
in length. The
function of this
family is unknown.

.

GO:0030054|cell
junction;GO:001602
1|integral
component of
membrane;GO:0097
060|synaptic
membrane;

. . .

ENSG00000205126 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no ACCSL protein_coding chr11:44047981-
44059977:+

gi|767965874|ref|XP
_011518395.1| 3070 0

PREDICTED:
probable inactive 1-
aminocyclopropane
-1-carboxylate
synthase-like
protein 2 isoform
X1 [Homo sapiens]

gi|149944423|ref|N
M_001031854.2| 1820 0

Homo sapiens 1-
aminocyclopropane
-1-carboxylate
synthase homolog
(Arabidopsis)(non-
functional)-like
(ACCSL), mRNA

Q4AC99 352 0

Probable inactive 1-
aminocyclopropane
-1-carboxylate
synthase-like
protein 2

TM1698 90.1 1.00E-18 COG0436 pfam00155 Aminotran_1_2 Aminotransferase
class I and II.

GO:0009058|biosynt
hetic process; .

GO:0003824|catalyti
c
activity;GO:0030170
|pyridoxal
phosphate binding;

. .

ENSG00000205189 0 0 0 0 0.29772739 1 2 0 0 -1.452706917 0.630468593 NA down no ZBTB10 protein_coding chr8:80485619-
80526265:+

gi|157694499|ref|NP
_001099009.1| 3721 0

zinc finger and BTB
domain-containing
protein 10 isoform a
[Homo sapiens]

gi|460417311|ref|N
M_001105539.2| 9917 0

Homo sapiens zinc
finger and BTB
domain containing
10 (ZBTB10),
transcript variant 1,
mRNA

Q96DT7 1414 0
Zinc finger and BTB
domain-containing
protein 10

. . . . pfam00651 BTB

BTB/POZ domain.
The BTB (for BR-C,
ttk and bab) or POZ
(for Pox virus and
Zinc finger) domain
is present near the
N-terminus of a
fraction of zinc
finger (pfam00096)
proteins and in
proteins that contain
the pfam01344
motif such as Kelch
and a family of pox
virus proteins. The
BTB/POZ domain
mediates
homomeric
dimerization and in
some instances
heteromeric
dimerization. The
structure of the
dimerised PLZF
BTB/POZ domain
has been solved and
consists of a tightly
intertwined
homodimer. The
central scaffolding
of the protein is
made up of a cluster
of alpha-helices
flanked by short
beta sheets at both

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K10497

ZBTB10, RINZF;
zinc finger and BTB
domain-containing
protein 10

ENSG00000205268 0 0 0 1 0.513578665 1 1 2 0 -1.170017714 0.547997997 NA down no PDE7A protein_coding chr8:65717510-
65842322:-

gi|544452657|ref|XP
_005563489.1| 2595 0

PREDICTED: high
affinity cAMP-
specific 3',5'-cyclic
phosphodiesterase
7A isoform X1
[Macaca
fascicularis]

gi|341823661|ref|N
M_001242318.2| 3455 0

Homo sapiens
phosphodiesterase
7A (PDE7A),
transcript variant 3,
mRNA

O08593 157 6.00E-42

High affinity cAMP-
specific 3',5'-cyclic
phosphodiesterase
7A (Fragment)

. . . . pfam00233 PDEase_I
3'5'-cyclic
nucleotide
phosphodiesterase.

GO:0006198|cAMP
catabolic
process;GO:001993
3|cAMP-mediated
signaling;

.

GO:0004115|3',5'-
cyclic-AMP
phosphodiesterase
activity;GO:0004112
|cyclic-nucleotide
phosphodiesterase
activity;GO:0046872
|metal ion binding;

K18436

PDE7; high affinity
cAMP-specific 3',5'-
cyclic
phosphodiesterase 7
[EC:3.1.4.53]

ENSG00000205302 2 10 3 19 8.802704649 8 15 10 13 -0.031256621 0.957372787 0.973067423 down no SNX2 protein_coding chr5:122774996-
122830108:+

gi|23111038|ref|NP_
003091.2| 2387 0

sorting nexin-2
isoform 1 [Homo
sapiens]

gi|503773970|ref|N
M_003100.3| 2128 0

Homo sapiens
sorting nexin 2
(SNX2), transcript
variant 1, mRNA

O60749 340 3.00E-112 Sorting nexin-2 SPCPJ732.01 126 1.00E-29 COG5391 pfam09325 Vps5

Vps5 C terminal
like. Vps5 is a
sorting nexin that
functions in
membrane
trafficking. This is
the C terminal
dimerization
domain.

GO:0034498|early
endosome to Golgi
transport;GO:00068
97|endocytosis;GO:
0006886|intracellula
r protein
transport;GO:00726
73|lamellipodium
morphogenesis;GO:
0042147|retrograde
transport, endosome
to
Golgi;GO:0016050|v
esicle organization;

GO:0005829|cytosol
;GO:0031901|early
endosome
membrane;GO:0010
008|endosome
membrane;GO:0019
898|extrinsic
component of
membrane;GO:0030
027|lamellipodium;
GO:0030904|retrom
er complex;

GO:0035091|phosph
atidylinositol
binding;

K17917 SNX1_2; sorting
nexin-1/2



ENSG00000205339 1 4 4 3 2.835350373 1 4 4 2 0.659131748 0.441622098 0.570004433 up no IPO7 protein_coding chr11:9384622-
9448126:+

gi|512978848|ref|XP
_004851460.1| 5282 0

PREDICTED:
importin-7
[Heterocephalus
glaber]

gi|221316685|ref|N
M_006391.2| 6188 0

Homo sapiens
importin 7 (IPO7),
mRNA

O95373 2039 0 Importin-7 SPCC550.11 414 3.00E-121 COG5656 pfam03810 IBN_N Importin-beta N-
terminal domain.

GO:0045087|innate
immune
response;GO:00066
06|protein import
into
nucleus;GO:000716
5|signal
transduction;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0016020|m
embrane;GO:000563
5|nuclear
envelope;GO:00056
54|nucleoplasm;

GO:0042393|histone
binding;GO:000856
5|protein transporter
activity;GO:0046332
|SMAD binding;

. .

ENSG00000205423 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no CNEP1R1 protein_coding chr16:50024410-
50037088:+

gi|31542781|ref|NP_
694993.2| 758 3.00E-91

nuclear envelope
phosphatase-
regulatory subunit 1
isoform1 [Homo
sapiens]

gi|529250117|ref|N
M_153261.5| 2169 0

Homo sapiens CTD
nuclear envelope
phosphatase 1
regulatory subunit 1
(CNEP1R1),
transcript variant 1,
mRNA

Q561X0 60.5 5.00E-46
Nuclear envelope
phosphatase-
regulatory subunit 1

. . . . pfam09771 Tmemb_18A

Transmembrane
protein 188. The
function of this
family of
transmembrane
proteins has not, as
yet, been
determined.

GO:0030154|cell
differentiation;GO:0
002009|morphogene
sis of an
epithelium;GO:0008
284|positive
regulation of cell
proliferation;GO:00
42060|wound
healing;

GO:0070062|extrace
llular
exosome;GO:00450
95|keratin
filament;GO:001602
0|membrane;GO:00
05634|nucleus;

GO:0005200|structu
ral constituent of
cytoskeleton;

. .

ENSG00000205476 1 1 1 8 9.139646295 32 18 10 18 -2.392128013 0.000992708 0.006503171 down yes CCDC85C protein_coding chr14:99500180-
99604026:-

gi|795195238|ref|XP
_011847192.1| 829 7.00E-97

PREDICTED:
coiled-coil domain-
containing protein
85C, partial
[Mandrillus
leucophaeus]

gi|15282086|emb|AL
110504.6| 15156 0

Human
chromosome 14
DNA sequence BAC
R-688G15 of library
RPCI-11 from
chromosome 14 of
Homo sapiens
(Human), complete
sequence

A6NKD9 154 3.00E-43
Coiled-coil domain-
containing protein
85C

. . . . pfam10226 DUF2216

Uncharacterized
conserved proteins
(DUF2216). This is
the conserved N-
terminal half of a
proteins which are
found from worms
to humans. some
annotation suggests
it might be PKR, the
Hepatitis delta
antigen-interacting
protein A, but this
could not be
confirmed.

GO:0021987|cerebra
l cortex
development;

GO:0043296|apical
junction
complex;GO:000592
3|bicellular tight
junction;

. . .

ENSG00000205542 1327 969 740 491 656.4569857 164 231 258 208 2.729547076 5.16E-10 1.12E-07 up yes TMSB4X protein_coding chrX:12975108-
12977227:+

gi|112180627|gb|AA
H70248.1| 350 2.00E-39

TMSB4X protein,
partial [Homo
sapiens]

gi|16550840|dbj|AK
055976.1| 1693 0

Homo sapiens
cDNA FLJ31414 fis,
clone
NT2NE2000260,
weakly similar to
THYMOSIN BETA-
4

P20065 90.5 1.00E-20 Thymosin beta-4 . . . . pfam01290 Thymosin Thymosin beta-4
family.

GO:0030036|actin
cytoskeleton
organization;GO:00
07015|actin filament
organization;GO:00
01649|osteoblast
differentiation;GO:0
051152|positive
regulation of
smooth muscle cell
differentiation;GO:0
014911|positive
regulation of
smooth muscle cell
migration;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00303
34|regulation of cell
migration;GO:00429
89|sequestering of
actin monomers;

GO:0005829|cytosol
;GO:0031941|filame
ntous
actin;GO:0005634|n
ucleus;

GO:0003785|actin
monomer binding; K05764 TMSB4; thymosin,

beta 4

ENSG00000205683 2 1 0 0 0.820193181 0 0 1 2 0.713053081 0.697881824 NA up no DPF3 protein_coding chr14:72619296-
72894116:-

gi|526118057|ref|NP
_001267471.1| 1793 0

zinc finger protein
DPF3 isoform 2
[Homo sapiens]

gi|526118068|ref|N
M_001280544.1| 4520 0

Homo sapiens D4,
zinc and double
PHD fingers, family
3 (DPF3), transcript
variant 4, mRNA

P58269 92.4 5.00E-21 Zinc finger protein
DPF3 . . . . pfam14051 Requiem_N

N-terminal domain
of DPF2/REQ. This
putative domain has
been detected on the
human DPF2
protein and was
subsequently
targeted for
structure
determination by
the Joint Center for
Structural Genomics
(JCSG). Possibly,
the C-terminus
extends by 30
amino acids and
forms a separate
domain. DPF2
interacts with
estrogen related
receptor alpha (Err-
alpha), an orphan
receptor which acts
as a regulator in
energy metabolizm.
It was also
identified as an
adaptor molecule
that links nuclear
factor kappa-light-
chain-enhancer of
activated B cells
(NF-kappa-B)
dimer RelB/p52 and
switch/sucrose

GO:0016569|covale
nt chromatin
modification;GO:00
07399|nervous
system
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003676|nucleic
acid
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000205726 0 0 0 4 1.523717342 4 4 1 2 -1.120068867 0.408875944 0.539778433 down no ITSN1 protein_coding chr21:33642400-
33899861:+

gi|47717123|ref|NP_
003015.2| 6571 0

intersectin-1
isoform ITSN-l
[Homo sapiens]

gi|3132360|dbj|AP00
0050.1| 11711 0

Homo sapiens
genomic DNA,
chromosome
21q22.1, segment
21/28, complete
sequence

Q15811 241 5.00E-70 Intersectin-1 . . . . pfam00621 RhoGEF

RhoGEF domain.
Guanine nucleotide
exchange factor for
Rho/Rac/Cdc42-like
GTPases Also called
Dbl-homologous
(DH) domain. It
appears that
pfam00169 domains
invariably occur C-
terminal to
RhoGEF/DH
domains.

GO:0048013|ephrin
receptor signaling
pathway;GO:004352
4|negative
regulation of
neuron apoptotic
process;GO:004306
5|positive regulation
of apoptotic
process;GO:005189
7|positive regulation
of protein kinase B
signaling;GO:00350
23|regulation of
Rho protein signal
transduction;GO:00
51056|regulation of
small GTPase
mediated signal
transduction;GO:00
07264|small GTPase
mediated signal
transduction;GO:00
48488|synaptic
vesicle endocytosis;

GO:0030054|cell
junction;GO:000590
5|coated
pit;GO:0005829|cyto
sol;GO:0030139|end
ocytic
vesicle;GO:0030027|
lamellipodium;GO:0
043005|neuron
projection;GO:0005
886|plasma
membrane;GO:0045
202|synapse;

GO:0005509|calciu
m ion
binding;GO:000508
5|guanyl-nucleotide
exchange factor
activity;GO:0019209
|kinase activator
activity;GO:0070064
|proline-rich region
binding;GO:003294
7|protein complex
scaffold;GO:000508
9|Rho guanyl-
nucleotide exchange
factor activity;

. .

ENSG00000205890 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC108134.1 antisense chr16:3032481-
3039133:+

gi|694962062|ref|XP
_009428415.1| 597 1.00E-67

PREDICTED:
putative
uncharacterized
protein FLJ46214
[Pan troglodytes]

gi|384367972|ref|NR
_047572.1| 3061 0

Homo sapiens
uncharacterized
LOC100128770
(LOC100128770),
long non-coding
RNA

Q6ZRN7 227 2.00E-66
Putative
uncharacterized
protein FLJ46214

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006958|comple
ment activation,
classical
pathway;GO:004508
7|innate immune
response;

GO:0070062|extrace
llular
exosome;GO:00056
15|extracellular
space;

GO:0004252|serine-
type endopeptidase
activity;

. .

ENSG00000206418 0 0 0 3 1.412945939 3 5 1 2 -1.498318449 0.286069755 0.410766828 down no RAB12 protein_coding chr18:8609445-
8639381:+

gi|635100022|ref|XP
_007972827.1| 1065 7.00E-136

PREDICTED: ras-
related protein Rab-
12 [Chlorocebus
sabaeus]

gi|106507163|ref|N
M_001025300.2| 2137 0

Homo sapiens
RAB12, member
RAS oncogene
family (RAB12),
mRNA

P35283 120 7.00E-32 Ras-related protein
Rab-12 . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0006914|autoph
agy;GO:0044257|cell
ular protein
catabolic
process;GO:000833
3|endosome to
lysosome
transport;GO:00162
39|positive
regulation of
macroautophagy;G
O:0015031|protein
transport;GO:00072
64|small GTPase
mediated signal
transduction;

GO:0005776|autoph
agosome;GO:00314
10|cytoplasmic
vesicle;GO:0000139|
Golgi
membrane;GO:0005
765|lysosomal
membrane;GO:0005
764|lysosome;GO:0
055038|recycling
endosome
membrane;

GO:0019003|GDP
binding;GO:000552
5|GTP binding;

K07907 RAB12; Ras-related
protein Rab-12

ENSG00000206538 0 1 0 0 0.42945505 1 1 1 0 -0.748487429 0.713553536 NA down no VGLL3 protein_coding chr3:86876388-
86991119:-

gi|56550035|ref|NP_
057290.2| 1402 2.00E-172

transcription
cofactor vestigial-
like protein 3
[Homo sapiens]

gi|56550034|ref|NM
_016206.2| 10396 0

Homo sapiens
vestigial-like family
member 3 (VGLL3),
mRNA

A8MV65 299 7.00E-100
Transcription
cofactor vestigial-
like protein 3

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s; . . .

ENSG00000206560 65 68 72 39 53.09923156 32 28 36 51 1.382984706 0.000722103 0.005158726 up yes ANKRD28 protein_coding chr3:15667236-
15859771:-

gi|6634025|dbj|BAA
20833.2| 5408 0 KIAA0379 protein

[Homo sapiens]
gi|304361756|ref|N
M_001195098.1| 6383 0

Homo sapiens
ankyrin repeat
domain 28
(ANKRD28),
transcript variant 2,
mRNA

O15084 2071 0

Serine/threonine-
protein phosphatase
6 regulatory ankyrin
repeat subunit A

TP0835 196 3.00E-50 COG0666 pfam12796 Ank_2 Ankyrin repeats (3
copies). . GO:0005654|nucleo

plasm; . K15502

ANKRD28;
serine/threonine-
protein phosphatase
6 regulatory ankyrin
repeat subunit A

ENSG00000206963 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no RNU6-675P snRNA chr2:126702839-
126702942:-

gi|795259358|ref|XP
_011810959.1| 120 3.00E-07

PREDICTED: LOW
QUALITY
PROTEIN: actin,
alpha skeletal
muscle-like
[Colobus angolensis
palliatus]

gi|12061556|gb|AC0
13474.10| 104 1.00E-46

Homo sapiens BAC
clone RP11-505O20
from 2, complete
sequence

. . . . . . . . pfam06180 CbiK

Cobalt chelatase
(CbiK). This family
consists of several
bacterial cobalt
chelatase (CbiK)
proteins
(EC:4.99.1.-).

. . . . .



ENSG00000207739 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no MIR218-2 miRNA chr5:168768146-
168768255:- . . . . gi|436408733|ref|NG

_033081.1| 110 7.00E-50

Homo sapiens slit
guidance ligand 3
(SLIT3),
RefSeqGene on
chromosome 5

. . . . . . . . pfam12141 DUF3589

Protein of unknown
function
(DUF3589). This
family of proteins is
found in
eukaryotes. Proteins
in this family are
typically between
541 and 717 amino
acids in length. The
function of this
family is not
known,

. . . . .

ENSG00000207955 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no MIR219A2 lincRNA chr9:128392007-
128393510:-

gi|826280391|ref|XP
_012495104.1| 456 3.00E-57

PREDICTED:
uncharacterized
protein
LOC105806520
[Propithecus
coquereli]

gi|12750852|emb|AL
359091.10| 1504 0

Human DNA
sequence from
clone RP11-339B21
on chromosome 9,
complete sequence

. . . . . . . . pfam04094 DUF390

Protein of unknown
function (DUF390).
This is a family of
long proteins
currently only
found in the rice
genome. They have
no known function.
However they may
be some kind of
transposable
element.

. . . . .

ENSG00000210082 0 1 0 0 1.00654744 1 1 1 6 -2.300954642 0.154696151 0.262514681 down no MT-RNR2 Mt_rRNA chrMT:1671-3229:+ gi|345543|pir||JC134
8 216 3.00E-17

hypothetical 18K
protein - goldfish
mitochondrion

gi|587655097|gb|KF
962931.1| 1557 0

Homo sapiens
isolate MWBQ512
mitochondrion,
partial genome

Q8IVG9 50.4 1.00E-06 Humanin . . . . pfam15040 Humanin

Humanin family.
This family of
proteins is found
exclusively in
humans. Humanin
is a short anti-
apoptotic peptide
that interacts with
Bax.

GO:0006915|apopto
tic
process;GO:000687
9|cellular iron ion
homeostasis;GO:003
0595|leukocyte
chemotaxis;GO:004
3066|negative
regulation of
apoptotic process;

GO:0005576|extrace
llular
region;GO:0005739|
mitochondrion;GO:
0048471|perinuclear
region of cytoplasm;

GO:0048019|recepto
r antagonist
activity;GO:0005102
|receptor binding;

. .

ENSG00000211456 0 0 0 1 0.995014592 0 4 2 3 -2.309892404 0.163785272 0.27392219 down no SACM1L protein_coding chr3:45689056-
45745424:+

gi|40788386|dbj|BA
A74874.2| 3101 0 KIAA0851 protein

[Homo sapiens]
gi|51476796|emb|CR
749564.1| 4647 0

Homo sapiens
mRNA; cDNA
DKFZp686A0231
(from clone
DKFZp686A0231)

A6QL88 75.9 7.00E-14
Phosphatidylinositid
e phosphatase
SAC1

SPBC19F5.03 58.2 2.00E-09 COG5329 pfam02383 Syja_N

SacI homology
domain. This Pfam
family represents a
protein domain
which shows
homology to the
yeast protein SacI.
The SacI homology
domain is most
notably found at the
amino terminal of
the inositol 5'-
phosphatase
synaptojanin.

GO:0006661|phosph
atidylinositol
biosynthetic
process;GO:004685
6|phosphatidylinosit
ol
dephosphorylation;

GO:0032281|AMPA
glutamate receptor
complex;GO:000578
9|endoplasmic
reticulum
membrane;GO:0005
794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0030
176|integral
component of
endoplasmic
reticulum
membrane;

GO:0016791|phosph
atase
activity;GO:0034593
|phosphatidylinosito
l bisphosphate
phosphatase
activity;GO:0034596
|phosphatidylinosito
l phosphate 4-
phosphatase
activity;GO:0004438
|phosphatidylinosito
l-3-phosphatase
activity;GO:0043812
|phosphatidylinosito
l-4-phosphate
phosphatase
activity;

. .

ENSG00000211459 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no MT-RNR1 Mt_rRNA chrMT:648-1601:+ gi|56507058|emb|C
AH88354.1| 150 6.00E-10

hypothetical protein
PC101070.00.0,
partial [Plasmodium
chabaudi chabaudi]

gi|587655097|gb|KF
962931.1| 954 0

Homo sapiens
isolate MWBQ512
mitochondrion,
partial genome

. . . . . . . . pfam04791 LMBR1

LMBR1-like
membrane protein.
Members of this
family are integral
membrane proteins
that are around 500
residues in length.
LMBR1 is not
involved in preaxial
polydactyly, as
originally thought.
Vertebrate members
of this family may
play a role in limb
development. A
member of this
family has been
shown to be a
lipocalin membrane
receptor

. . . . .

ENSG00000211460 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no TSN protein_coding chr2:121737103-
121767853:+

gi|4759270|ref|NP_0
04613.1| 1104 6.00E-139 translin isoform 1

[Homo sapiens]
gi|20302160|ref|NM
_004622.2| 3408 0

Homo sapiens
translin (TSN),
transcript variant 1,
mRNA

Q15631 256 1.00E-97 Translin . . . . pfam01997 Translin

Translin family.
Members of this
family include
Translin that
interacts with DNA
and forms a ring
around the DNA.
This family also
includes human
translin-associated
protein X, which
was found to
interact with translin
with yeast two-
hybrid screen.

GO:0016070|RNA
metabolic process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0004519|endon
uclease
activity;GO:0003723
|RNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000369
7|single-stranded
DNA binding;

. .

ENSG00000211592 0 0 0 0 0.206560414 0 0 2 0 -0.901932469 0.798356839 NA down no IGKC IG_C_gene chr2:88857161-
88857683:-

gi|125145|sp|P01834
.1|IGKC_HUMAN 495 3.00E-61

RecName: Full=Ig
kappa chain C
region

gi|339895963|gb|AC
243970.3| 523 0

Homo sapiens BAC
clone CH17-436P12
from chromosome
2, complete
sequence

P01834 195 1.00E-62 Ig kappa chain C
region . . . . pfam07654 C1-set Immunoglobulin

C1-set domain.

GO:0050853|B cel
receptor signaling
pathway;GO:000695
6|complement
activation;GO:00069
58|complement
activation, classical
pathway;GO:004274
2|defense response
to
bacterium;GO:0038
095|Fc-epsilon
receptor signaling
pathway;GO:003809
6|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
06955|immune
response;GO:00450
87|innate immune
response;GO:00069
11|phagocytosis,
engulfment;GO:000
6910|phagocytosis,
recognition;GO:005
0871|positive
regulation of B cell
activation;GO:00068
98|receptor-
mediated
endocytosis;GO:005
0776|regulation of
immune
response;GO:00018

GO:0072562|blood
microparticle;GO:00
09897|external side
of plasma
membrane;GO:0070
062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0042571|i
mmunoglobulin
complex,
circulating;GO:0005
886|plasma
membrane;

GO:0003823|antigen
binding;GO:003498
7|immunoglobulin
receptor
binding;GO:000425
2|serine-type
endopeptidase
activity;

. .

ENSG00000211893 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no IGHG2 IG_C_gene chr14:105643052-
105644790:-

gi|34527460|dbj|BA
C85395.1| 1631 0

unnamed protein
product [Homo
sapiens]

gi|34528297|dbj|AK
131045.1| 1097 0

Homo sapiens
cDNA FLJ29011 fis,
clone DMC03382,
highly similar to Ig
gamma-2 chain C
region

P01859 631 0 Ig gamma-2 chain C
region . . . . pfam07654 C1-set Immunoglobulin

C1-set domain.

GO:0050853|B cell
receptor signaling
pathway;GO:000695
6|complement
activation;GO:00069
58|complement
activation, classical
pathway;GO:004274
2|defense response
to
bacterium;GO:0038
096|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
45087|innate
immune
response;GO:00069
11|phagocytosis,
engulfment;GO:000
6910|phagocytosis,
recognition;GO:005
0871|positive
regulation of B cell
activation;

GO:0072562|blood
microparticle;GO:00
09897|external side
of plasma
membrane;GO:0070
062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0042571|i
mmunoglobulin
complex,
circulating;

GO:0003823|antigen
binding;GO:003498
7|immunoglobulin
receptor
binding;GO:000425
2|serine-type
endopeptidase
activity;

. .

ENSG00000211895 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no IGHA1 IG_C_gene chr14:105707118-
105708665:-

gi|34535864|dbj|BA
C87456.1| 1701 0

unnamed protein
product [Homo
sapiens]

gi|21757035|dbj|AK
097329.1| 1109 0

Homo sapiens
cDNA FLJ40010 fis,
clone
STOMA2005667,
highly similar to IG
ALPHA-1 CHAIN C
REGION

P01876 655 0 Ig alpha-1 chain C
region . . . . pfam07654 C1-set Immunoglobulin

C1-set domain.

GO:0019731|antibac
terial humoral
response;GO:00508
53|B cell receptor
signaling
pathway;GO:000695
8|complement
activation, classical
pathway;GO:000309
4|glomerular
filtration;GO:000695
5|immune
response;GO:00450
87|innate immune
response;GO:00069
11|phagocytosis,
engulfment;GO:000
6910|phagocytosis,
recognition;GO:005
0871|positive
regulation of B cell
activation;GO:00602
67|positive
regulation of
respiratory
burst;GO:0018298|p
rotein-chromophore
linkage;GO:0006898
|receptor-mediated
endocytosis;GO:000
1895|retina
homeostasis;

GO:0072562|blood
microparticle;GO:00
09897|external side
of plasma
membrane;GO:0070
062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0071748|
monomeric IgA
immunoglobulin
complex;GO:007175
2|secretory dimeric
IgA
immunoglobulin
complex;GO:007175
1|secretory IgA
immunoglobulin
complex;

GO:0003823|antigen
binding; . .



ENSG00000211896 0 0 0 0 0.295644337 0 0 1 2 -1.444009804 0.633045449 NA down no IGHG1 IG_C_gene chr14:105736343-
105743071:-

gi|34535607|dbj|BA
C87374.1| 1882 0

unnamed protein
product [Homo
sapiens]

gi|33879071|gb|BC0
19046.2| 2583 0

Homo sapiens
immunoglobulin
heavy constant
gamma 1 (G1m
marker), mRNA
(cDNA clone
IMAGE:4766140)

P01857 625 0 Ig gamma-1 chain C
region . . . . pfam07654 C1-set Immunoglobulin

C1-set domain.

GO:0050853|B cell
receptor signaling
pathway;GO:000695
6|complement
activation;GO:00069
58|complement
activation, classical
pathway;GO:004274
2|defense response
to
bacterium;GO:0038
096|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
45087|innate
immune
response;GO:00069
11|phagocytosis,
engulfment;GO:000
6910|phagocytosis,
recognition;GO:005
0871|positive
regulation of B cell
activation;

GO:0072562|blood
microparticle;GO:00
09897|external side
of plasma
membrane;GO:0070
062|extracellular
exosome;GO:00055
76|extracellular
region;GO:0005615|
extracellular
space;GO:0042571|i
mmunoglobulin
complex,
circulating;

GO:0003823|antigen
binding;GO:003498
7|immunoglobulin
receptor
binding;GO:000425
2|serine-type
endopeptidase
activity;

. .

ENSG00000211899 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no IGHM IG_C_gene chr14:105851708-
105856218:-

gi|390994295|gb|AF
M37312.1| 2523 0

immunoglobulin
mu heavy chain,
partial [Homo
sapiens]

gi|39644659|gb|BC0
09851.2| 1680 0

Homo sapiens
immunoglobulin
heavy constant mu,
mRNA (cDNA
clone
IMAGE:4054579)

P01871 70.9 1.00E-11 Ig mu chain C
region . . . . pfam07654 C1-set Immunoglobulin

C1-set domain.

GO:0002250|adaptiv
e immune
response;GO:00197
31|antibacterial
humoral
response;GO:00508
53|B cell receptor
signaling
pathway;GO:000695
8|complement
activation, classical
pathway;GO:005082
9|defense response
to Gram-negative
bacterium;GO:0045
087|innate immune
response;GO:00069
11|phagocytosis,
engulfment;GO:000
6910|phagocytosis,
recognition;GO:005
0871|positive
regulation of B cell
activation;

GO:0072562|blood
microparticle;GO:00
09986|cell
surface;GO:0009897
|external side of
plasma
membrane;GO:0070
062|extracellular
exosome;GO:00056
15|extracellular
space;GO:0071757|h
exameric IgM
immunoglobulin
complex;GO:001602
1|integral
component of
membrane;GO:0071
756|pentameric IgM
immunoglobulin
complex;GO:000588
6|plasma membrane;

GO:0003823|antigen
binding; . .

ENSG00000212802 1 1 1 1 1.320774626 0 1 5 1 -0.256432931 0.845605055 0.900043149 down no RPL15P3 processed_pseudog
ene

chr6:12514110-
12514724:+

gi|761631378|ref|NP
_001292094.1| 942 6.00E-127

60S ribosomal
protein L15 [Gallus
gallus]

gi|209969713|ref|NG
_008796.1| 615 0

Homo sapiens
ribosomal protein
L15 pseudogene 3
(RPL15P3) on
chromosome 6

P61314 367 3.00E-128 60S ribosomal
protein L15 YMR121c 258 3.00E-86 COG1632 pfam00827 Ribosomal_L15e Ribosomal L15.

GO:0002181|cytopla
smic
translation;GO:0045
471|response to
ethanol;

GO:0031672|A
band;GO:0022625|c
ytosolic large
ribosomal
subunit;GO:0016020
|membrane;

GO:0003735|structu
ral constituent of
ribosome;

K02877

RP-L15e, RPL15;
large subunit
ribosomal protein
L15e

ENSG00000213015 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no ZNF580 protein_coding chr19:55635016-
55643469:+

gi|119592805|gb|EA
W72399.1| 772 3.00E-97

zinc finger protein
580, partial [Homo
sapiens]

gi|21743742|gb|AC0
08735.9| 1707 0

Homo sapiens
chromosome 19
clone CTD-2537I9,
complete sequence

Q9UK33 249 1.00E-80 Zinc finger protein
580 . . . . pfam00096 zf-C2H2

Zinc finger, C2H2
type. The C2H2 zinc
finger is the
classical zinc finger
domain. The two
conserved cysteines
and histidines co-
ordinate a zinc ion.
The following
pattern describes the
zinc finger. #-X-C-
X(1-5)-C-X3-#-X5-
#-X2-H-X(3-6)-
[H/C] Where X can
be any amino acid,
and numbers in
brackets indicate the
number of residues.
The positions
marked # are those
that are important
for the stable fold
of the zinc finger.
The final position
can be either his or
cys. The C2H2 zinc
finger is composed
of two short beta
strands followed by
an alpha helix. The
amino terminal part
of the helix binds
the major groove in
DNA binding zinc
fingers The

GO:0070301|cellular
response to
hydrogen
peroxide;GO:00069
35|chemotaxis;GO:0
006954|inflammator
y
response;GO:00105
95|positive
regulation of
endothelial cell
migration;GO:00019
38|positive
regulation of
endothelial cell
proliferation;GO:00
10628|positive
regulation of gene
expression;GO:0032
757|positive
regulation of
interleukin-8
production;GO:0002
690|positive
regulation of
leukocyte
chemotaxis;GO:000
6355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000213023 5 9 10 14 20.149945 34 29 38 47 -1.439951527 0.000238883 0.002052978 down yes SYT3 protein_coding chr19:50621307-
50639827:-

gi|426389775|ref|XP
_004061293.1| 2725 0

PREDICTED:
synaptotagmin-3
isoform 2 [Gorilla
gorilla gorilla]

gi|238550193|ref|N
M_032298.2| 2911 0

Homo sapiens
synaptotagmin III
(SYT3), transcript
variant 1, mRNA

Q9BQG1 337 3.00E-111 Synaptotagmin-3 SPAPYUK71.03c 69.7 4.00E-11 COG5038 pfam00168 C2 C2 domain.

GO:0048791|calciu
m ion-dependent
exocytosis of
neurotransmitter;G
O:1903861|positive
regulation of
dendrite
extension;GO:00171
58|regulation of
calcium ion-
dependent
exocytosis;GO:0006
906|vesicle fusion;

GO:0005768|endoso
me;GO:0070382|exo
cytic
vesicle;GO:0016021|
integral component
of
membrane;GO:0005
886|plasma
membrane;GO:0098
793|presynapse;GO:
0030658|transport
vesicle membrane;

GO:0005509|calciu
m ion
binding;GO:000554
4|calcium-
dependent
phospholipid
binding;GO:003027
6|clathrin
binding;GO:001990
5|syntaxin binding;

. .

ENSG00000213079 0 0 0 0 0.594929178 3 1 0 2 -2.451874135 0.233877891 NA down no SCAF8 protein_coding chr6:154733325-
154834244:+

gi|820979475|ref|XP
_012361496.1| 3308 0

PREDICTED: LOW
QUALITY
PROTEIN: T-
lymphoma invasion
and metastasis-
inducing protein 2
[Nomascus
leucogenys]

gi|555290095|ref|N
M_014892.4| 5004 0

Homo sapiens SR-
related CTD-
associated factor 8
(SCAF8), transcript
variant 4, mRNA

Q6DID3 234 4.00E-70 Protein SCAF8 . . . . pfam04818 CTD_bind

RNA polymerase II-
binding domain.
This domain binds
to the
phosphorylated C-
terminal domain
(CTD) of RNA
polymerase II.

GO:0006397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0016363|nuclear
matrix;GO:0005654|
nucleoplasm;GO:00
05681|spliceosomal
complex;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA
binding;GO:004317
5|RNA polymerase
core enzyme
binding;

K13191
RBM16, SCAF8;
RNA-binding
protein 16

ENSG00000213236 5 19 6 20 14.9852273 16 28 22 18 -0.290553436 0.515354777 0.634058039 down no YWHAZP2 processed_pseudog
ene

chr2:126557435-
126558162:-

gi|30354619|gb|AAH
51814.1| 882 4.00E-122

YWHAZ protein,
partial [Homo
sapiens]

gi|426214264|ref|NG
_001553.5| 728 0

Homo sapiens
tyrosine 3-
monooxygenase/try
ptophan 5-
monooxygenase
activation protein,
zeta pseudogene 2
(YWHAZP2) on
chromosome 2

Q5R651 344 6.00E-123 14-3-3 protein
zeta/delta SPAC8E11.02c 210 7.00E-80 COG5040 pfam00244 2014/3/3 14-3-3 protein.

GO:0006605|protein
targeting;GO:001094
1|regulation of cell
death;

GO:0042470|melano
some;GO:0005739|
mitochondrion;GO:
0005634|nucleus;

. K16197
YWHAB_Q_Z; 14-
3-3 protein
beta/theta/zeta

ENSG00000213300 9 19 9 5 7.632341431 8 3 1 1 2.269751659 0.003291038 0.016003477 up yes HNRNPA3P6 processed_pseudog
ene

chr3:75214631-
75215636:+

gi|586472311|ref|XP
_006866735.1| 1009 1.00E-132

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
A3-like isoform X2
[Chrysochloris
asiatica]

gi|197333777|ref|NG
_005586.3| 1006 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein
A3 pseudogene 6
(HNRNPA3P6) on
chromosome 3

P51991 377 1.00E-127

Heterogeneous
nuclear
ribonucleoprotein
A3

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0010467|gene
expression;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
51028|mRNA
transport;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05737|cytoplasm;G
O:0030529|ribonucl
eoprotein
complex;GO:199012
4|messenger
ribonucleoprotein
complex;GO:004300
5|neuron
projection;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0035770|ribonu
cleoprotein granule;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:005103
3|RNA
transmembrane
transporter activity;

K12741

HNRNPA1_3;
heterogeneous
nuclear
ribonucleoprotein
A1/A3

ENSG00000213341 0 0 0 0 0.400865903 0 1 2 1 -1.87898718 0.411704326 NA down no CHUK protein_coding chr10:100188298-
100229619:-

gi|62241001|ref|NP_
001269.3| 3919 0

inhibitor of nuclear
factor kappa-B
kinase subunit alpha
[Homo sapiens]

gi|6453424|emb|AL1
33012.1| 4823 0

Homo sapiens
mRNA; cDNA
DKFZp566L084
(from clone
DKFZp566L084)

O15111 68.2 6.00E-10
Inhibitor of nuclear
factor kappa-B
kinase subunit alpha

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0009653|anatom
ical structure
morphogenesis;GO:
0071356|cellular
response to tumor
necrosis
factor;GO:0038095|
Fc-epsilon receptor
signaling
pathway;GO:000724
9|I-kappaB
kinase/NF-kappaB
signaling;GO:00072
52|I-kappaB
phosphorylation;GO
:0006955|immune
response;GO:00069
54|inflammatory
response;GO:00450
87|innate immune
response;GO:00380
61|NIK/NF-kappaB
signaling;GO:00704
23|nucleotide-
binding
oligomerization
domain containing
signaling
pathway;GO:004312
3|positive regulation
of I-kappaB
kinase/NF-kappaB
signaling;GO:00510
92|positive
regulation of NF

GO:0035631|CD40
receptor
complex;GO:000573
7|cytoplasm;GO:000
9898|cytoplasmic
side of plasma
membrane;GO:0005
829|cytosol;GO:000
8385|IkappaB
kinase
complex;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00056
54|nucleoplasm;

GO:0005524|ATP
binding;GO:000838
4|IkappaB kinase
activity;GO:0046982
|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0004672
|protein kinase
activity;GO:0097110
|scaffold protein
binding;

K04467

IKBKA, IKKA,
CHUK; inhibitor of
nuclear factor
kappa-B kinase
subunit alpha
[EC:2.7.11.10]



ENSG00000213373 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no LINC00671 lincRNA chr17:42874670-
42898704:-

gi|16550599|dbj|BA
B71012.1| 592 1.00E-69

unnamed protein
product [Homo
sapiens]

gi|551885319|tpe|HG
509061.1| 1958 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000025
5905.2 (AC100793.2
gene), lincRNA

Q05481 62.8 8.00E-09 Zinc finger protein
91 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0045892|negativ
e regulation of
transcription, DNA-
templated;GO:00708
95|negative
regulation of
transposon
integration;GO:0006
351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000827
0|zinc ion binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000213478 0 1 0 0 0.229851084 0 0 1 0 0.569016484 0.861375319 NA up no CFL1P2 processed_pseudog
ene

chr1:51157788-
51158471:-

gi|12861068|dbj|BA
B32114.1| 742 6.00E-96

unnamed protein
product [Mus
musculus]

gi|586798213|ref|NG
_008615.3| 684 0

Homo sapiens
cofilin 1 (non-
muscle) pseudogene
2 (CFL1P2) on
chromosome 1

P23528 263 8.00E-88 Cofilin-1 . . . . pfam00241 Cofilin_ADF

Cofilin/tropomyosin
-type actin-binding
protein. Severs actin
filaments and binds
to actin monomers.

GO:0030036|actin
cytoskeleton
organization;GO:00
30042|actin filament
depolymerization;G
O:0007010|cytoskel
eton
organization;GO:00
43066|negative
regulation of
apoptotic
process;GO:004479
4|positive regulation
by host of viral
process;GO:002260
4|regulation of cell
morphogenesis;GO:
0061001|regulation
of dendritic spine
morphogenesis;GO:
0009615|response to
virus;GO:0007266|R
ho protein signal
transduction;

GO:0015629|actin
cytoskeleton;GO:00
05737|cytoplasm;G
O:0070062|extracell
ular
exosome;GO:00310
12|extracellular
matrix;GO:0005615|
extracellular
space;GO:0005925|f
ocal
adhesion;GO:00312
58|lamellipodium
membrane;GO:0016
020|membrane;GO:
0016363|nuclear
matrix;GO:0005634|
nucleus;GO:003258
7|ruffle
membrane;GO:0031
982|vesicle;

GO:0051015|actin
filament binding; K05765 CFL; cofilin

ENSG00000213486 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no AC108039.1 processed_pseudog
ene

chr2:61710076-
61710978:-

gi|821012378|ref|XP
_012356597.1| 451 2.00E-67

PREDICTED: LOW
QUALITY
PROTEIN: 60S
ribosomal protein
L14-like [Nomascus
leucogenys]

gi|349585407|ref|NG
_030290.1| 383 0

Homo sapiens
ribosomal protein
L14 pseudogene
(LOC647077) on
chromosome 2

P50914 64.3 9.00E-50 60S ribosomal
protein L14 SPAC1805.13 69.7 2.00E-14 COG2163 pfam01929 Ribosomal_L14e

Ribosomal protein
L14. This family
includes the
eukaryotic
ribosomal protein
L14.

GO:0000184|nuclear
-transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0042273|r
ibosomal large
subunit
biogenesis;GO:0006
364|rRNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
22625|cytosolic
large ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00160
20|membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00448
22|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02875

RP-L14e, RPL14;
large subunit
ribosomal protein
L14e

ENSG00000213516 0 0 0 2 0.414290844 0 0 1 1 0.438576277 0.85530797 NA up no RBMXL1 protein_coding chr1:88979456-
88992960:-

gi|542850|pir||S4176
6 980 1.00E-115

heterogeneous
nuclear
ribonucleoprotein G
- human

gi|242247050|ref|N
M_001162536.2| 5084 0

Homo sapiens RNA
binding motif
protein, X-linked-
like 1 (RBMXL1),
transcript variant 1,
mRNA

Q96E39 215 1.00E-64
RNA binding motif
protein, X-linked-
like-1

TP0356 62.8 3.00E-10 COG0724 pfam08081 RBM1CTR

RBM1CTR
(NUC064) family.
This C-terminal
region is found in
RBM1-like RNA
binding hnRNPs.

GO:0006397|mRNA
processing;GO:0008
380|RNA splicing;

GO:0030529|ribonu
cleoprotein
complex;GO:000563
4|nucleus;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K12885

RBMX, HNRNPG;
heterogeneous
nuclear
ribonucleoprotein G

ENSG00000213553 0 2 0 2 1.847745205 2 8 1 3 -1.377482476 0.257548434 0.380838229 down no RPLP0P6 processed_pseudog
ene

chr2:38481851-
38482804:+

gi|74723863|sp|Q8N
HW5.1|RLA0L_HU
MAN

1402 0
RecName: Full=60S
acidic ribosomal
protein P0-like

gi|395455714|ref|NG
_009952.2| 954 0

Homo sapiens
ribosomal protein,
large, P0
pseudogene 6
(RPLP0P6) on
chromosome 2

Q8NHW5 535 0
60S acidic
ribosomal protein
P0-like

YLR340w 277 4.00E-90 COG0244 pfam00466 Ribosomal_L10 Ribosomal protein
L10.

GO:0002181|cytopla
smic
translation;GO:0042
254|ribosome
biogenesis;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0030687
|preribosome, large
subunit precursor;

GO:0070180|large
ribosomal subunit
rRNA
binding;GO:000373
5|structural
constituent of
ribosome;

. .

ENSG00000213639 0 4 3 10 7.167613162 11 11 10 19 -1.149244985 0.075599451 0.152773499 down no PPP1CB protein_coding chr2:28751640-
28802940:+

gi|808858109|gb|KK
F10562.1| 1752 0

Serine/threonine-
protein phosphatase
PP1-beta catalytic
subunit
[Larimichthys
crocea]

gi|46249374|ref|NM
_002709.2| 4893 0

Homo sapiens
protein phosphatase
1, catalytic subunit,
beta isozyme
(PPP1CB),
transcript variant 1,
mRNA

P48462 111 3.00E-29
Serine/threonine-
protein phosphatase
beta isoform

. . . . pfam00149 Metallophos

Calcineurin-like
phosphoesterase.
This family includes
a diverse range of
phosphoesterases,
including protein
phosphoserine
phosphatases,
nucleotidases,
sphingomyelin
phosphodiesterases
and 2'-3' cAMP
phosphodiesterases
as well as nucleases
such as bacterial
SbcD or yeast
MRE11. The most
conserved regions
in this superfamily
centre around the
metal chelating
residues.

GO:0007155|cell
adhesion;GO:00070
59|chromosome
segregation;GO:000
7301|female
germline ring canal
formation;GO:0007
476|imaginal disc-
derived wing
morphogenesis;GO:
0007498|mesoderm
development;GO:00
46329|negative
regulation of JNK
cascade;GO:000731
2|oocyte nucleus
migration involved
in oocyte
dorsal/ventral axis
specification;GO:00
07300|ovarian nurse
cell to oocyte
transport;GO:00902
63|positive
regulation of
canonical Wnt
signaling
pathway;GO:000647
0|protein
dephosphorylation;
GO:0031991|regulati
on of actomyosin
contractile ring
contraction;GO:001
4706|striated muscle

GO:0000164|protein
phosphatase type 1
complex;

GO:0046872|metal
ion
binding;GO:001701
8|myosin
phosphatase
activity;GO:0004722
|protein
serine/threonine
phosphatase
activity;

K06269

PPP1C;
serine/threonine-
protein phosphatase
PP1 catalytic
subunit
[EC:3.1.3.16]

ENSG00000213683 1 1 2 0 1.08075537 1 2 1 0 0.65618226 0.646509016 0.750679724 up no AC002056.1 processed_pseudog
ene

chr22:50754675-
50755434:-

gi|638252533|ref|NP
_001279215.1| 368 3.00E-67

small nuclear
ribonucleoprotein
polypeptide A'
[Callorhinchus
milii]

gi|169646072|ref|NG
_001550.3| 760 0

Homo sapiens small
nuclear
ribonucleoprotein
polypeptide A'
pseudogene
(LOC150417) on
chromosome 22

Q9V4Q8 55.5 2.00E-53

Probable U2 small
nuclear
ribonucleoprotein
A'

SPBC1861.08c 82.4 4.00E-22 COG4886 pfam14580 LRR_9 Leucine-rich repeat.

GO:0007067|mitotic
nuclear
division;GO:000039
8|mRNA splicing,
via
spliceosome;GO:00
19233|sensory
perception of pain;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
71011|precatalytic
spliceosome;GO:00
30532|small nuclear
ribonucleoprotein
complex;GO:000568
6|U2 snRNP;

GO:0030620|U2
snRNA binding; K11092

SNRPA1; U2 small
nuclear
ribonucleoprotein
A'

ENSG00000213719 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CLIC1 protein_coding chr6:31730581-
31739763:-

gi|426352465|ref|XP
_004043733.1| 1410 0

PREDICTED:
chloride
intracellular channel
protein 1 isoform 2
[Gorilla gorilla
gorilla]

gi|567757606|ref|N
M_001287593.1| 1560 0

Homo sapiens
chloride
intracellular channel
1 (CLIC1),
transcript variant 1,
mRNA

O00299 496 5.00E-176
Chloride
intracellular channel
protein 1

. . . . pfam13409 GST_N_2

Glutathione S-
transferase, N-
terminal domain.
This family is
closely related to
pfam02798.

GO:0006821|chlorid
e
transport;GO:00705
27|platelet
aggregation;GO:004
5669|positive
regulation of
osteoblast
differentiation;GO:0
051726|regulation of
cell
cycle;GO:0051881|r
egulation of
mitochondrial
membrane
potential;GO:000716
5|signal
transduction;

GO:0072562|blood
microparticle;GO:00
05903|brush
border;GO:0005913|
cell-cell adherens
junction;GO:003470
7|chloride channel
complex;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00056
15|extracellular
space;GO:0016020|
membrane;GO:0005
739|mitochondrion;
GO:0005635|nuclear
envelope;GO:00319
65|nuclear
membrane;GO:0005
634|nucleus;GO:004
8471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0031
982|vesicle;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00052
54|chloride channel
activity;GO:0005244
|voltage-gated ion
channel activity;

K05021
CLIC1; chloride
intracellular channel
protein 1

ENSG00000213740 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no SERBP1P1 processed_pseudog
ene

chrX:68783472-
68785066:+

gi|675740192|ref|XP
_008968252.1| 1056 2.00E-138

PREDICTED: LOW
QUALITY
PROTEIN:
plasminogen
activator inhibitor 1
RNA-binding
protein-like [Pan
paniscus]

gi|34366167|emb|BX
647139.1| 1058 0

Homo sapiens
mRNA; cDNA
DKFZp686P17171
(from clone
DKFZp686P17171)

Q8NC51 385 2.00E-129

Plasminogen
activator inhibitor 1
RNA-binding
protein

. . . . pfam04774 HABP4_PAI-RBP1

Hyaluronan /
mRNA binding
family. This family
includes the HABP4
family of
hyaluronan-binding
proteins, and the
PAI-1 mRNA-
binding protein,
PAI-RBP1. HABP4
has been observed
to bind hyaluronan
(a
glucosaminoglycan)
, but it is not known
whether this is its
primary role in
vivo. It has also
been observed to
bind RNA, but with
a lower affinity than
that for hyaluronan.
PAI-1 mRNA-
binding protein
specifically binds
the mRNA of type-1
plasminogen
activator inhibitor
(PAI-1), and is
thought to be
involved in
regulation of mRNA
stability. However,
in both cases, the
sequence motifs

GO:0042981|regulati
on of apoptotic
process;GO:004348
8|regulation of
mRNA stability;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00160
20|membrane;GO:0
005634|nucleus;GO:
0048471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00037
30|mRNA 3'-UTR
binding;GO:004482
2|poly(A) RNA
binding;

K13199

SERBP1;
plasminogen
activator inhibitor 1
RNA-binding
protein

ENSG00000213750 3 0 0 0 0.596966949 0 0 0 0 2.973416683 0.348504093 NA up no AP002982.1 processed_pseudog
ene

chr8:97624203-
97625079:-

gi|655887341|ref|XP
_008247273.1| 580 2.00E-100

PREDICTED: LOW
QUALITY
PROTEIN: 40S
ribosomal protein
S2-like
[Oryctolagus
cuniculus]

gi|224494334|ref|NG
_011027.1| 877 0

Homo sapiens
ribosomal protein
S2 pseudogene 33
(RPS2P33) on
chromosome 8

P46791 237 4.00E-76
40S ribosomal
protein S2
(Fragment)

SPCC576.08c 182 2.00E-54 COG0098 pfam00333 Ribosomal_S5
Ribosomal protein
S5, N-terminal
domain.

GO:0006412|translat
ion;

GO:0015935|small
ribosomal subunit;

GO:0003723|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

. .

ENSG00000213790 0 1 0 2 0.651240069 0 0 3 0 0.287546943 0.894711238 NA up no OLA1P1 processed_pseudog
ene

chr22:42107765-
42108953:-

gi|537152046|gb|ER
E71973.1| 1027 0

obg-like ATPase 1-
like protein
[Cricetulus griseus]

gi|595763561|gb|AC
254996.1| 1189 0

Homo sapiens
FOSMID clone
ABC14-
50418300F21 from
chromosome 22,
complete sequence

Q9NTK5 80.1 4.00E-15 Obg-like ATPase 1 aq_609 157 4.00E-77 COG0012 pfam06071 YchF-GTPase_C

Protein of unknown
function (DUF933).
This domain is
found at the C
terminus of the
YchF GTP-binding
protein and is
possibly related to
the ubiquitin-like
and MoaD/ThiS
superfamilies.

GO:0046034|ATP
metabolic process;

GO:0005913|cell-
cell adherens
junction;GO:000581
3|centrosome;GO:00
05737|cytoplasm;G
O:0070062|extracell
ular
exosome;GO:00160
20|membrane;GO:0
005730|nucleolus;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0098641
|cadherin binding
involved in cell-cell
adhesion;GO:00055
25|GTP
binding;GO:004687
2|metal ion
binding;GO:004302
3|ribosomal large
subunit
binding;GO:004302
2|ribosome binding;

. .



ENSG00000213866 6 11 4 16 9.034072555 9 10 15 6 0.35663065 0.498798415 0.619483903 up no YBX1P10 processed_pseudog
ene

chr9:35971344-
35972318:-

gi|297278427|ref|XP
_001088540.2| 470 4.00E-90

PREDICTED:
hypothetical protein
LOC700140
[Macaca mulatta]

gi|169646967|ref|NG
_003008.3| 975 0

Homo sapiens Y
box binding protein
1 pseudogene 10
(YBX1P10) on
chromosome 9

P62961 125 6.00E-77
Nuclease-sensitive
element-binding
protein 1

BU489 62.4 1.00E-11 COG1278 pfam00313 CSD 'Cold-shock' DNA-
binding domain.

GO:0070934|CRD-
mediated mRNA
stabilization;GO:000
6397|mRNA
processing;GO:0043
066|negative
regulation of
apoptotic
process;GO:004662
7|negative
regulation of insulin
receptor signaling
pathway;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00517
81|positive
regulation of cell
division;GO:000828
4|positive regulation
of cell
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00083
80|RNA
splicing;GO:000635
1|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0010494|cyt
oplasmic stress
granule;GO:0030425
|dendrite;GO:00055
76|extracellular
region;GO:0071204|
histone pre-mRNA
3'end processing
complex;GO:003052
9|ribonucleoprotein
complex;GO:199012
4|messenger
ribonucleoprotein
complex;GO:000563
4|nucleus;GO:00484
71|perinuclear
region of cytoplasm;

GO:0003729|mRNA
binding;GO:000203
9|p53
binding;GO:000372
3|RNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000369
7|single-stranded
DNA
binding;GO:000813
4|transcription
factor binding;

K09276
YBX1, NSEP1; Y-
box-binding protein
1

ENSG00000213923 2 3 6 0 1.936436404 0 0 0 1 3.886108365 0.013585444 0.044682909 up yes CSNK1E protein_coding chr22:38290691-
38318084:-

gi|4503093|ref|NP_0
01885.1| 2103 0

casein kinase I
isoform epsilon
[Homo sapiens]

gi|40549400|ref|NM
_152221.2| 2791 0

Homo sapiens
casein kinase 1,
epsilon (CSNK1E),
transcript variant 1,
mRNA

P48730 79 2.00E-15 Casein kinase I
isoform delta . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0006897|endocy
tosis;GO:0018105|pe
ptidyl-serine
phosphorylation;GO
:0032436|positive
regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:000646
8|protein
phosphorylation;GO
:0008360|regulation
of cell
shape;GO:0048511|r
hythmic
process;GO:001605
5|Wnt signaling
pathway;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K08959
CSNK1D; casein
kinase 1, delta
[EC:2.7.11.1]

ENSG00000213930 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no GALT protein_coding chr9:34638133-
34651035:+

gi|119578834|gb|EA
W58430.1| 1921 0

hCG2040046,
isoform CRA_c
[Homo sapiens]

gi|21755550|dbj|AK
096137.1| 2556 0

Homo sapiens
cDNA FLJ38818 fis,
clone
LIVER2007783,
highly similar to
Galactose-1-
phosphate
uridylyltransferase
(EC 2.7.7.12)

P07902 23.5 7.00E-34
Galactose-1-
phosphate
uridylyltransferase

HI0820 303 3.00E-98 COG1085 pfam02744 GalP_UDP_tr_C

Galactose-1-
phosphate uridyl
transferase, C-
terminal domain.
SCOP reports fold
duplication with N-
terminal domain.
Both involved in Zn
and Fe binding.

GO:0033499|galacto
se catabolic process
via UDP-
galactose;GO:00060
12|galactose
metabolic
process;GO:006162
3|glycolytic process
from galactose;

GO:0005794|Golgi
apparatus;

GO:0008108|UDP-
glucose:hexose-1-
phosphate
uridylyltransferase
activity;GO:0008270
|zinc ion binding;

K00965

galT, GALT;
UDPglucose--
hexose-1-phosphate
uridylyltransferase
[EC:2.7.7.12]

ENSG00000214391 0 0 0 5 0.838014242 1 0 1 1 0.978158679 0.595503649 NA up no TUBAP2 processed_pseudog
ene

chr11:90282560-
90284172:+

gi|119587277|gb|EA
W66873.1| 1936 0

hCG19802, isoform
CRA_b [Homo
sapiens]

gi|339275897|ref|NG
_029287.1| 1613 0

Homo sapiens
tubulin, alpha
pseudogene 2
(TUBAP2) on
chromosome 11

Q6P9V9 121 1.00E-28 Tubulin alpha-1B
chain SPBC800.05c 540 0 COG5023 pfam00091 Tubulin

Tubulin/FtsZ
family, GTPase
domain. This family
includes the tubulin
alpha, beta and
gamma chains, as
well as the bacterial
FtsZ family of
proteins. Members
of this family are
involved in polymer
formation. FtsZ is
the polymer-
forming protein of
bacterial cell
division. It is part of
a ring in the middle
of the dividing cell
that is required for
constriction of cell
membrane and cell
envelope to yield
two daughter cells.
FtsZ and tubulin are
GTPases. FtsZ can
polymerize into
tubes, sheets, and
rings in vitro and is
ubiquitous in
eubacteria and
archaea. Tubulin is
the major
component of
microtubules.

GO:0071353|cellular
response to
interleukin-
4;GO:0000226|micr
otubule
cytoskeleton
organization;

GO:0005881|cytopla
smic
microtubule;GO:007
0062|extracellular
exosome;GO:00432
09|myelin sheath;

GO:0003725|double
-stranded RNA
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0005200
|structural
constituent of
cytoskeleton;

K07374 TUBA; tubulin
alpha

ENSG00000214517 0 2 2 4 3.023420191 6 5 3 6 -0.844655102 0.313359446 0.44047935 down no PPME1 protein_coding chr11:74171099-
74254703:+

gi|409971401|ref|NP
_001258522.1| 1823 0

protein phosphatase
methylesterase 1
isoform b [Homo
sapiens]

gi|21754184|dbj|AK
095005.1| 4055 0

Homo sapiens
cDNA FLJ37686 fis,
clone
BRHIP2014063

Q4FZT2 110 4.00E-24 Protein phosphatase
methylesterase 1 SPBP4H10.17c 205 8.00E-58 COG0596 pfam12697 Abhydrolase_6

Alpha/beta
hydrolase family.
This family contains
alpha/beta hydrolase
enzymes of diverse
specificity.

GO:0006482|protein
demethylation;

GO:0005913|cell-
cell adherens
junction;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00517
22|protein C-
terminal
methylesterase
activity;GO:0051721
|protein
phosphatase 2A
binding;GO:001990
3|protein
phosphatase
binding;GO:000486
4|protein
phosphatase
inhibitor
activity;GO:0008601
|protein
phosphatase type
2A regulator
activity;

K13617

PPME1; protein
phosphatase
methylesterase 1
[EC:3.1.1.89]

ENSG00000214530 13 10 12 8 13.38063968 19 16 9 22 0.008811447 0.98577106 0.990334815 up no STARD10 protein_coding chr11:72754729-
72794168:-

gi|667250507|ref|XP
_008563271.1| 1521 0

PREDICTED:
PCTP-like protein
[Galeopterus
variegatus]

gi|116812599|ref|N
M_006645.2| 1963 0

Homo sapiens
StAR-related lipid
transfer (START)
domain containing
10 (STARD10),
mRNA

Q8N2A0 125 1.00E-34

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000184|nuclear
-transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0000028|r
ibosomal small
subunit
assembly;GO:00063
64|rRNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005829|cytosol
;GO:0022627|cytoso
lic small ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00310
12|extracellular
matrix;GO:0005925|
focal
adhesion;GO:00160
20|membrane;GO:0
005730|nucleolus;G
O:0005654|nucleopl
asm;GO:0005840|rib
osome;

GO:0044822|poly(A
) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

. .

ENSG00000214546 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC087491.1 lincRNA chr17:39619613-
39622513:+

gi|205831154|sp|A8
MU10.1|YQ047_HU
MAN

498 3.00E-61

RecName:
Full=Putative
uncharacterized
protein
ENSP00000381562

gi|551883956|tpe|HG
509026.1| 616 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000025
5987.1 (AC087491.2
gene), lincRNA

A8MU10 196 1.00E-62

Putative
uncharacterized
protein
ENSP00000381562

. . . . pfam09272 Hepsin-SRCR

Hepsin, SRCR.
Members of this
family form an
extracellular domain
of the serine
protease hepsin.
They are formed
primarily by three
elements of regular
secondary structure:
a 12-residue alpha
helix, a twisted five-
stranded antiparallel
beta sheet, and a
second, two-
stranded,
antiparallel sheet.
The two beta-sheets
lie at roughly right
angles to each other,
with the helix
nestled between the
two, adopting an
SRCR fold. The
exact function of
this domain has not
been identified,
though it probably
may serve to orient
the protease domain
or place it in the
vicinity of its
substrate.

GO:0007275|multice
llular organismal
development;GO:00
06351|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0003677|DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA binding;

. .

ENSG00000214655 4 7 3 14 7.733663096 16 7 10 7 -0.060170363 0.91707872 0.949343267 down no ZSWIM8 protein_coding chr10:73785582-
73801797:+

gi|122114658|ref|NP
_055852.2| 8092 0

zinc finger SWIM
domain-containing
protein 8 isoform 1
[Homo sapiens]

gi|335334960|ref|N
M_015037.3| 6062 0

Homo sapiens zinc
finger, SWIM-type
containing 8
(ZSWIM8),
transcript variant 1,
mRNA

A7E2V4 224 6.00E-58
Zinc finger SWIM
domain-containing
protein 8

all4744 67.8 2.00E-10 COG4715 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . GO:0008270|zinc
ion binding; . .



ENSG00000215210 0 0 2 1 0.752089754 0 1 0 2 0.61367057 0.739328129 NA up no RBMXP2 processed_pseudog
ene

chr9:30689105-
30690272:+

gi|291400889|ref|XP
_002716811.1| 990 2.00E-128

PREDICTED: RNA-
binding motif
protein, X
chromosome-like
[Oryctolagus
cuniculus]

gi|426214873|ref|NG
_004760.4| 1168 0

Homo sapiens RNA
binding motif
protein, X-linked
pseudogene 2
(RBMXP2) on
chromosome 9

A5A6M3 384 2.00E-129
RNA-binding motif
protein, X
chromosome

TP0356 57.8 2.00E-09 COG0724 pfam08081 RBM1CTR

RBM1CTR
(NUC064) family.
This C-terminal
region is found in
RBM1-like RNA
binding hnRNPs.

GO:0071347|cellular
response to
interleukin-
1;GO:0006509|mem
brane protein
ectodomain
proteolysis;GO:0006
397|mRNA
processing;GO:0048
025|negative
regulation of mRNA
splicing, via
spliceosome;GO:00
48026|positive
regulation of mRNA
splicing, via
spliceosome;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00512
60|protein
homooligomerizatio
n;GO:0000381|regul
ation of alternative
mRNA splicing, via
spliceosome;GO:00
08380|RNA
splicing;GO:000636
6|transcription from
RNA polymerase II
promoter;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
70062|extracellular
exosome;GO:00057
19|nuclear
euchromatin;GO:00
05634|nucleus;GO:0
044530|supraspliceo
somal complex;

GO:0003682|chrom
atin
binding;GO:000104
7|core promoter
binding;GO:000372
9|mRNA
binding;GO:000016
6|nucleotide
binding;GO:000372
3|RNA binding;

K12885

RBMX, HNRNPG;
heterogeneous
nuclear
ribonucleoprotein G

ENSG00000215218 0 0 0 1 0.807423336 2 1 2 2 -1.962022533 0.208389876 NA down no UBE2QL1 protein_coding chr5:6448623-
6494909:+

gi|545878515|ref|XP
_003134207.3| 971 2.00E-115

PREDICTED:
ubiquitin-
conjugating enzyme
E2Q-like protein
CG4502-like [Sus
scrofa]

gi|308153329|ref|N
M_001145161.2| 4317 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2Q family-like 1
(UBE2QL1), mRNA

A1L167 337 2.00E-105
Ubiquitin-
conjugating enzyme
E2Q-like protein 1

. . . . pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

. GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;

K10582
UBE2Q; ubiquitin-
conjugating enzyme
E2 Q [EC:2.3.2.23]

ENSG00000215301 731 1093 812 838 834.6710309 650 703 954 869 0.706226029 0.004333952 0.019593076 up no DDX3X protein_coding chrX:41333348-
41364472:+

gi|62087546|dbj|BA
D92220.1| 2877 0

DEAD/H (Asp-Glu-
Ala-Asp/His) box
polypeptide 3
variant [Homo
sapiens]

gi|2580549|gb|AF00
0982.1|HSAF0009825272 0

Homo sapiens dead
box, X isoform
(DBX) mRNA,
alternative transcript
2, complete cds

O00571 67.4 7.00E-12
ATP-dependent
RNA helicase
DDX3X

. . . . pfam00270 DEAD

DEAD/DEAH box
helicase. Members
of this family
include the DEAD
and DEAH box
helicases. Helicases
are involved in
unwinding nucleic
acids. The DEAD
box helicases are
involved in various
aspects of RNA
metabolizm,
including nuclear
transcription, pre
mRNA splicing,
ribosome
biogenesis,
nucleocytoplasmic
transport,
translation, RNA
decay and
organellar gene
expression.

. GO:0005737|cytopla
sm;

GO:0016279|protein
-lysine N-
methyltransferase
activity;

K11594

DDX3X, bel; ATP-
dependent RNA
helicase DDX3X
[EC:3.6.4.13]

ENSG00000215397 1 0 0 0 0.797659186 2 2 1 1 -1.73759199 0.276472535 NA down no SCRT2 protein_coding chr20:661596-
676179:-

gi|46430491|ref|NP_
149120.1| 1144 4.00E-143

transcriptional
repressor scratch 2
[Homo sapiens]

gi|197245441|ref|N
M_033129.3| 3577 0

Homo sapiens
scratch family zinc
finger 2 (SCRT2),
mRNA

Q9NQ03 441 5.00E-143 Transcriptional
repressor scratch 2 . . . . pfam03251 Tymo_45kd_70kd

Tymovirus 45/70Kd
protein.
Tymoviruses are
single stranded
RNA viruses. This
family includes a
protein of unknown
function that has
been named based
on its molecular
weight.
Tymoviruses such
as the ononis yellow
mosaic tymovirus
encode only three
proteins. Of these
two are overlapping
this protein overlaps
a larger ORF that is
thought to be the
polymerase.

GO:1902042|negativ
e regulation of
extrinsic apoptotic
signaling pathway
via death domain
receptors;GO:00001
22|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:20012
22|regulation of
neuron
migration;GO:00063
51|transcription,
DNA-templated;

GO:0000790|nuclear
chromatin;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000107
8|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09219 SCRT; scratch

ENSG00000215421 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no ZNF407 protein_coding chr18:74597870-
75065671:+

gi|134133288|ref|NP
_060227.2| 11659 0

zinc finger protein
407 isoform 1
[Homo sapiens]

gi|134133287|ref|N
M_017757.2| 7948 0

Homo sapiens zinc
finger protein 407
(ZNF407), transcript
variant 1, mRNA

Q9C0G0 171 1.00E-47 Zinc finger protein
407 SPAC4G8.13c 58.9 1.00E-07 COG5048 pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000215571 0 0 0 1 0.301719775 0 1 0 1 -0.142825035 0.955215068 NA down no GRK6P1 processed_pseudog
ene

chr13:21319156-
21320866:+

gi|119605405|gb|EA
W84999.1| 1079 0

G protein-coupled
receptor kinase 6,
isoform CRA_c
[Homo sapiens]

gi|426214632|ref|NG
_001133.4| 1711 0

Homo sapiens G
protein-coupled
receptor kinase 6
pseudogene 1
(GRK6P1) on
chromosome 13

P43250 417 0 G protein-coupled
receptor kinase 6 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0008277|regulati
on of G-protein
coupled receptor
protein signaling
pathway;GO:001605
5|Wnt signaling
pathway;

GO:0016020|membr
ane;GO:0005886|pla
sma membrane;

GO:0005524|ATP
binding;GO:004769
6|beta-adrenergic
receptor kinase
activity;GO:0004703
|G-protein coupled
receptor kinase
activity;

K08291

GRK4_5_6; G
protein-coupled
receptor kinase
[EC:2.7.11.16]

ENSG00000215717 0 1 0 3 0.751697907 1 1 1 0 0.74676989 0.650749277 NA up no TMEM167B protein_coding chr1:109089803-
109096934:+

gi|10047136|ref|NP_
064526.1| 373 2.00E-38

protein kish-B
precursor [Homo
sapiens]

gi|426330604|ref|X
M_004026248.1| 3542 0

PREDICTED:
Gorilla gorilla
gorilla
transmembrane
protein 167B
(TMEM167B),
mRNA

Q5RAU6 148 8.00E-40 Protein kish-B . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0000139|Golgi
membrane;GO:0016
021|integral
component of
membrane;

. . .

ENSG00000215861 0 0 0 0 0.698351078 4 2 0 1 -2.681424445 0.181623238 NA down no AC245297.1 unprocessed_pseud
ogene

chr1:149197992-
149321732:-

gi|19263586|gb|AAH
25406.1| 1366 0

Phosphodiesterase
4D interacting
protein [Homo
sapiens]

gi|19263585|gb|BC0
25406.1| 933 0

Homo sapiens
phosphodiesterase
4D interacting
protein, mRNA
(cDNA clone
IMAGE:4813248),
complete cds

Q5VU43 295 4.00E-88 Myomegalin . . . . pfam07989 Microtub_assoc

Microtubule
associated. This
presumed domain
has been identified
in two microtubule
associated proteins
in
Schizosaccharomyc
es pombe, Mto1 and
Pcp1. Mto1 has
been identified in
association with
spindle pole body
and non-spindle
pole body
microtubules. The
pericentrin homolog
Pcp1 is also
associated with the
fungal centrosome
or spindle pole
body (SPB).

GO:0043623|cellular
protein complex
assembly;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000579
4|Golgi
apparatus;GO:00300
16|myofibril;GO:00
05634|nucleus;

GO:0019899|enzym
e binding; K16549 PDE4DIP;

myomegalin

ENSG00000216285 0 0 0 1 0.811164361 1 2 3 1 -1.967276263 0.21645484 NA down no AC078819.1 processed_pseudog
ene

chr12:104030779-
104031543:+

gi|4505753|ref|NP_0
02620.1| 1284 3.00E-177

phosphoglycerate
mutase 1 [Homo
sapiens]

gi|169646139|ref|NG
_006125.3| 765 0

Homo sapiens
phosphoglycerate
mutase 1 (brain)
pseudogene
(LOC643576) on
chromosome 12

P18669 499 1.00E-178 Phosphoglycerate
mutase 1 gpmA 291 2.00E-97 COG0588 pfam00300 His_Phos_1

Histidine
phosphatase
superfamily (branch
1). The histidine
phosphatase
superfamily is so
named because
catalysis centres on
a conserved His
residue that is
transiently
phosphorylated
during the catalytic
cycle. Other
conserved residues
contribute to a
'phosphate pocket'
and interact with the
phospho group of
substrate before,
during and after its
transfer to the His
residue. Structure
and sequence
analyses show that
different families
contribute different
additional residues
to the 'phosphate
pocket' and, more
surprisingly, differ
in the position, in
sequence and in
three dimensions, of
a catalytically

GO:0061621|canoni
cal
glycolysis;GO:00060
94|gluconeogenesis;
GO:0006096|glycoly
tic
process;GO:000611
0|regulation of
glycolytic
process;GO:004345
6|regulation of
pentose-phosphate
shunt;GO:0045730|r
espiratory burst;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00160
20|membrane;

GO:0046538|2,3-
bisphosphoglycerate
-dependent
phosphoglycerate
mutase
activity;GO:0004083
|bisphosphoglycerat
e 2-phosphatase
activity;GO:0004082
|bisphosphoglycerat
e mutase
activity;GO:0004619
|phosphoglycerate
mutase
activity;GO:0019901
|protein kinase
binding;

K01834

PGAM, gpmA; 2,3-
bisphosphoglycerate
-dependent
phosphoglycerate
mutase
[EC:5.4.2.11]



ENSG00000217128 0 0 0 3 5.915399983 22 10 10 14 -3.768688179 0.000286463 0.002425849 down yes FNIP1 protein_coding chr5:131641714-
131797063:-

gi|313104236|sp|Q8
TF40.3|FNIP1_HU
MAN

5946 0
RecName:
Full=Folliculin-
interacting protein 1

gi|120953290|ref|N
M_133372.2| 6526 0

Homo sapiens
folliculin interacting
protein 1 (FNIP1),
transcript variant 1,
mRNA

Q8TF40 2291 0 Folliculin-
interacting protein 1 . . . . pfam14637 FNIP_M

Folliculin-
interacting protein
middle domain.
This is the middle
domain of
folliculin-interacting
proteins.

GO:0009267|cellular
response to
starvation;GO:00023
27|immature B cell
differentiation;GO:0
043154|negative
regulation of
cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:003200
7|negative
regulation of TOR
signaling;GO:00001
22|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00029
04|positive
regulation of B cell
apoptotic
process;GO:003313
8|positive regulation
of peptidyl-serine
phosphorylation;GO
:0031334|positive
regulation of
protein complex
assembly;GO:00019
34|positive
regulation of
protein
phosphorylation;GO

GO:0005737|cytopla
sm;

GO:0005085|guanyl
-nucleotide
exchange factor
activity;

. .

ENSG00000218283 0 0 1 1 0.284508243 0 0 0 0 1.982045671 0.513353684 NA up no MORF4L1P1 processed_pseudog
ene

chr1:220253570-
220254536:+

gi|146327811|gb|AA
I41841.1| 1691 0

Mortality factor 4
like 1 [Homo
sapiens]

gi|264681514|ref|NG
_015837.1| 967 0

Homo sapiens
RAB3 GTPase
activating protein
subunit 2 (non-
catalytic)
(RAB3GAP2),
RefSeqGene on
chromosome 1

Q6AYU1 654 0 Mortality factor 4-
like protein 1 . . . . pfam05712 MRG

MRG. This family
consists of three
different eukaryotic
proteins (mortality
factor 4
(MORF4/MRG15),
male-specific lethal
3(MSL-3) and
ESA1-associated
factor 3(EAF3)). It
is thought that the
MRG family is
involved in
transcriptional
regulation via
histone acetylation.
It contains 2
chromo domains
and a leucine zipper
motif.

GO:0008283|cell
proliferation;GO:00
06338|chromatin
remodeling;GO:000
6342|chromatin
silencing;GO:00007
24|double-strand
break repair via
homologous
recombination;GO:0
016575|histone
deacetylation;GO:00
43968|histone H2A
acetylation;GO:0043
967|histone H4
acetylation;GO:0040
008|regulation of
growth;GO:0006351
|transcription, DNA-
templated;

GO:0035267|NuA4
histone
acetyltransferase
complex;GO:001658
0|Sin3 complex;

GO:0003682|chrom
atin binding; K11339

MORF4L1, MRG15,
EAF3; mortality
factor 4-like protein
1

ENSG00000218336 5 6 3 8 5.175120936 5 1 11 3 0.641321279 0.386992986 0.516070636 up no TENM3 protein_coding chr4:182143987-
182803024:+

gi|122937400|ref|NP
_001073946.1| 13888 0 teneurin-3 [Homo

sapiens]
gi|574957120|ref|N
M_001080477.2| 10810 0

Homo sapiens
teneurin
transmembrane
protein 3 (TENM3),
mRNA

Q9P273 323 2.00E-99 Teneurin-3 . . . . pfam06484 Ten_N

Teneurin
Intracellular Region.
This family is found
in the intracellular
N-terminal region
of the Teneurin
family of proteins.
These proteins are
'pair-rule' genes and
are involved in
tissue patterning,
specifically
probably neural
patterning. The
intracellular domain
is cleaved in
response to
homophilic
interaction of the
extracellular
domain, and
translocates to the
nucleus. Here it
probably carries out
to some
transcriptional
regulatory activity.
The length of this
region and the
conservation
suggests that there
may be two
structural domains
here (personal
obs:C Yeats)

GO:0048593|camera
-type eye
morphogenesis;GO:
0000902|cell
morphogenesis;GO:
0007157|heterophili
c cell-cell adhesion
via plasma
membrane cell
adhesion
molecules;GO:0007
156|homophilic cell
adhesion via plasma
membrane adhesion
molecules;GO:0048
666|neuron
development;GO:00
10976|positive
regulation of
neuron projection
development;GO:00
97264|self
proteolysis;GO:0007
165|signal
transduction;

GO:0030424|axon;G
O:0005887|integral
component of
plasma
membrane;GO:0016
020|membrane;GO:
0043005|neuron
projection;

GO:0050839|cell
adhesion molecule
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;

. .

ENSG00000218766 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AL450338.1 processed_pseudog
ene

chr6:85868953-
85869464:+

gi|225716086|gb|AC
O13889.1| 258 6.00E-38

Ras-related C3
botulinum toxin
substrate 2
precursor [Esox
lucius]

gi|298358023|ref|NG
_022359.1| 512 0

Homo sapiens ras-
related C3
botulinum toxin
substrate 2 (rho
family, small GTP
binding protein
Rac2) pseudogene
(LOC100133102) on
chromosome 6

Q6RUV5 108 1.00E-38
Ras-related C3
botulinum toxin
substrate 1

SPAC110.03 87.4 2.00E-28 COG1100 pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0030036|actin
cytoskeleton
organization;GO:00
07015|actin filament
organization;GO:00
30041|actin filament
polymerization;GO:
0048532|anatomical
structure
arrangement;GO:00
02093|auditory
receptor cell
morphogenesis;GO:
0007411|axon
guidance;GO:00454
53|bone
resorption;GO:0048
870|cell
motility;GO:000828
3|cell
proliferation;GO:00
45216|cell-cell
junction
organization;GO:00
71260|cellular
response to
mechanical
stimulus;GO:002189
4|cerebral cortex
GABAergic
interneuron
development;GO:00
21799|cerebral
cortex radially
oriented cell

GO:0005884|actin
filament;GO:000573
7|cytoplasm;GO:003
6464|cytoplasmic
ribonucleoprotein
granule;GO:0031410
|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0031901
|early endosome
membrane;GO:0070
062|extracellular
exosome;GO:00198
97|extrinsic
component of
plasma
membrane;GO:0005
925|focal
adhesion;GO:00001
39|Golgi
membrane;GO:0030
027|lamellipodium;
GO:0042470|melano
some;GO:0016020|
membrane;GO:0005
634|nucleus;GO:000
1891|phagocytic
cup;GO:0032587|ruf
fle
membrane;GO:0005
802|trans-Golgi
network;

GO:0051117|ATPas
e
binding;GO:000552
5|GTP
binding;GO:000392
4|GTPase
activity;GO:0042826
|histone deacetylase
binding;GO:001990
1|protein kinase
binding;GO:001713
7|Rab GTPase
binding;GO:005102
2|Rho GDP-
dissociation
inhibitor binding;

K04392
RAC1; Ras-related
C3 botulinum toxin
substrate 1

ENSG00000219085 5 6 3 3 3.012259621 2 1 1 0 2.667851612 0.008622533 0.032429151 up yes NPM1P37 processed_pseudog
ene

chr6:69705287-
69706160:-

gi|197692173|dbj|B
AG70050.1| 568 2.00E-114

nucleophosmin 1
isoform 1 [Homo
sapiens]

gi|586598001|ref|NG
_025830.2| 874 0

Homo sapiens
nucleophosmin 1
(nucleolar
phosphoprotein
B23, numatrin)
pseudogene 37
(NPM1P37) on
chromosome 6

P06748 221 4.00E-115 Nucleophosmin . . . . pfam03066 Nucleoplasmin

Nucleoplasmin.
Nucleoplasmins are
also known as
chromatin
decondensation
proteins. They bind
to core histones and
transfer DNA to
them in a reaction
that requires ATP.
This is thought to
play a role in the
assembly of regular
nucleosomal arrays.

GO:0007569|cell
aging;GO:0034080|
CENP-A containing
nucleosome
assembly;GO:00070
98|centrosome
cycle;GO:0006977|D
NA damage
response, signal
transduction by p53
class mediator
resulting in cell
cycle
arrest;GO:0006281|
DNA
repair;GO:0006886|i
ntracellular protein
transport;GO:00430
66|negative
regulation of
apoptotic
process;GO:000828
5|negative
regulation of cell
proliferation;GO:00
10826|negative
regulation of
centrosome
duplication;GO:004
4387|negative
regulation of
protein kinase
activity by
regulation of
protein

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00059
25|focal
adhesion;GO:00305
29|ribonucleoprotei
n
complex;GO:001602
0|membrane;GO:00
05730|nucleolus;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0031616|spi
ndle pole
centrosome;

GO:0003677|DNA
binding;GO:004239
3|histone
binding;GO:005105
9|NF-kappaB
binding;GO:000554
7|phosphatidylinosit
ol-3,4,5-
trisphosphate
binding;GO:004482
2|poly(A) RNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0019901
|protein kinase
binding;GO:000486
0|protein kinase
inhibitor
activity;GO:0043023
|ribosomal large
subunit
binding;GO:004302
4|ribosomal small
subunit
binding;GO:000372
3|RNA
binding;GO:003095
7|Tat protein
binding;GO:000371
3|transcription
coactivator

K11276 NPM1;
nucleophosmin 1

ENSG00000219102 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no HNRNPA3P12 processed_pseudog
ene

chr1:53974969-
53976031:-

gi|148697232|gb|ED
L29179.1| 722 8.00E-91 mCG1035404 [Mus

musculus]
gi|4835258|emb|AL0
31427.15| 1063 0

Human DNA
sequence from
clone RP1-167A19
on chromosome
1p32.1-33, complete
sequence

P51968 285 2.00E-91

Heterogeneous
nuclear
ribonucleoprotein
A3 homolog 1

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

.

GO:0030529|ribonu
cleoprotein
complex;GO:000563
4|nucleus;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K12741

HNRNPA1_3;
heterogeneous
nuclear
ribonucleoprotein
A1/A3

ENSG00000219201 0 1 0 4 1.753285039 2 2 4 4 -0.883674148 0.43985804 0.568929308 down no AC138392.1 processed_pseudog
ene

chr1:77810861-
77811781:-

gi|119626771|gb|EA
X06366.1| 1424 0

chromosome 1 open
reading frame 80
[Homo sapiens]

gi|338827660|ref|NG
_029229.1| 921 0

Homo sapiens axin
interactor,
dorsalization
associated
pseudogene
(LOC653631) on
chromosome 1

Q5RAV3 547 0
Axin interactor,
dorsalization-
associated protein

. . . . pfam14186 Aida_C2

Cytoskeletal
adhesion. This is
the C-terminal
domain of the axin-
interacting protein
family, and is a
distinct version of
the C2 domain. This
domain is critical
for interactions with
cytoskeletal in the
context of cellular
adhesion points.

GO:0009953|dorsal/
ventral pattern
formation;GO:0046
329|negative
regulation of JNK
cascade;GO:004350
8|negative
regulation of JUN
kinase
activity;GO:0043496
|regulation of
protein
homodimerization
activity;

GO:0005737|cytopla
sm; . . .



ENSG00000219329 0 1 0 1 0.233985163 0 0 0 0 1.924005743 0.550387422 NA up no AL357515.1 processed_pseudog
ene

chr6:110923566-
110924107:+

gi|426357148|ref|XP
_004045909.1| 400 2.00E-45

PREDICTED: 28
kDa heat- and acid-
stable
phosphoprotein
[Gorilla gorilla
gorilla]

gi|298358066|ref|NG
_022368.1| 542 0

Homo sapiens
PDGFA associated
protein 1
pseudogene
(LOC442244) on
chromosome 6

Q13442 140 3.00E-40
28 kDa heat- and
acid-stable
phosphoprotein

. . . . pfam10252 PP28

Casein kinase
substrate
phosphoprotein
PP28. This domain
is a region of 70
residues conserved
in proteins from
plants to humans
and contains a
serine/arginine rich
motif. In rats the
full protein is a
casein kinase
substrate, and this
region contains
phosphorylation
sites for both
cAMP-dependent
protein kinase and
casein kinase II.

GO:0008283|cell
proliferation;GO:00
07165|signal
transduction;

. GO:0044822|poly(A
) RNA binding; . .

ENSG00000219438 1 2 3 4 7.766521558 16 18 11 19 -2.154236808 0.00058609 0.004364334 down yes FAM19A5 protein_coding chr22:48489460-
48850912:+

gi|119593868|gb|EA
W73462.1| 1085 7.00E-143

family with
sequence similarity
19 (chemokine (C-C
motif)-like),
member A5,
isoform CRA_a,
partial [Homo
sapiens]

gi|544346137|ref|N
M_015381.6| 2638 0

Homo sapiens
family with
sequence similarity
19 (chemokine (C-C
motif)-like),
member A5
(FAM19A5),
transcript variant 2,
mRNA

Q7Z5A7 253 2.00E-80 Protein FAM19A5 . . . . pfam12020 TAFA

TAFA family. This
family of secreted
proteins are brain
specific and thought
to be chemokines.
These proteins are
found in
vertebrates. Proteins
in this family are
typically between 94
to 133 amino acids
in length and
contain a number of
conserved cysteines.

.

GO:0005576|extrace
llular
region;GO:0016021|
integral component
of membrane;

. . .

ENSG00000219797 54 56 69 32 40.86823827 13 22 21 18 2.168528693 1.17E-06 4.05E-05 up yes PPIAP9 processed_pseudog
ene

chr6:31519480-
31520291:-

gi|344293903|ref|XP
_003418659.1| 759 2.00E-100

PREDICTED:
peptidyl-prolyl cis-
trans isomerase A
[Loxodonta
africana]

gi|635080874|ref|X
M_007970696.1| 399 0

PREDICTED:
Chlorocebus
sabaeus peptidyl-
prolyl cis-trans
isomerase A-like
(LOC103220310),
mRNA

Q5R8S7 295 3.00E-101 Peptidyl-prolyl cis-
trans isomerase A SPBC28F2.03 209 4.00E-68 COG0652 pfam00160 Pro_isomerase

Cyclophilin type
peptidyl-prolyl cis-
trans
isomerase/CLD. The
peptidyl-prolyl cis-
trans isomerases,
also known as
cyclophilins, share
this domain of
about 109 amino
acids. Cyclophilins
have been found in
all organisms
studied so far and
catalyse peptidyl-
prolyl isomerization
during which the
peptide bond
preceding proline
(the peptidyl-prolyl
bond) is stabilized
in the cis
conformation.
Mammalian
cyclophilin A
(CypA) is a major
cellular target for
the
immunosuppressive
drug cyclosporin A
(CsA). Other roles
for cyclophilins
may include
chaperone and cell
signalling function

GO:0006457|protein
folding;GO:0000413
|protein peptidyl-
prolyl
isomerization;GO:00
45069|regulation of
viral genome
replication;

GO:0005829|cytosol
;GO:0005576|extrac
ellular
region;GO:0005634|
nucleus;

GO:0042277|peptide
binding;GO:000375
5|peptidyl-prolyl
cis-trans isomerase
activity;

. .

ENSG00000220205 0 0 0 1 0.408357099 1 0 1 1 -0.742489825 0.718303695 NA down no VAMP2 protein_coding chr17:8159149-
8163546:-

gi|591319669|ref|XP
_007099428.1| 411 3.00E-48

PREDICTED: LOW
QUALITY
PROTEIN: vesicle-
associated
membrane protein 2
(synaptobrevin 2),
partial [Panthera
tigris altaica]

gi|172072619|ref|N
M_014232.2| 2153 0

Homo sapiens
vesicle-associated
membrane protein 2
(synaptobrevin 2)
(VAMP2), mRNA

P63026 149 3.00E-41 Vesicle-associated
membrane protein 2 YAL030w 63.2 9.00E-11 COG5143 pfam00957 Synaptobrevin Synaptobrevin.

GO:0017004|cytochr
ome complex
assembly;GO:00068
87|exocytosis;GO:00
31580|membrane
raft
distribution;GO:190
2259|regulation of
delayed rectifier
potassium channel
activity;GO:0007165
|signal
transduction;GO:00
42311|vasodilation;
GO:0006906|vesicle
fusion;

GO:0005901|caveol
a;GO:0030054|cell
junction;GO:001602
1|integral
component of
membrane;GO:0005
765|lysosomal
membrane;GO:0043
005|neuron
projection;GO:0031
201|SNARE
complex;GO:003067
2|synaptic vesicle
membrane;GO:0031
982|vesicle;

GO:0005484|SNAP
receptor
activity;GO:0019905
|syntaxin binding;

K13504
VAMP2; vesicle-
associated
membrane protein 2

ENSG00000221823 73 79 83 75 75.78046617 57 74 77 78 0.716628458 0.013380849 0.04459907 up no PPP3R1 protein_coding chr2:68178857-
68256237:-

gi|332226692|ref|XP
_003262526.1| 973 1.00E-130

PREDICTED:
calcineurin subunit
B type 1 isoform X1
[Nomascus
leucogenys]

gi|45238847|ref|NM
_000945.3| 3011 0

Homo sapiens
protein phosphatase
3, regulatory
subunit B, alpha
(PPP3R1), mRNA

P63100 342 7.00E-119 Calcineurin subunit
B type 1 YKL190w 192 5.00E-55 COG5126 pfam13499 EF-hand_7 EF-hand domain

pair.
GO:0006470|protein
dephosphorylation;

GO:0005829|cytosol
;GO:0042383|sarcol
emma;

GO:0005509|calciu
m ion
binding;GO:000472
1|phosphoprotein
phosphatase
activity;

K06268

PPP3R, CNB;
serine/threonine-
protein phosphatase
2B regulatory
subunit

ENSG00000221866 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no PLXNA4 protein_coding chr7:132123332-
132648688:-

gi|795227774|ref|XP
_011851225.1| 10301 0

PREDICTED:
plexin-A4 isoform
X1 [Mandrillus
leucophaeus]

gi|157738644|ref|N
M_020911.1| 13061 0

Homo sapiens
plexin A4
(PLXNA4),
transcript variant 1,
mRNA

Q9HCM2 3926 0 Plexin-A4 . . . . pfam08337 Plexin_cytopl

Plexin cytoplasmic
RasGAP domain.
This family features
the C-terminal
regions of various
plexins. Plexins are
receptors for
semaphorins, and
plexin signalling is
important in path
finding and
patterning of both
neurons and
developing blood
vessels. The
cytoplasmic region,
which has been
called a SEX
domain in some
members of this
family, is involved
in downstream
signalling pathways,
by interaction with
proteins such as
Rac1, RhoD, Rnd1
and other plexins.
This domain acts as
a RasGAP domain.

GO:0021960|anterio
r commissure
morphogenesis;GO:
0021785|branchiom
otor neuron axon
guidance;GO:00217
93|chemorepulsion
of branchiomotor
axon;GO:0021612|fa
cial nerve structural
organization;GO:00
21615|glossopharyn
geal nerve
morphogenesis;GO:
0021784|postganglio
nic parasympathetic
fiber
development;GO:00
48841|regulation of
axon extension
involved in axon
guidance;GO:00303
34|regulation of cell
migration;GO:00509
23|regulation of
negative
chemotaxis;GO:007
1526|semaphorin-
plexin signaling
pathway;GO:190228
7|semaphorin-plexin
signaling pathway
involved in axon
guidance;GO:00484
85|sympathetic

GO:0005887|integral
component of
plasma
membrane;GO:0005
886|plasma
membrane;GO:0002
116|semaphorin
receptor complex;

GO:0017154|semap
horin receptor
activity;

K06820 PLXNA; plexin A

ENSG00000221914 1 1 1 16 9.093117762 21 20 12 16 -1.518423111 0.046315428 0.107491421 down no PPP2R2A protein_coding chr8:26291491-
26372680:+

gi|281347194|gb|EF
B22778.1| 2413 0

hypothetical protein
PANDA_002366,
partial [Ailuropoda
melanoleuca]

gi|294832007|ref|N
M_002717.3| 3940 0

Homo sapiens
protein phosphatase
2, regulatory
subunit B, alpha
(PPP2R2A),
transcript variant 1,
mRNA

P36876 303 1.00E-99

Serine/threonine-
protein phosphatase
2A 55 kDa
regulatory subunit B
alpha isoform

SPAC227.07c 456 7.00E-146 COG5170 pfam08728 CRT10

CRT10. CRT10 is a
transcriptional
regulator of
ribonucleotide
reductase (RNR)
genes. RNR
catalyses the rate
limiting step in
dNTP synthesis.
Mutations in CRT10
have been shown to
enhance
hydroxyurea
resistance.

GO:0006470|protein
dephosphorylation;
GO:0043278|respon
se to morphine;

GO:0000159|protein
phosphatase type
2A complex;

GO:0008601|protein
phosphatase type
2A regulator
activity;GO:0004722
|protein
serine/threonine
phosphatase
activity;

K04354

PPP2R2;
serine/threonine-
protein phosphatase
2A regulatory
subunit B

ENSG00000221978 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no CCNL2 protein_coding chr1:1385711-
1399328:-

gi|88758580|ref|NP_
112199.2| 2136 0 cyclin-L2 isoform A

[Homo sapiens]
gi|18676571|dbj|AK
074112.1| 4452 0

Homo sapiens
mRNA for
FLJ00183 protein

Q96S94 229 1.00E-93 Cyclin-L2 SPAC1296.05c 53.1 7.00E-13 COG5333 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0045737|positiv
e regulation of
cyclin-dependent
protein
serine/threonine
kinase
activity;GO:1901409
|positive regulation
of phosphorylation
of RNA polymerase
II C-terminal
domain;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0000307|cyclin-
dependent protein
kinase holoenzyme
complex;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00166
07|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0016538|cyclin-
dependent protein
serine/threonine
kinase regulator
activity;

. .

ENSG00000221983 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no UBA52 protein_coding chr19:18571730-
18577550:+

gi|530415146|ref|XP
_005260108.1| 847 1.00E-112

PREDICTED:
ubiquitin-60S
ribosomal protein
L40 isoform X2
[Homo sapiens]

gi|77539054|ref|NM
_001033930.1| 2755 0

Homo sapiens
ubiquitin A-52
residue ribosomal
protein fusion
product 1 (UBA52),
transcript variant 1,
mRNA

P0C276 263 5.00E-89
Ubiquitin-60S
ribosomal protein
L40

ECU02g0740i 154 3.00E-47 COG5272 pfam00240 ubiquitin

Ubiquitin family.
This family contains
a number of
ubiquitin-like
proteins: SUMO
(smt3 homologue)
Nedd8, Elongin B,
Rub1, and Parkin.
A number of them
are thought to carry
a distinctive five-
residue motif
termed the
proteasome-
interacting motif
(PIM), which may
have a biologically
significant role in
protein delivery to
proteasomes and
recruitment of
proteasomes to
transcription sites.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. K02927

RP-L40e, RPL40;
large subunit
ribosomal protein
L40e

ENSG00000222795 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no RNU4-83P snRNA chr8:100831728-
100831860:- . . . . gi|21327537|gb|AC0

27373.11| 133 1.00E-62

Homo sapiens
chromosome 8,
clone RP11-521I2,
complete sequence

. . . . . . . . pfam01843 DIL
DIL domain. The
DIL domain has no
known function.

. . . . .



ENSG00000223198 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RNU2-22P snRNA chr2:231501990-
231502201:- . . . . gi|302486538|ref|NG

_023670.1| 212 3.00E-106

Homo sapiens
nucleolin
pseudogene
(LOC100418727) on
chromosome 2

. . . . . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . . . .

ENSG00000223401 2 0 0 1 0.505392252 0 0 0 0 2.733618622 0.296398476 NA up no AC072022.1 protein_coding chr3:187743686-
187746028:+

gi|675726563|ref|XP
_008979715.1| 249 1.00E-20

PREDICTED:
uncharacterized
protein
LOC103788211
[Callithrix jacchus]

gi|166235119|ref|NG
_007149.1| 787 0

Homo sapiens B-
cell CLL/lymphoma
6 (BCL6),
RefSeqGene on
chromosome 3

. . . . . . . . pfam00148 Oxidored_nitro
Nitrogenase
component 1 type
Oxidoreductase.

. . . . .

ENSG00000223949 0 0 0 0 0.202961082 2 0 0 0 -0.899764408 0.798840138 NA down no ROR1-AS1 antisense chr1:64094442-
64171297:-

gi|2072951|gb|AAC5
1263.1| 740 0 putative p150

[Homo sapiens]
gi|551896549|tpe|HG
492135.1| 2189 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000002
5008.1 (RP11-
24J23.2 gene),
antisense

O00370 409 9.00E-158

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006457|protein
folding;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005739|mi
tochondrion;GO:00
05634|nucleus;GO:0
016272|prefoldin
complex;

GO:0051087|chaper
one binding; . .

ENSG00000224411 1 0 0 0 0.400392614 0 1 1 0 -0.156943101 0.947341056 NA down no HSP90AA2P processed_pseudog
ene

chr11:27888838-
27891033:-

gi|743744923|ref|XP
_010967090.1| 2456 0

PREDICTED: heat
shock protein HSP
90-alpha [Camelus
bactrianus]

gi|169646193|ref|NG
_005856.3| 2196 0

Homo sapiens heat
shock protein
90kDa alpha
(cytosolic), class A
member 2,
pseudogene
(HSP90AA2P) on
chromosome 11

P07900 323 3.00E-97 Heat shock protein
HSP 90-alpha SPAC926.04c 377 7.00E-144 COG0326 pfam00183 HSP90 Hsp90 protein.

GO:0010659|cardiac
muscle cell
apoptotic
process;GO:006168
4|chaperone-
mediated
autophagy;GO:0051
131|chaperone-
mediated protein
complex
assembly;GO:00381
28|ERBB2 signaling
pathway;GO:003809
6|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
00086|G2/M
transition of mitotic
cell
cycle;GO:0006839|
mitochondrial
transport;GO:00017
64|neuron
migration;GO:00604
52|positive
regulation of
cardiac muscle
contraction;GO:004
5793|positive
regulation of cell
size;GO:0010592|po
sitive regulation of
lamellipodium
assembly;GO:00454

GO:0016324|apical
plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0031
526|brush border
membrane;GO:0009
986|cell
surface;GO:0005737
|cytoplasm;GO:0005
829|cytosol;GO:007
1682|endocytic
vesicle
lumen;GO:0070062|
extracellular
exosome;GO:00310
12|extracellular
matrix;GO:0005576|
extracellular
region;GO:0043202|
lysosomal
lumen;GO:0042470|
melanosome;GO:00
16020|membrane;G
O:0043209|myelin
sheath;GO:0043005|
neuron
projection;GO:0043
025|neuronal cell
body;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;GO:00
48471|perinuclear
region of

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0002135
|CTP
binding;GO:003256
4|dATP
binding;GO:000194
8|glycoprotein
binding;GO:000552
5|GTP
binding;GO:005102
0|GTPase
binding;GO:004282
6|histone
deacetylase
binding;GO:004280
2|identical protein
binding;GO:002302
6|MHC class II
protein complex
binding;GO:000372
9|mRNA
binding;GO:003023
5|nitric-oxide
synthase regulator
activity;GO:0000166
|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:004280
3|protein
homodimerization
activity;GO:0004713
|protein tyrosine

K04079
htpG, HSP90A;
molecular
chaperone HtpG

ENSG00000224470 85 60 79 48 51.97399958 14 18 32 19 2.381960425 2.69E-07 1.20E-05 up yes ATXN1L protein_coding chr16:71845991-
71885268:+

gi|212549561|ref|NP
_001131147.1| 3388 0 ataxin-1-like [Homo

sapiens]
gi|401709969|ref|N
M_001137675.3| 7886 0

Homo sapiens
ataxin 1-like
(ATXN1L), mRNA

P0C7T5 1309 0 Ataxin-1-like . . . . pfam08517 AXH

Ataxin-1 and HBP1
module (AXH).
AXH is a protein-
protein and RNA
binding motif found
in Ataxin-1 (ATX1).
ATX1 is responsible
for the autosomal-
dominant
neurodegenerative
disorder
Spinocerebellar
ataxia type-1
(SCA1) in humans.
The AXH module
has also been
identified in the
apparently unrelated
transcription factor
HBP1 which is
thought to be
involved in the
architectural
regulation of
chromatin and in
specific gene
expression.

GO:0030198|extrace
llular matrix
organization;GO:00
48286|lung alveolus
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:19020
35|positive
regulation of
hematopoietic stem
cell
proliferation;GO:00
06351|transcription,
DNA-templated;

GO:0030425|dendrit
e;GO:0005730|nucle
olus;GO:0005654|nu
cleoplasm;GO:0005
634|nucleus;

GO:0003677|DNA
binding;GO:000372
3|RNA binding;

. .

ENSG00000224578 2 13 7 11 8.85915687 18 9 7 10 0.062056754 0.911502453 0.944697468 up no HNRNPA1P48 transcribed_process
ed_pseudogene

chr16:51645756-
51647132:+

gi|694988245|ref|XP
_009438577.1| 1121 1.00E-147

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
A1-like [Pan
troglodytes]

gi|169646848|ref|NG
_005530.4| 1377 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein
A1 pseudogene 48
(HNRNPA1P48) on
chromosome 16

P09651 408 5.00E-140

Heterogeneous
nuclear
ribonucleoprotein
A1

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0008543|fibrobl
ast growth factor
receptor signaling
pathway;GO:001046
7|gene
expression;GO:0006
397|mRNA
processing;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
51028|mRNA
transport;GO:00322
11|negative
regulation of
telomere
maintenance via
telomerase;GO:0051
168|nuclear
export;GO:0051170|
nuclear
import;GO:0032212|
positive regulation
of telomere
maintenance via
telomerase;GO:0006
405|RNA export
from
nucleus;GO:001603
2|viral process;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05737|cytoplasm;G
O:0070062|extracell
ular
exosome;GO:00305
29|ribonucleoprotei
n
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;GO:0005681|splice
osomal complex;

GO:0098505|G-rich
strand telomeric
DNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000369
7|single-stranded
DNA
binding;GO:000372
7|single-stranded
RNA binding;

K12741

HNRNPA1_3;
heterogeneous
nuclear
ribonucleoprotein
A1/A3

ENSG00000224699 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no LAMTOR5-AS1 processed_transcrip
t

chr1:110347116-
110443817:+

gi|38788353|ref|NP_
006393.2| 493 1.00E-58

ragulator complex
protein LAMTOR5
[Homo sapiens]

gi|551897249|tpe|HG
492399.1| 953 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000047
2670.1 (RP11-
225L12.2 gene),
antisense

O15374 94.4 2.00E-20 Monocarboxylate
transporter 5 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0010468|regulati
on of gene
expression;

GO:0005634|nucleu
s;

GO:0051213|dioxyg
enase
activity;GO:0071558
|histone
demethylase activity
(H3-K27
specific);GO:004687
2|metal ion binding;

K05632

AIP4, ITCH;
atrophin-1
interacting protein 4
[EC:2.3.2.26]

ENSG00000224775 0 0 0 0 0.201403631 0 1 1 0 -0.879687366 0.795637478 NA down no BRAFP1 unprocessed_pseud
ogene

chrX:75582676-
75585506:+

gi|332243387|ref|XP
_003270861.1| 2581 0

PREDICTED:
serine/threonine-
protein kinase B-raf
isoform X2
[Nomascus
leucogenys]

gi|224028290|ref|NG
_003108.2| 2590 0

Homo sapiens
BRAF pseudogene
1 (BRAFP1) on
chromosome X

P15056 994 0 Serine/threonine-
protein kinase B-raf . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0009887|organ
morphogenesis;GO:
0043367|CD4-
positive, alpha-beta
T cell
differentiation;GO:0
071277|cellular
response to calcium
ion;GO:0035690|cell
ular response to
drug;GO:0090150|es
tablishment of
protein localization
to
membrane;GO:0060
324|face
development;GO:00
15758|glucose
transport;GO:00603
23|head
morphogenesis;GO:
0060291|long-term
synaptic
potentiation;GO:000
0165|MAPK
cascade;GO:000231
8|myeloid
progenitor cell
differentiation;GO:0
043066|negative
regulation of
apoptotic
process;GO:200035
2|negative
regulation of

GO:0044297|cell
body;GO:0005737|c
ytoplasm;GO:00058
29|cytosol;GO:0043
231|intracellular
membrane-bounded
organelle;GO:00057
39|mitochondrion;G
O:0043005|neuron
projection;GO:0005
634|nucleus;GO:000
5886|plasma
membrane;

GO:0005524|ATP
binding;GO:000550
9|calcium ion
binding;GO:004280
2|identical protein
binding;GO:000470
9|MAP kinase
kinase kinase
activity;GO:0004672
|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K04365

BRAF; B-Raf proto-
oncogene
serine/threonine-
protein kinase
[EC:2.7.11.1]

ENSG00000224831 1 3 2 1 1.6441308 2 1 2 1 0.770541083 0.474056428 0.598517788 up no AC117395.2 processed_pseudog
ene

chr3:149982181-
149983308:-

gi|119369512|ref|NP
_001073277.1| 1892 0

transmembrane
protein 183B [Homo
sapiens]

gi|119369511|ref|N
M_001079809.1| 1128 0

Homo sapiens
transmembrane
protein 183B
(TMEM183B),
mRNA

Q1AE95 731 0 Transmembrane
protein 183B . . . . pfam12937 F-box-like

F-box-like. This is
an F-box-like
family.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000224856 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no AL035398.1 processed_pseudog
ene

chr22:43957027-
43957348:+

gi|555986308|ref|XP
_005905018.1| 277 2.00E-43

PREDICTED: 60S
ribosomal protein
L35a-like [Bos
mutus]

gi|334883165|ref|NG
_029057.1| 322 4.00E-167

Homo sapiens
SAMM50 sorting
and assembly
machinery
component
(SAMM50),
RefSeqGene on
chromosome 22

P02434 110 2.00E-43 60S ribosomal
protein L35a YPL143w 65.9 6.00E-14 COG2451 pfam01247 Ribosomal_L35Ae Ribosomal protein

L35Ae.
GO:0006412|translat
ion;

GO:0005840|riboso
me;

GO:0003735|structu
ral constituent of
ribosome;GO:00000
49|tRNA binding;

. .



ENSG00000224861 0 5 6 5 4.020086787 1 8 5 4 0.338570154 0.689390284 0.781176498 up no YBX1P1 processed_pseudog
ene

chr14:66012830-
66013789:-

gi|82802829|gb|ABB
92460.1| 826 9.00E-106 rcNSEP1 [Homo

sapiens]
gi|424906446|ref|NG
_001276.4| 960 0

Homo sapiens Y
box binding protein
1 pseudogene 1
(YBX1P1) on
chromosome 14

P67809 304 3.00E-100
Nuclease-sensitive
element-binding
protein 1

SA0747 66.6 4.00E-13 COG1278 pfam00313 CSD 'Cold-shock' DNA-
binding domain.

GO:0070934|CRD-
mediated mRNA
stabilization;GO:000
1701|in utero
embryonic
development;GO:00
00398|mRNA
splicing, via
spliceosome;GO:00
51154|negative
regulation of
striated muscle cell
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00517
81|positive
regulation of cell
division;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:19036
08|protein
localization to
cytoplasmic stress
granule;GO:0006355
|regulation of
transcription, DNA-
templated;GO:00063
66|transcription
from RNA

GO:0070937|CRD-
mediated mRNA
stability
complex;GO:000573
7|cytoplasm;GO:001
0494|cytoplasmic
stress
granule;GO:0070062
|extracellular
exosome;GO:00712
04|histone pre-
mRNA 3'end
processing
complex;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00305
29|ribonucleoprotei
n
complex;GO:003196
5|nuclear
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0005689|U12-
type spliceosomal
complex;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:000369
0|double-stranded
DNA
binding;GO:005102
0|GTPase
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000369
7|single-stranded
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09276
YBX1, NSEP1; Y-
box-binding protein
1

ENSG00000225022 5 23 7 19 23.9748886 40 47 46 35 -1.17159479 0.00308633 0.015153089 down yes UBE2D3P1 processed_pseudog
ene

chr20:5292388-
5292831:-

gi|295789408|pdb|3
L1Z|A 746 6.00E-99

Chain A, Crystal
Structure Of The U-
Box Domain Of
Human E4b
Ubiquitin Ligase In
Complex With
Ubch5c E2
Ubiquitin
Conjugating
Enzyme

gi|426214635|ref|NG
_006450.3| 444 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2D 3 pseudogene 1
(UBE2D3P1) on
chromosome 20

P61078 291 3.00E-100
Ubiquitin-
conjugating enzyme
E2 D3

SPBC119.02 253 1.00E-85 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0006915|apopto
tic
process;GO:000628
1|DNA
repair;GO:1903955|
positive regulation
of protein targeting
to
mitochondrion;GO:
0043161|proteasome
-mediated ubiquitin-
dependent protein
catabolic
process;GO:005186
5|protein
autoubiquitination;
GO:0070979|protein
K11-linked
ubiquitination;GO:0
070936|protein K48-
linked
ubiquitination;GO:0
006513|protein
monoubiquitination;
GO:0000209|protein
polyubiquitination;
GO:0006511|ubiquit
in-dependent
protein catabolic
process;

GO:0010008|endoso
me
membrane;GO:0070
062|extracellular
exosome;GO:00058
86|plasma
membrane;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K06689

UBE2D_E, UBC4,
UBC5; ubiquitin-
conjugating enzyme
E2 D/E
[EC:2.3.2.23]

ENSG00000225142 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no AC114495.1 processed_pseudog
ene

chr1:31108188-
31108623:-

gi|126327407|ref|XP
_001367005.1| 272 1.00E-54

PREDICTED: 60S
ribosomal protein
L21 isoform X1
[Monodelphis
domestica]

gi|224493818|ref|NG
_010153.1| 436 0

Homo sapiens
ribosomal protein
L21 pseudogene 22
(RPL21P22) on
chromosome 1

P46778 52.4 5.00E-08 60S ribosomal
protein L21 YBR191w 67.4 7.00E-25 COG2139 pfam01157 Ribosomal_L21e Ribosomal protein

L21e.

GO:0000184|nuclear
-transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0006364|r
RNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0022625|cy
tosolic large
ribosomal
subunit;GO:0016020
|membrane;GO:000
5730|nucleolus;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02889

RP-L21e, RPL21;
large subunit
ribosomal protein
L21e

ENSG00000225159 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no NPM1P39 processed_pseudog
ene

chr1:27206930-
27207796:+

gi|119581852|gb|EA
W61448.1| 1178 4.00E-160

nucleophosmin
(nucleolar
phosphoprotein
B23, numatrin),
isoform CRA_e
[Homo sapiens]

gi|586598005|ref|NG
_022773.2| 867 0

Homo sapiens
nucleophosmin 1
(nucleolar
phosphoprotein
B23, numatrin)
pseudogene 39
(NPM1P39) on
chromosome 1

P06748 452 5.00E-159 Nucleophosmin . . . . pfam03066 Nucleoplasmin

Nucleoplasmin.
Nucleoplasmins are
also known as
chromatin
decondensation
proteins. They bind
to core histones and
transfer DNA to
them in a reaction
that requires ATP.
This is thought to
play a role in the
assembly of regular
nucleosomal arrays.

GO:0007569|cell
aging;GO:0034080|
CENP-A containing
nucleosome
assembly;GO:00070
98|centrosome
cycle;GO:0006977|D
NA damage
response, signal
transduction by p53
class mediator
resulting in cell
cycle
arrest;GO:0006281|
DNA
repair;GO:0006886|i
ntracellular protein
transport;GO:00430
66|negative
regulation of
apoptotic
process;GO:000828
5|negative
regulation of cell
proliferation;GO:00
10826|negative
regulation of
centrosome
duplication;GO:004
4387|negative
regulation of
protein kinase
activity by
regulation of
protein

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000582
9|cytosol;GO:00059
25|focal
adhesion;GO:00305
29|ribonucleoprotei
n
complex;GO:001602
0|membrane;GO:00
05730|nucleolus;GO
:0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0031616|spi
ndle pole
centrosome;

GO:0003677|DNA
binding;GO:004239
3|histone
binding;GO:005105
9|NF-kappaB
binding;GO:000554
7|phosphatidylinosit
ol-3,4,5-
trisphosphate
binding;GO:004482
2|poly(A) RNA
binding;GO:004698
2|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0019901
|protein kinase
binding;GO:000486
0|protein kinase
inhibitor
activity;GO:0043023
|ribosomal large
subunit
binding;GO:004302
4|ribosomal small
subunit
binding;GO:000372
3|RNA
binding;GO:003095
7|Tat protein
binding;GO:000371
3|transcription
coactivator

K11276 NPM1;
nucleophosmin 1

ENSG00000225327 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no USP17L3 protein_coding chr8:7976393-
7977985:-

gi|379030631|ref|NP
_001243800.1| 2748 0

ubiquitin carboxyl-
terminal hydrolase
17-like protein 3
[Homo sapiens]

gi|379030630|ref|N
M_001256871.1| 1593 0

Homo sapiens
ubiquitin specific
peptidase 17-like
family member 3
(USP17L3), mRNA

A6NCW0 1063 0
Ubiquitin carboxyl-
terminal hydrolase
17-like protein 3

. . . . pfam00443 UCH Ubiquitin carboxyl-
terminal hydrolase.

GO:0006915|apopto
tic
process;GO:001657
9|protein
deubiquitination;GO
:0006511|ubiquitin-
dependent protein
catabolic process;

GO:0005783|endopl
asmic
reticulum;GO:00056
34|nucleus;

GO:0036459|ubiquit
inyl hydrolase
activity;

. .

ENSG00000225446 2 0 0 0 0.397977966 0 0 0 0 2.268839472 0.517791977 NA up no LINC01763 lincRNA chr1:90851759-
90855253:+

gi|119593526|gb|EA
W73120.1| 195 3.00E-14 hCG2041340, partial

[Homo sapiens]
gi|17977203|gb|AC0
91614.3| 1026 0

Homo sapiens
chromosome 1
clone RP4-665J23,
complete sequence

. . . . . . . . pfam03272 Enhancin Viral enhancin
protein. . . . . .

ENSG00000225630 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no MTND2P28 unprocessed_pseud
ogene

chr1:629640-
630683:+

gi|325930039|gb|AD
Z45521.1| 540 2.00E-65 GREBP [Homo

sapiens]
gi|388890250|ref|NG
_032768.1| 1044 0

Homo sapiens MT-
ND2 pseudogene 28
(MTND2P28) on
chromosome 1

P03891 214 1.00E-64
NADH-ubiquinone
oxidoreductase
chain 2

. . . . pfam00361 Oxidored_q1

NADH-
Ubiquinone/plastoq
uinone (complex I),
various chains. This
family is part of
complex I which
catalyses the
transfer of two
electrons from
NADH to
ubiquinone in a
reaction that is
associated with
proton translocation
across the
membrane.

GO:0006120|mitoch
ondrial electron
transport, NADH to
ubiquinone;GO:003
2981|mitochondrial
respiratory chain
complex I
assembly;GO:00725
93|reactive oxygen
species metabolic
process;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
747|mitochondrial
respiratory chain
complex
I;GO:0014069|posts
ynaptic density;

GO:0008137|NADH
dehydrogenase
(ubiquinone)
activity;

K03879

ND2; NADH-
ubiquinone
oxidoreductase
chain 2 [EC:1.6.5.3]

ENSG00000225663 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no MCRIP1 protein_coding chr17:81822361-
81833302:-

gi|34531727|dbj|BA
C86211.1| 745 7.00E-89

unnamed protein
product [Homo
sapiens]

gi|34531726|dbj|AK
125584.1| 2910 0

Homo sapiens
cDNA FLJ43596 fis,
clone
SMINT2011311

C9JLW8 114 3.00E-30
Mapk-regulated
corepressor-
interacting protein 1

. . . . pfam14799 FAM195 FAM195 family.

GO:0010717|regulati
on of epithelial to
mesenchymal
transition;

GO:0005737|cytopla
sm;GO:0010494|cyt
oplasmic stress
granule;GO:0005634
|nucleus;

. . .

ENSG00000225756 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no DBH-AS1 antisense chr9:133654586-
133657313:-

gi|119608506|gb|EA
W88100.1| 590 6.00E-69 hCG2033147

[Homo sapiens]
gi|551867807|tpe|HG
502510.1| 2139 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000005
4928.1
(NCRNA00118
gene), antisense

P09172 75.9 7.00E-13 Dopamine beta-
hydroxylase . . . . pfam15360 Apelin

APJ endogenous
ligand. Apelin is
among the most
potent stimulators
of cardiac
contractility known.
The apelin-APJ
signaling pathway is
an important novel
mediator of
cardiovascular
control. Apelin is an
adipokine secreted
by adipocytes where
it is co-expressed
with apelin receptor
(APJ) in adipocytes.
It suppresses
adipogenesis
through MAPK
kinase/ERK
dependent pathways
and prevents lipid
droplet
fragmentation,
thereby inhibiting
basal lipolysis
through AMP
kinase dependent
enhancement of
perilipin expression.
It also inhibits
hormone-stimulated
acute lipolysis
through decreasing

GO:0048149|behavi
oral response to
ethanol;GO:0001974
|blood vessel
remodeling;GO:004
2423|catecholamine
biosynthetic
process;GO:000726
8|synaptic
transmission;GO:00
01816|cytokine
production;GO:0042
420|dopamine
catabolic
process;GO:004259
6|fear
response;GO:00425
93|glucose
homeostasis;GO:004
2309|homoiothermy
;GO:0002443|leukoc
yte mediated
immunity;GO:00509
00|leukocyte
migration;GO:00076
26|locomotory
behavior;GO:00427
11|maternal
behavior;GO:00076
13|memory;GO:004
2421|norepinephrin
e biosynthetic
process;GO:000658
9|octopamine
biosynthetic

GO:0034466|chrom
affin granule
lumen;GO:0042584|
chromaffin granule
membrane;GO:0005
737|cytoplasm;GO:0
005576|extracellular
region;GO:0005615|
extracellular
space;GO:0016021|i
ntegral component
of
membrane;GO:0016
020|membrane;GO:
0034774|secretory
granule
lumen;GO:0030667|
secretory granule
membrane;GO:0030
658|transport vesicle
membrane;

GO:0003824|catalyti
c
activity;GO:0005507
|copper ion
binding;GO:000450
0|dopamine beta-
monooxygenase
activity;GO:0031418
|L-ascorbic acid
binding;

K00503

DBH; dopamine
beta-
monooxygenase
[EC:1.14.17.1]

ENSG00000225792 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC004540.2 antisense chr7:26372144-
26376701:-

gi|767946570|ref|XP
_011513985.1| 351 2.00E-38

PREDICTED:
putative cuticle
collagen 80 isoform
X2 [Homo sapiens]

gi|551861362|tpe|HG
500089.1| 611 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000032
8002.2 (AC004540.4
gene), antisense

. . . . . . . . pfam11321 DUF3123

Protein of unknown
function
(DUF3123). This
eukaryotic family of
proteins has no
known function.

. . . . .



ENSG00000225830 0 0 0 0 0.304441623 3 0 0 0 -1.480855571 0.670705587 NA down no ERCC6 protein_coding chr10:49455368-
49539538:-

gi|4557565|ref|NP_0
00115.1| 7268 0

DNA excision repair
protein ERCC-6
[Homo sapiens]

gi|62088587|dbj|AB
209504.1| 10975 0

Homo sapiens
mRNA for excision
repair cross-
complementing
rodent repair
deficiency,
complementation
group 6 variant
protein

Q03468 266 1.00E-79 DNA excision repair
protein ERCC-6 . . . . pfam00176 SNF2_N

SNF2 family N-
terminal domain.
This domain is
found in proteins
involved in a
variety of processes
including
transcription
regulation (e.g.,
SNF2, STH1,
brahma, MOT1),
DNA repair (e.g.,
ERCC6, RAD16,
RAD5), DNA
recombination (e.g.,
RAD54), and
chromatin
unwinding (e.g.,
ISWI) as well as a
variety of other
proteins with little
functional
information (e.g.,
lodestar ETL1)

GO:0030154|cell
differentiation;GO:0
035556|intracellular
signal
transduction;GO:00
07275|multicellular
organismal
development;GO:00
06468|protein
phosphorylation;GO
:0007283|spermatog
enesis;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000028
7|magnesium ion
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K10841

ERCC6, CSB,
RAD26; DNA
excision repair
protein ERCC-6

ENSG00000226049 0 1 0 0 0.429313356 0 0 2 1 -0.749456404 0.747752241 NA down no AC123769.1 processed_pseudog
ene

chr17:34036681-
34039872:-

gi|671001867|ref|XP
_008691806.1| 2215 0

PREDICTED:
serine/threonine-
protein kinase
tousled-like 2
isoform X2 [Ursus
maritimus]

gi|556503459|ref|NG
_006102.5| 3192 0

Homo sapiens
tousled-like kinase
2 pseudogene 1
(TLK2P1) on
chromosome 17

O55047 487 0
Serine/threonine-
protein kinase
tousled-like 2

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0007049|cell
cycle;GO:0030154|c
ell
differentiation;GO:0
006974|cellular
response to DNA
damage
stimulus;GO:007148
0|cellular response
to gamma
radiation;GO:00165
69|covalent
chromatin
modification;GO:00
07059|chromosome
segregation;GO:003
5556|intracellular
signal
transduction;GO:00
07275|multicellular
organismal
development;GO:00
32435|negative
regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:001810
5|peptidyl-serine
phosphorylation;GO
:0006468|protein
phosphorylation;GO
:0001672|regulation
of chromatin
assembly or

GO:0030054|cell
junction;GO:000588
2|intermediate
filament;GO:000563
4|nucleus;GO:00484
71|perinuclear
region of cytoplasm;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase activity;

K08864 TLK; tousled-like
kinase [EC:2.7.11.1]

ENSG00000226054 1 0 0 0 0.297112407 0 1 0 0 0.569016218 0.850041901 NA up no MEMO1P1 processed_pseudog
ene

chr21:36130489-
36131376:+

gi|119630156|gb|EA
X09751.1| 1605 0 hCG401083 [Homo

sapiens]
gi|56377661|dbj|AB
041013.1| 888 0

Homo sapiens
C2orf4 pseudogene
(C2orf4P)

Q4R6D9 595 0 Protein MEMO1 SPAC4H3.04c 207 1.00E-63 COG1355 pfam01875 Memo

Memo-like protein.
This family contains
members from all
branches of life.
The molecular
function of this
protein is unknown,
but Memo
(mediator of ErbB2-
driven cell motility)
a human protein is
included in this
family. It has been
suggested that
Memo controls cell
migration by
relaying
extracellular
chemotactic signals
to the microtubule
cytoskeleton.

GO:0032886|regulati
on of microtubule-
based process;

. . K06990
K06990;
uncharacterized
protein

ENSG00000226086 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no EIF3LP3 processed_pseudog
ene

chr10:38080056-
38080877:-

gi|193786539|dbj|B
AG51322.1| 1318 0

unnamed protein
product [Homo
sapiens]

gi|298358250|ref|NG
_022143.1| 822 0

Homo sapiens
eukaryotic
translation initiation
factor 3, subunit L
pseudogene 3
(EIF3LP3) on
chromosome 10

Q8QZY1 508 1.00E-177
Eukaryotic
translation initiation
factor 3 subunit L

. . . . pfam10255 Paf67

RNA polymerase I-
associated factor
PAF67. RNA
polymerase I is a
multisubunit
enzyme and its
transcription
competence is
dependent on the
presence of PAF67.
This family of
proteins is
conserved from
worms to humans.

GO:0001731|formati
on of translation
preinitiation
complex;GO:000644
6|regulation of
translational
initiation;GO:00064
13|translational
initiation;GO:00755
25|viral translational
termination-
reinitiation;

GO:0016282|eukary
otic 43S
preinitiation
complex;GO:003329
0|eukaryotic 48S
preinitiation
complex;GO:000585
2|eukaryotic
translation initiation
factor 3
complex;GO:000165
0|fibrillar
center;GO:0016020|
membrane;GO:0005
730|nucleolus;GO:0
005654|nucleoplasm

GO:0044822|poly(A
) RNA
binding;GO:000374
3|translation
initiation factor
activity;

K15029
EIF3L; translation
initiation factor 3
subunit L

ENSG00000226131 0 1 1 0 0.303664834 0 0 0 0 2.066729667 0.489550156 NA up no AC073465.2 processed_pseudog
ene

chr2:173485865-
173486362:-

gi|426337741|ref|XP
_004032856.1| 855 5.00E-115

PREDICTED:
peptidyl-prolyl cis-
trans isomerase A-
like [Gorilla gorilla
gorilla]

gi|16949685|gb|AC0
73465.5| 498 0

Homo sapiens BAC
clone RP11-158L8
from 2, complete
sequence

Q5R8S7 299 1.00E-102 Peptidyl-prolyl cis-
trans isomerase A SPBC28F2.03 200 1.00E-64 COG0652 pfam00160 Pro_isomerase

Cyclophilin type
peptidyl-prolyl cis-
trans
isomerase/CLD. The
peptidyl-prolyl cis-
trans isomerases,
also known as
cyclophilins, share
this domain of
about 109 amino
acids. Cyclophilins
have been found in
all organisms
studied so far and
catalyse peptidyl-
prolyl isomerization
during which the
peptide bond
preceding proline
(the peptidyl-prolyl
bond) is stabilized
in the cis
conformation.
Mammalian
cyclophilin A
(CypA) is a major
cellular target for
the
immunosuppressive
drug cyclosporin A
(CsA). Other roles
for cyclophilins
may include
chaperone and cell
signalling function

GO:0006457|protein
folding;GO:0000413
|protein peptidyl-
prolyl
isomerization;GO:00
45069|regulation of
viral genome
replication;

GO:0005829|cytosol
;GO:0005576|extrac
ellular
region;GO:0005634|
nucleus;

GO:0042277|peptide
binding;GO:000375
5|peptidyl-prolyl
cis-trans isomerase
activity;

. .

ENSG00000226986 3 2 3 1 1.97889638 1 2 0 2 1.504335919 0.174228014 0.288034822 up no AC092017.1 processed_pseudog
ene

chr1:211207239-
211207897:+

gi|675726490|ref|XP
_008965063.1| 953 4.00E-128

PREDICTED:
PRELI domain-
containing protein
1, mitochondrial-
like isoform X1
[Pan paniscus]

gi|426214525|ref|NG
_005180.4| 659 0

Homo sapiens
PRELI domain
containing 1
pseudogene
(LOC388734) on
chromosome 1

Q9Y255 358 1.00E-124
PRELI domain-
containing protein
1, mitochondrial

. . . . pfam04707 PRELI

PRELI-like family.
This family includes
a conserved region
found in the PRELI
protein and yeast
YLR168C gene
MSF1 product. The
function of this
protein is unknown,
though it is thought
to be involved in
intra-mitochondrial
protein sorting. This
region is also found
in a number of
other eukaryotic
proteins.

GO:0006915|apopto
tic
process;GO:000695
5|immune
response;GO:00072
75|multicellular
organismal
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:001091
7|negative
regulation of
mitochondrial
membrane
potential;GO:009020
1|negative
regulation of release
of cytochrome c
from
mitochondria;GO:00
15914|phospholipid
transport;GO:19018
57|positive
regulation of
cellular
respiration;GO:0010
950|positive
regulation of
endopeptidase
activity;GO:2001140
|positive regulation
of phospholipid
transport;GO:00702

GO:0005758|mitoch
ondrial
intermembrane
space;GO:0005739|
mitochondrion;GO:
0005654|nucleoplas
m;GO:0043234|prot
ein complex;

. . .

ENSG00000227081 36 31 20 24 21.34492808 10 7 18 6 2.043859022 5.35E-05 0.000655667 up yes AC005912.1 processed_pseudog
ene

chr12:3211663-
3211917:-

gi|736172281|ref|XP
_010766198.1| 380 1.00E-45

PREDICTED: 40S
ribosomal protein
S27 [Notothenia
coriiceps]

gi|310689026|ref|NG
_005391.3| 255 5.00E-130

Homo sapiens
ribosomal protein
S27 pseudogene 3
(RPS27P3) on
chromosome 12

Q71TY3 148 6.00E-46 40S ribosomal
protein S27 SPBC1685.10 116 5.00E-34 COG2051 pfam01667 Ribosomal_S27e Ribosomal protein

S27.

GO:0000028|riboso
mal small subunit
assembly;GO:00064
12|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0005634
|nucleus;

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02978

RP-S27e, RPS27;
small subunit
ribosomal protein
S27e

ENSG00000227347 0 0 1 1 0.382631667 0 1 0 0 1.261198309 0.596276609 NA up no HNRNPKP2 processed_pseudog
ene

chr2:136199114-
136200503:-

gi|640786756|ref|XP
_008049130.1| 1016 0

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein K
isoform X2 [Tarsius
syrichta]

gi|298359102|ref|NG
_021524.1| 1390 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein K
pseudogene 2
(HNRNPKP2) on
chromosome 2

P61980 395 0
Heterogeneous
nuclear
ribonucleoprotein K

. . . . pfam08067 ROKNT

ROKNT (NUC014)
domain. This
presumed domain is
found at the N-
terminus of RNP K-
like proteins that
also contains KH
domains
pfam00013.

GO:0006953|acute-
phase
response;GO:00075
68|aging;GO:004301
0|camera-type eye
development;GO:00
71230|cellular
response to amino
acid
stimulus;GO:190432
2|cellular response
to
forskolin;GO:00713
33|cellular response
to glucose
stimulus;GO:003286
9|cellular response
to insulin
stimulus;GO:007275
2|cellular response
to
rapamycin;GO:0007
417|central nervous
system
development;GO:00
21549|cerebellum
development;GO:00
21987|cerebral
cortex
development;GO:00
21766|hippocampus
development;GO:00
01822|kidney
development;GO:00
01889|liver

GO:0043679|axon
terminus;GO:00059
38|cell
cortex;GO:0030054|
cell
junction;GO:000582
9|cytosol;GO:00431
97|dendritic
spine;GO:0005739|
mitochondrion;GO:
0005654|nucleoplas
m;GO:0005634|nucl
eus;GO:0002102|po
dosome;GO:001406
9|postsynaptic
density;GO:0032993
|protein-DNA
complex;GO:000568
1|spliceosomal
complex;

GO:0042805|actinin
binding;GO:005111
7|ATPase
binding;GO:199082
9|C-rich single-
stranded DNA
binding;GO:000115
9|core promoter
proximal region
DNA
binding;GO:000369
0|double-stranded
DNA
binding;GO:003107
2|heat shock protein
binding;GO:000552
1|lamin
binding;GO:000373
0|mRNA 3'-UTR
binding;GO:199071
5|mRNA CDS
binding;GO:003062
8|pre-mRNA 3'-
splice site
binding;GO:001990
4|protein domain
specific
binding;GO:004302
1|ribonucleoprotein
complex
binding;GO:000369
7|single-stranded
DNA
binding;GO:000813
4|transcription

K12886

HNRNPK;
heterogeneous
nuclear
ribonucleoprotein K



ENSG00000227517 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no LINC01483 lincRNA chr17:69577251-
69903000:+

gi|119609493|gb|EA
W89087.1| 519 2.00E-58 hCG2042947

[Homo sapiens]
gi|551885454|tpe|HG
509373.1| 3085 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000025
5327.1 (AC003051.1
gene), lincRNA

Q8WTZ3 30 3.00E-13 Zinc finger protein
ENSP00000375192 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000227615 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no AP001324.1 processed_pseudog
ene

chr11:74745716-
74746114:-

gi|426369786|ref|XP
_004051865.1| 661 1.00E-86

PREDICTED: 40S
ribosomal protein
S12-like [Gorilla
gorilla gorilla]

gi|224493968|ref|NG
_011284.1| 399 0

Homo sapiens
ribosomal protein
S12 pseudogene 22
(RPS12P22) on
chromosome 11

P46405 256 4.00E-87 40S ribosomal
protein S12 SPCC962.04 150 8.00E-46 COG1358 pfam01248 Ribosomal_L7Ae

Ribosomal protein
L7Ae/L30e/S12e/Ga
dd45 family. This
family includes:
Ribosomal L7A
from metazoa,
Ribosomal L8-A
and L8-B from
fungi, 30S
ribosomal protein
HS6 from
archaebacteria, 40S
ribosomal protein
S12 from
eukaryotes,
Ribosomal protein
L30 from
eukaryotes and
archaebacteria.
Gadd45 and
MyD118.

GO:0006412|translat
ion;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0016020
|membrane;

GO:0044822|poly(A
) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02951

RP-S12e, RPS12;
small subunit
ribosomal protein
S12e

ENSG00000227676 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no LINC01068 lincRNA chr13:79566727-
79571436:+ . . . . gi|8248654|emb|AL1

36442.12| 359 0

Human DNA
sequence from
clone RP11-25J23
on chromosome 13,
complete sequence

. . . . . . . . pfam00604 Flu_PB2

Influenza RNA-
dependent RNA
polymerase subunit
PB2. PB2 can bind
5' end cap structure
of RNA.

. . . . .

ENSG00000228158 0 3 0 3 1.388293858 1 4 0 2 0.154093287 0.910202952 0.944299455 up no TLE1P1 processed_pseudog
ene

chrX:65408084-
65408672:+

gi|148238185|ref|NP
_001091489.1| 665 3.00E-85

transducin-like
enhancer protein 1
[Bos taurus]

gi|1871528|emb|Z83
841.1| 589 0

Human DNA
sequence from
clone RP3-323B6
on chromosome
Xq11-12, complete
sequence

Q04724 260 2.00E-80 Transducin-like
enhancer protein 1 . . . . pfam03920 TLE_N

Groucho/TLE N-
terminal Q-rich
domain. The N-
terminal domain of
the Grouch/TLE co-
repressor proteins
are involved in
oligomerization.

GO:0009887|organ
morphogenesis;GO:
0007275|multicellula
r organismal
development;GO:20
00811|negative
regulation of
anoikis;GO:0043124
|negative regulation
of I-kappaB
kinase/NF-kappaB
signaling;GO:00458
92|negative
regulation of
transcription, DNA-
templated;GO:00301
78|negative
regulation of Wnt
signaling
pathway;GO:001062
8|positive regulation
of gene
expression;GO:0007
165|signal
transduction;GO:00
06351|transcription,
DNA-
templated;GO:00160
55|Wnt signaling
pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005730|nu
cleolus;GO:0005654
|nucleoplasm;GO:00
05634|nucleus;

GO:0042802|identic
al protein
binding;GO:000110
6|RNA polymerase
II transcription
corepressor
activity;GO:0008134
|transcription factor
binding;

. .

ENSG00000228206 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC016717.1 processed_pseudog
ene

chr2:225698254-
225698539:+

gi|545875789|ref|XP
_005657627.1| 406 5.00E-48

PREDICTED:
neuronal tyrosine-
phosphorylated
phosphoinositide-3-
kinase adapter 2-
like [Sus scrofa]

gi|13549351|gb|AC0
16717.8| 286 3.00E-147

Homo sapiens BAC
clone RP11-314B1
from 2, complete
sequence

Q6PFX7 89 3.00E-20

Neuronal tyrosine-
phosphorylated
phosphoinositide-3-
kinase adapter 1

. . . . pfam15452 NYAP_C

Neuronal tyrosine-
phosphorylated
phosphoinositide-3-
kinase adapter.
NYAP_C is a C-
terminal family of
eukaryotic proteins
that are substrates
of tyrosine kinase in
the brain. When
first identified, the
family members
were referred to as
unconventional
myosin XVI, or Myr
8. However,
proteins have now
been identified as
being integrally
involved in
neuronal function
and morphogenesis.
The family is
involved in both the
activation of
phosphoinositide 3-
kinase (PI3K) and
the recruitment of
the downstream
effector WAVE
complex to the close
vicinity of PI3K; it
also appears to
regulate the brain
size and neurite

GO:0048812|neuron
projection
morphogenesis;GO:
0014065|phosphatid
ylinositol 3-kinase
signaling;

GO:0005622|intracel
lular; . . .

ENSG00000228305 12 18 7 21 16.86433055 14 21 31 21 -0.08113968 0.846664795 0.900618924 down no AC016734.1 processed_pseudog
ene

chr2:63622178-
63622831:-

gi|426335712|ref|XP
_004029355.1| 976 1.00E-131

PREDICTED:
PRELI domain-
containing protein
1, mitochondrial-
like [Gorilla gorilla
gorilla]

gi|618857511|ref|NG
_022937.2| 654 0

Homo sapiens
PRELI domain-
containing protein
1, mitochondrial
pseudogene
(LOC388955) on
chromosome 2

Q9Y255 371 2.00E-129
PRELI domain-
containing protein
1, mitochondrial

. . . . pfam04707 PRELI

PRELI-like family.
This family includes
a conserved region
found in the PRELI
protein and yeast
YLR168C gene
MSF1 product. The
function of this
protein is unknown,
though it is thought
to be involved in
intra-mitochondrial
protein sorting. This
region is also found
in a number of
other eukaryotic
proteins.

GO:0006915|apopto
tic
process;GO:000695
5|immune
response;GO:00072
75|multicellular
organismal
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:001091
7|negative
regulation of
mitochondrial
membrane
potential;GO:009020
1|negative
regulation of release
of cytochrome c
from
mitochondria;GO:00
15914|phospholipid
transport;GO:19018
57|positive
regulation of
cellular
respiration;GO:0010
950|positive
regulation of
endopeptidase
activity;GO:2001140
|positive regulation
of phospholipid
transport;GO:00702

GO:0005758|mitoch
ondrial
intermembrane
space;GO:0005739|
mitochondrion;GO:
0005654|nucleoplas
m;GO:0043234|prot
ein complex;

. . .

ENSG00000228328 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no AL158201.1 processed_pseudog
ene

chrX:68070520-
68071767:-

gi|795305912|ref|XP
_011710344.1| 1204 0

PREDICTED:
phosphoglycerate
kinase 1 [Macaca
nemestrina]

gi|585866385|ref|NG
_001170.5| 1248 0

Homo sapiens
phosphoglycerate
kinase 1,
pseudogene 1
(PGK1P1) on
chromosome X

Q5NVB5 469 4.00E-167 Phosphoglycerate
kinase 1 SPBC14F5.04c 348 3.00E-115 COG0126 pfam00162 PGK Phosphoglycerate

kinase.

GO:0030855|epitheli
al cell
differentiation;GO:0
006096|glycolytic
process;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00451
21|membrane raft;

GO:0005524|ATP
binding;GO:000461
8|phosphoglycerate
kinase activity;

K00927
PGK, pgk;
phosphoglycerate
kinase [EC:2.7.2.3]

ENSG00000228502 5 5 2 0 2.08011064 0 1 0 0 3.993703874 0.009805612 0.035427338 up yes EEF1A1P11 processed_pseudog
ene

chr1:96446930-
96448318:+

gi|557274553|ref|XP
_006020539.1| 2201 0

PREDICTED:
elongation factor 1-
alpha 1 [Alligator
sinensis]

gi|209976992|ref|NG
_008817.1| 1389 0

Homo sapiens
eukaryotic
translation
elongation factor 1
alpha 1 pseudogene
11 (EEF1A1P11) on
chromosome 1

P68105 852 0 Elongation factor 1-
alpha 1 SPCC794.09c 725 0 COG5256 pfam00009 GTP_EFTU

Elongation factor
Tu GTP binding
domain. This
domain contains a
P-loop motif, also
found in several
other families such
as pfam00071,
pfam00025 and
pfam00063.
Elongation factor
Tu consists of three
structural domains,
this plus two C-
terminal beta barrel
domains.

GO:0071364|cellular
response to
epidermal growth
factor stimulus;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005730|nu
cleolus;GO:0005634
|nucleus;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0019001
|guanyl nucleotide
binding;GO:000374
6|translation
elongation factor
activity;

K03231 EEF1A; elongation
factor 1-alpha

ENSG00000228532 0 1 1 1 1.016847464 2 2 2 0 -0.505990714 0.718460394 0.80156903 down no AC005000.1 processed_pseudog
ene

chrX:115718942-
115719229:-

gi|19111164|ref|NP_
579932.1| 503 8.00E-64

small ubiquitin-
related modifier 2
precursor [Mus
musculus]

gi|288915557|gb|AC
238719.3| 288 2.00E-148

Homo sapiens
FOSMID clone
ABC16-2279J16
from chromosome
x, complete
sequence

P61959 198 3.00E-65 Small ubiquitin-
related modifier 2 SPBC365.06 87.8 3.00E-22 COG5227 pfam11976 Rad60-SLD

Ubiquitin-2 like
Rad60 SUMO-like.
The small ubiquitin-
related modifier
SUMO-1 is a
Ub/Ubl family
member, and
although SUMO-1
shares structural
similarity to Ub,
SUMO's cellular
functions remain
distinct insomuch as
SUMO modification
alters protein
function through
changes in activity,
cellular localisation,
or by protecting
substrates from
ubiquitination.
Rad60 family
members contain
functionally
enigmatic, integral
SUMO-like
domains (SLDs).
Despite their
divergence from
SUMO, each Rad60
SLD interacts with a
subset of SUMO
pathway enzymes:
SLD2 specifically
binds the SUMO E2

GO:0034613|cellular
protein
localization;GO:004
5892|negative
regulation of
transcription, DNA-
templated;GO:00332
35|positive
regulation of
protein
sumoylation;GO:00
16925|protein
sumoylation;

GO:0005634|nucleu
s;GO:0016605|PML
body;

GO:0031386|protein
tag;GO:0046965|reti
noid X receptor
binding;GO:003162
5|ubiquitin protein
ligase binding;

K12160
SUMO, SMT3;
small ubiquitin-
related modifier



ENSG00000228835 0 1 3 1 1.862259268 2 0 4 5 -0.556998765 0.648806378 0.752390029 down no AC012123.1 antisense chr18:32769795-
32774413:+

gi|528924885|ref|XP
_005196790.1| 280 5.00E-26

PREDICTED:
uncharacterized
protein
LOC101904175
isoform X1 [Bos
taurus]

gi|20128543|gb|AC0
12123.8| 1102 0

Homo sapiens
chromosome 18,
clone RP11-57G22,
complete sequence

Q9P2G3 103 5.00E-22 Kelch-like protein
14 . . . . pfam07707 BACK

BTB And C-
terminal Kelch. This
domain is found
associated with
pfam00651 and
pfam01344. The
BACK domain is
found juxtaposed to
the BTB domain;
they are separated
by as little as two
residues. This
family appears to be
closely related to the
BTB domain (Finn
RD, personal
observation).

GO:0016567|protein
ubiquitination;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000582
9|cytosol;GO:00057
83|endoplasmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0043
005|neuron
projection;GO:0043
025|neuronal cell
body;

. K10451 KLHL14; kelch-like
protein 14

ENSG00000229000 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no SEPT7P8 processed_pseudog
ene

chr19:53772506-
53773280:-

gi|686725363|ref|XP
_009241148.1| 530 6.00E-79

PREDICTED:
septin-7-like [Pongo
abelii]

gi|25140998|gb|AC0
08753.9| 775 0

Homo sapiens
chromosome 19
clone CTD-3022G6,
complete sequence

Q5R481 191 3.00E-79 Septin-7 SPBC543.01c 94.7 1.00E-26 COG5019 pfam00735 Septin

Septin. Members of
this family include
CDC3, CDC10,
CDC11 and
CDC12/Septin.
Members of this
family bind GTP.
As regards the
septins, these are
polypeptides of 30-
65kDa with three
characteristic
GTPase motifs (G-
1, G-3 and G-4) that
are similar to those
of the Ras family.
The G-4 motif is
strictly conserved
with a unique septin
consensus of
AKAD. Most
septins are thought
to have at least one
coiled-coil region,
which in some cases
is necessary for
intermolecular
interactions that
allow septins to
polymerize to form
rod-shaped
complexes. In turn,
these are arranged
into tandem arrays
to form filaments

GO:0051301|cell
division;GO:006027
1|cilium
morphogenesis;GO:
0007067|mitotic
nuclear
division;GO:001647
6|regulation of
embryonic cell
shape;

GO:0005930|axone
me;GO:0032154|clea
vage
furrow;GO:0000777
|condensed
chromosome
kinetochore;GO:003
0496|midbody;GO:0
031105|septin
complex;GO:000581
9|spindle;

GO:0005525|GTP
binding; K16944 SEPT7, CDC3;

septin 7

ENSG00000229021 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no AL450992.1 antisense chr1:151994531-
152042774:+

gi|795144833|ref|XP
_011793354.1| 696 5.00E-76

PREDICTED:
putative
neuroblastoma
breakpoint family
member 7 [Colobus
angolensis palliatus]

gi|551898214|tpe|HG
492765.1| 4109 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000003
6629.1 (AL591893.1
gene), antisense

P0C2Y1 24.6 2.00E-59

Putative
neuroblastoma
breakpoint family
member 7

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0005737|cytopla
sm; . . .

ENSG00000229117 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no RPL41 protein_coding chr12:56116586-
56117943:+

gi|297262664|ref|XP
_002798680.1| 453 2.00E-53

PREDICTED:
hypothetical protein
LOC100425968
[Macaca mulatta]

gi|78217383|ref|NM
_001035267.1| 584 0

Homo sapiens
ribosomal protein
L41 (RPL41),
transcript variant 2,
mRNA

. . . . . . . . pfam13423 UCH_1 Ubiquitin carboxyl-
terminal hydrolase. . . . . .

ENSG00000229419 0 0 0 0 0.194305489 0 1 0 1 -0.862763653 0.801595247 NA down no RALGAPA1P1 processed_pseudog
ene

chr9:105520128-
105526359:+

gi|694955808|ref|XP
_009425969.1| 7203 0

PREDICTED: ral
GTPase-activating
protein subunit
alpha-1 isoform X8
[Pan troglodytes]

gi|545688943|ref|NR
_104269.1| 6232 0

Homo sapiens Ral
GTPase activating
protein, alpha
subunit 1 (catalytic)
pseudogene
(RALGAPA1P),
non-coding RNA

Q6GYQ0 75.9 5.00E-12
Ral GTPase-
activating protein
subunit alpha-1

. . . . pfam02145 Rap_GAP Rap/ran-GAP.

GO:0090630|activati
on of GTPase
activity;GO:0051056
|regulation of small
GTPase mediated
signal
transduction;GO:00
06355|regulation of
transcription, DNA-
templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005096|GTPas
e activator
activity;GO:0046982
|protein
heterodimerization
activity;

. .

ENSG00000229425 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no AJ009632.2 lincRNA chr21:15370500-
15627342:-

gi|426392626|ref|XP
_004062648.1| 559 3.00E-68

PREDICTED:
uncharacterized
protein
LOC101143125
[Gorilla gorilla
gorilla]

gi|7717258|emb|AL1
63209.2| 3865 0

Homo sapiens
chromosome 21
segment HS21C009

Q8N2A0 50.4 4.00E-06

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam08333 DUF1725

Protein of unknown
function
(DUF1725). This
family include many
eukaryotic and one
bacterial sequence.
Many of its
members are
annotated as being
putative L1
retrotransposons or
LINE-1 reverse
transcriptase
homologs. The
region in question is
found repeated in
some family
members.

GO:0006412|translat
ion;

GO:0015934|large
ribosomal subunit;

GO:0003735|structu
ral constituent of
ribosome;

. .

ENSG00000229435 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no PIP5K1P2 unprocessed_pseud
ogene

chr7:159231435-
159233377:+

gi|767910603|ref|XP
_011508347.1| 793 4.00E-118

PREDICTED:
phosphatidylinositol
4-phosphate 5-
kinase type-1 alpha
isoform X13 [Homo
sapiens]

gi|302129638|ref|NG
_023450.1| 558 0

Homo sapiens
phosphatidylinositol
-4-phosphate 5-
kinase, type I,
pseudogene 2
(PIP5K1P2) on
chromosome 7

Q99755 135 6.00E-34
Phosphatidylinositol
4-phosphate 5-
kinase type-1 alpha

YDR208w 58.5 1.00E-08 COG5253 pfam01504 PIP5K

Phosphatidylinositol
-4-phosphate 5-
Kinase. This family
contains a region
from the common
kinase core found
in the type I
phosphatidylinositol
-4-phosphate 5-
kinase (PIP5K)
family as described
in. The family
consists of various
type I, II and III
PIP5K enzymes.
PIP5K catalyses the
formation of
phosphoinositol-
4,5-bisphosphate
via the
phosphorylation of
phosphatidylinositol
-4-phosphate a
precursor in the
phosphinositide
signaling pathway.

GO:0031532|actin
cytoskeleton
reorganization;GO:0
090630|activation of
GTPase
activity;GO:0060326
|cell
chemotaxis;GO:001
6477|cell
migration;GO:00107
61|fibroblast
migration;GO:00480
41|focal adhesion
assembly;GO:00066
50|glycerophospholi
pid metabolic
process;GO:003021
6|keratinocyte
differentiation;GO:0
006909|phagocytosi
s;GO:0006661|phos
phatidylinositol
biosynthetic
process;GO:000865
4|phospholipid
biosynthetic
process;GO:007266
1|protein targeting
to plasma
membrane;GO:0014
066|regulation of
phosphatidylinositol
3-kinase
signaling;GO:00971
78|ruffle

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005925|fo
cal
adhesion;GO:00300
27|lamellipodium;G
O:0016607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;GO:0
005886|plasma
membrane;GO:0032
587|ruffle
membrane;

GO:0052811|1-
phosphatidylinositol
-3-phosphate 4-
kinase
activity;GO:0000285
|1-
phosphatidylinositol
-3-phosphate 5-
kinase
activity;GO:0016308
|1-
phosphatidylinositol
-4-phosphate 5-
kinase
activity;GO:0052810
|1-
phosphatidylinositol
-5-kinase
activity;GO:0005524
|ATP
binding;GO:001990
0|kinase
binding;GO:005281
2|phosphatidylinosit
ol-3,4-bisphosphate
5-kinase activity;

K00889

PIP5K; 1-
phosphatidylinositol
-4-phosphate 5-
kinase [EC:2.7.1.68]

ENSG00000229638 20 20 10 15 14.67826319 12 10 12 14 1.018371426 0.022195055 0.063477126 up no RPL4P4 processed_pseudog
ene

chr3:185417495-
185418778:-

gi|388454673|ref|NP
_001253129.1| 1625 0

60S ribosomal
protein L4 [Macaca
mulatta]

gi|332308976|ref|NG
_010560.2| 1284 0

Homo sapiens
ribosomal protein
L4 pseudogene 4
(RPL4P4) on
chromosome 3

P36578 629 0 60S ribosomal
protein L4 SPBP8B7.03c 404 2.00E-137 COG0088 pfam14374 Ribos_L4_asso_C

60S ribosomal
protein L4 C-
terminal domain.
This family is found
at the very C-
terminal of 60
ribosomal L4
proteins.

GO:0000184|nuclear
-transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0006364|r
RNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0022625|cy
tosolic large
ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00305
29|ribonucleoprotei
n
complex;GO:001602
0|membrane;GO:00
05730|nucleolus;GO
:0005634|nucleus;

GO:0044822|poly(A
) RNA
binding;GO:000372
3|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02930
RP-L4e, RPL4; large
subunit ribosomal
protein L4e

ENSG00000229644 0 0 0 1 0.20553771 0 1 0 0 0.569016614 0.866092944 NA up no NAMPTP1 processed_pseudog
ene

chr10:36521721-
36524234:-

gi|163930869|pdb|2
E5B|A 2396 0

Chain A, Crystal
Structure Of Human
Nmprtase As Free-
Form

gi|15142008|emb|AL
590730.6| 2514 0

Human DNA
sequence from
clone RP11-92J19
on chromosome 10,
complete sequence

P43490 924 0
Nicotinamide
phosphoribosyltrans
ferase

RSp0836 375 4.00E-119 COG1488 pfam04095 NAPRTase

Nicotinate
phosphoribosyltrans
ferase (NAPRTase)
family. Nicotinate
phosphoribosyltrans
ferase (EC:2.4.2.11)
is the rate limiting
enzyme that
catalyses the first
reaction in the NAD
salvage synthesis.
This family also
includes Pre-B cell
enhancing factor
that is a cytokine.
This family is
related to
Quinolinate
phosphoribosyltrans
ferase pfam01729.

GO:0007267|cell-
cell
signaling;GO:00329
22|circadian
regulation of gene
expression;GO:0007
623|circadian
rhythm;GO:0007565
|female
pregnancy;GO:0009
435|NAD
biosynthetic
process;GO:000676
9|nicotinamide
metabolic
process;GO:000828
4|positive regulation
of cell
proliferation;GO:00
51770|positive
regulation of nitric-
oxide synthase
biosynthetic
process;GO:004866
1|positive regulation
of smooth muscle
cell
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00140
70|response to
organic cyclic

GO:0030054|cell
junction;GO:000582
9|cytosol;GO:00700
62|extracellular
exosome;GO:00056
15|extracellular
space;GO:0005654|n
ucleoplasm;

GO:0005125|cytokin
e
activity;GO:0008144
|drug
binding;GO:004728
0|nicotinamide
phosphoribosyltrans
ferase
activity;GO:0004514
|nicotinate-
nucleotide
diphosphorylase
(carboxylating)
activity;

K03462

NAMPT;
nicotinamide
phosphoribosyltrans
ferase [EC:2.4.2.12]

ENSG00000229700 1 0 0 1 0.306403269 0 0 0 0 1.982071082 0.504383527 NA up no AL008627.1 processed_pseudog
ene

chr6:20042455-
20042940:-

gi|297671163|ref|XP
_002813718.1| 392 4.00E-45

PREDICTED: 60S
ribosomal protein
L29 isoform X2
[Pongo abelii]

gi|426214310|ref|NG
_011367.2| 486 0

Homo sapiens
ribosomal protein
L29 pseudogene 17
(RPL29P17) on
chromosome 6

Q8HXB8 145 7.00E-43 60S ribosomal
protein L29 . . . . pfam01779 Ribosomal_L29e Ribosomal L29e

protein family.
GO:0006412|translat
ion;

GO:0005840|riboso
me;

GO:0003735|structu
ral constituent of
ribosome;

. .



ENSG00000229897 0 1 0 1 0.233985163 0 0 0 0 1.924005743 0.550387422 NA up no SEPT7P7 processed_pseudog
ene

chr9:98606833-
98608133:+

gi|594059257|ref|XP
_006053771.1| 736 4.00E-115

PREDICTED:
septin-7 [Bubalus
bubalis]

gi|298231516|ref|NG
_021463.1| 1301 0

Homo sapiens
septin 7 pseudogene
7 (SEPT7P7) on
chromosome 9

Q5R481 81.6 1.00E-116 Septin-7 YLR314c 131 3.00E-37 COG5019 pfam00735 Septin

Septin. Members of
this family include
CDC3, CDC10,
CDC11 and
CDC12/Septin.
Members of this
family bind GTP.
As regards the
septins, these are
polypeptides of 30-
65kDa with three
characteristic
GTPase motifs (G-
1, G-3 and G-4) that
are similar to those
of the Ras family.
The G-4 motif is
strictly conserved
with a unique septin
consensus of
AKAD. Most
septins are thought
to have at least one
coiled-coil region,
which in some cases
is necessary for
intermolecular
interactions that
allow septins to
polymerize to form
rod-shaped
complexes. In turn,
these are arranged
into tandem arrays
to form filaments

GO:0051301|cell
division;GO:006027
1|cilium
morphogenesis;GO:
0007067|mitotic
nuclear
division;GO:001647
6|regulation of
embryonic cell
shape;

GO:0005930|axone
me;GO:0032154|clea
vage
furrow;GO:0000777
|condensed
chromosome
kinetochore;GO:003
0496|midbody;GO:0
031105|septin
complex;GO:000581
9|spindle;

GO:0005525|GTP
binding; K16944 SEPT7, CDC3;

septin 7

ENSG00000229932 0 0 0 3 0.521846823 1 1 0 0 0.851800725 0.709941374 NA up no YWHAZP3 processed_pseudog
ene

chr10:23136924-
23137661:+

gi|426364193|ref|XP
_004049204.1| 1265 1.00E-174

PREDICTED: 14-3-
3 protein zeta/delta-
like isoform 1
[Gorilla gorilla
gorilla]

gi|426214553|ref|NG
_001545.5| 738 0

Homo sapiens
tyrosine 3-
monooxygenase/try
ptophan 5-
monooxygenase
activation protein,
zeta pseudogene 3
(YWHAZP3) on
chromosome 10

Q5R651 489 4.00E-175 14-3-3 protein
zeta/delta SPAC8E11.02c 322 2.00E-109 COG5040 pfam00244 2014/3/3 14-3-3 protein.

GO:0006605|protein
targeting;GO:001094
1|regulation of cell
death;

GO:0042470|melano
some;GO:0005739|
mitochondrion;GO:
0005634|nucleus;

. K16197
YWHAB_Q_Z; 14-
3-3 protein
beta/theta/zeta

ENSG00000229944 7 15 2 19 14.86696903 18 23 27 24 -0.642000828 0.173228666 0.287225371 down no EIF4EP2 processed_pseudog
ene

chr17:49424269-
49424922:-

gi|119615085|gb|EA
W94679.1| 1057 5.00E-144 hCG1777996

[Homo sapiens]
gi|615276344|ref|NG
_023334.2| 654 0

Homo sapiens
eukaryotic
translation initiation
factor 4E
pseudogene 2
(EIF4EP2) on
chromosome 17

P06730 407 5.00E-144
Eukaryotic
translation initiation
factor 4E

SPAC16E8.15 138 5.00E-39 COG5053 pfam01652 IF4E Eukaryotic initiation
factor 4E.

GO:0001662|behavi
oral fear
response;GO:00000
82|G1/S transition
of mitotic cell
cycle;GO:0030324|l
ung
development;GO:00
06406|mRNA export
from
nucleus;GO:004566
5|negative
regulation of
neuron
differentiation;GO:0
017148|negative
regulation of
translation;GO:0000
289|nuclear-
transcribed mRNA
poly(A) tail
shortening;GO:0045
931|positive
regulation of mitotic
cell
cycle;GO:0006417|r
egulation of
translation;GO:0006
405|RNA export
from
nucleus;GO:001982
7|stem cell
population
maintenance;GO:00
06413|translational

GO:0033391|chrom
atoid
body;GO:0005737|c
ytoplasm;GO:00009
32|cytoplasmic
mRNA processing
body;GO:0010494|c
ytoplasmic stress
granule;GO:0005829
|cytosol;GO:001628
1|eukaryotic
translation initiation
factor 4F
complex;GO:007006
2|extracellular
exosome;GO:00058
45|mRNA cap
binding
complex;GO:004847
1|perinuclear region
of
cytoplasm;GO:0016
442|RISC complex;

GO:0019899|enzym
e
binding;GO:003137
0|eukaryotic
initiation factor 4G
binding;GO:004482
2|poly(A) RNA
binding;GO:007049
1|repressing
transcription factor
binding;GO:000033
9|RNA cap
binding;GO:000374
3|translation
initiation factor
activity;

K03259 EIF4E; translation
initiation factor 4E

ENSG00000230037 2 1 4 3 4.626722126 6 8 6 11 -1.058480226 0.140083323 0.24101551 down no UBBP1 processed_pseudog
ene

chr2:136329441-
136329913:-

gi|119624911|gb|EA
X04506.1| 681 6.00E-89

ubiquitin B, isoform
CRA_e [Homo
sapiens]

gi|197276686|ref|NG
_002284.3| 473 0

Homo sapiens
ubiquitin B
pseudogene 1
(UBBP1) on
chromosome 2

P0CG53 127 4.00E-34 Polyubiquitin-B YLL039c 187 1.00E-65 COG5272 pfam00240 ubiquitin

Ubiquitin family.
This family contains
a number of
ubiquitin-like
proteins: SUMO
(smt3 homologue)
Nedd8, Elongin B,
Rub1, and Parkin.
A number of them
are thought to carry
a distinctive five-
residue motif
termed the
proteasome-
interacting motif
(PIM), which may
have a biologically
significant role in
protein delivery to
proteasomes and
recruitment of
proteasomes to
transcription sites.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. K04551 UBB; ubiquitin B

ENSG00000230183 0 0 0 0 0.399066237 1 1 1 1 -1.873889225 0.346507732 NA down no CNOT6LP1 processed_pseudog
ene

chr15:56005715-
56007176:-

gi|532103448|ref|XP
_005337325.1| 2243 0

PREDICTED:
CCR4-NOT
transcription
complex subunit 6-
like isoform X1
[Ictidomys
tridecemlineatus]

gi|222144339|ref|NG
_009481.1| 1462 0

Homo sapiens
CCR4-NOT
transcription
complex, subunit 6-
like pseudogene 1
(CNOT6LP1) on
chromosome 15

Q96LI5 868 0

CCR4-NOT
transcription
complex subunit 6-
like

SPCC31H12.08c_2 262 1.00E-81 COG5239 pfam03372 Exo_endo_phos

Endonuclease/Exon
uclease/phosphatase
family. This large
family of proteins
includes magnesium
dependent
endonucleases and a
large number of
phosphatases
involved in
intracellular
signalling. This
family includes: AP
endonuclease
proteins
EC:4.2.99.18,
DNase I proteins
EC:3.1.21.1,
Synaptojanin an
inositol-1,4,5-
trisphosphate
phosphatase
EC:3.1.3.56,
Sphingomyelinase
EC:3.1.4.12 and
Nocturnin.

GO:0006977|DNA
damage response,
signal transduction
by p53 class
mediator resulting
in cell cycle
arrest;GO:0031047|g
ene silencing by
RNA;GO:0061157|
mRNA
destabilization;GO:0
006397|mRNA
processing;GO:0000
289|nuclear-
transcribed mRNA
poly(A) tail
shortening;GO:0008
284|positive
regulation of cell
proliferation;GO:00
10606|positive
regulation of
cytoplasmic mRNA
processing body
assembly;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0030014|CCR4-
NOT
complex;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
05634|nucleus;

GO:0046872|metal
ion
binding;GO:000453
5|poly(A)-specific
ribonuclease
activity;

K12603

CNOT6, CCR4;
CCR4-NOT
transcription
complex subunit 6
[EC:3.1.13.4]

ENSG00000230409 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no TCEA1P2 processed_pseudog
ene

chr3:37275693-
37276598:+

gi|313223|emb|CAA
51940.1| 1598 0

transcription
elongation factor
[Homo sapiens]

gi|575010726|ref|NG
_003186.4| 906 0

Homo sapiens
transcription
elongation factor A
(SII), 1 pseudogene
2 (TCEA1P2) on
chromosome 3

P23193 614 0
Transcription
elongation factor A
protein 1

SPAC20H4.03c 152 2.00E-42 COG1594 pfam07500 TFIIS_M

Transcription factor
S-II (TFIIS), central
domain.
Transcription
elongation by RNA
polymerase II is
regulated by the
general elongation
factor TFIIS. This
factor stimulates
RNA polymerase II
to transcribe
through regions of
DNA that promote
the formation of
stalled ternary
complexes. TFIIS is
composed of three
structural domains,
termed I, II, and III.
The two C-terminal
domains (II and
III), this domain
and pfam01096 are
required for
transcription
activity.

GO:0032784|regulati
on of DNA-
templated
transcription,
elongation;GO:0006
357|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
68|transcription
elongation from
RNA polymerase II
promoter;GO:00063
66|transcription
from RNA
polymerase II
promoter;GO:00062
83|transcription-
coupled nucleotide-
excision repair;

GO:0005730|nucleol
us;GO:0005654|nucl
eoplasm;GO:000563
4|nucleus;

GO:0003677|DNA
binding;GO:000827
0|zinc ion binding;

K03145
TFIIS; transcription
elongation factor S-
II

ENSG00000230630 3 1 1 0 0.900631783 0 0 0 0 3.547238029 0.072149589 NA up no DNM3OS antisense chr1:172136531-
172144794:-

gi|119611329|gb|EA
W90923.1| 318 1.00E-30 hCG2041313

[Homo sapiens]
gi|9366902|emb|AL1
37157.7| 4066 0

Human DNA
sequence from
clone RP5-1116C7
on chromosome
1q24.1-25.1,
complete sequence

. . . . . . . . pfam00212 ANP Atrial natriuretic
peptide. . . . . .

ENSG00000230667 0 0 0 2 0.214828572 0 0 0 0 1.853998285 0.598914908 NA up no SETSIP protein_coding chr1:92074533-
92075441:-

gi|567757558|ref|NP
_001274666.1| 1196 3.00E-162 protein SETSIP

[Homo sapiens]
gi|567757557|ref|N
M_001287737.1| 909 0

Homo sapiens SET-
like protein
(SETSIP), mRNA

P0DME0 446 2.00E-156 Protein SETSIP . . . . pfam00956 NAP

Nucleosome
assembly protein
(NAP). NAP
proteins are
involved in moving
histones into the
nucleus,
nucleosome
assembly and
chromatin fluidity.
They affect the
transcription of
many genes.

GO:0045446|endoth
elial cell
differentiation;GO:0
006334|nucleosome
assembly;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003682|chrom
atin binding; . .

ENSG00000230798 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no FOXD3-AS1 antisense chr1:63320884-
63324441:-

gi|426329901|ref|XP
_004025969.1| 334 2.00E-43

PREDICTED:
uncharacterized
protein
LOC101135818
[Gorilla gorilla
gorilla]

gi|551896534|tpe|HG
492130.1| 941 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000002
5326.1 (RP4-
792G4.2 gene),
antisense

Q63245 65.1 1.00E-12
Forkhead box
protein D3
(Fragment)

. . . . pfam00250 Fork_head Fork head domain.

GO:0001701|in
utero embryonic
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00350
19|somatic stem cell
population
maintenance;GO:00
06351|transcription,
DNA-templated;

GO:0000790|nuclear
chromatin;GO:0005
654|nucleoplasm;

GO:0000977|RNA
polymerase II
regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000122
7|transcriptional
repressor activity,
RNA polymerase II
transcription
regulatory region
sequence-specific
binding;

K09397 FOXD; forkhead
box protein D



ENSG00000230872 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no MFSD13B unitary_pseudogene chr16:22382436-
22407428:+

gi|829842308|ref|XP
_012635679.1| 1630 0

PREDICTED:
transmembrane
protein 180
[Microcebus
murinus]

gi|306966254|gb|AC
241556.2| 762 0

Homo sapiens BAC
clone CH17-251E10
from chromosome
16, complete
sequence

Q5ZKJ5 78.2 3.00E-14 Transmembrane
protein 180 . . . . pfam13347 MFS_2

MFS/sugar transport
protein. This family
is part of the major
facilitator
superfamily of
membrane transport
proteins.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000230967 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no AL133387.3 lincRNA chr10:101322485-
101323394:- . . . . gi|551870005|tpe|HG

503218.1| 522 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000004
9935.2 (RP11-
107I14.5 gene),
lincRNA

. . . . . . . . pfam07235 DUF1427

Protein of unknown
function
(DUF1427). This
family consists of
several bacterial
proteins of around
100 residues in
length. The function
of this family is
unknown.

. . . . .

ENSG00000231167 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no YBX1P2 processed_pseudog
ene

chr7:105582258-
105583256:-

gi|297278427|ref|XP
_001088540.2| 797 8.00E-99

PREDICTED:
hypothetical protein
LOC700140
[Macaca mulatta]

gi|255304925|ref|NG
_006863.2| 999 0

Homo sapiens Y
box binding protein
1 pseudogene 2
(YBX1P2) on
chromosome 7

P67809 79.3 1.00E-76
Nuclease-sensitive
element-binding
protein 1

ZcspG 50.1 3.00E-07 COG1278 pfam00313 CSD 'Cold-shock' DNA-
binding domain.

GO:0070934|CRD-
mediated mRNA
stabilization;GO:000
1701|in utero
embryonic
development;GO:00
00398|mRNA
splicing, via
spliceosome;GO:00
51154|negative
regulation of
striated muscle cell
differentiation;GO:0
000122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00517
81|positive
regulation of cell
division;GO:004594
4|positive regulation
of transcription
from RNA
polymerase II
promoter;GO:19036
08|protein
localization to
cytoplasmic stress
granule;GO:0006355
|regulation of
transcription, DNA-
templated;GO:00063
66|transcription
from RNA

GO:0070937|CRD-
mediated mRNA
stability
complex;GO:000573
7|cytoplasm;GO:001
0494|cytoplasmic
stress
granule;GO:0070062
|extracellular
exosome;GO:00712
04|histone pre-
mRNA 3'end
processing
complex;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00305
29|ribonucleoprotei
n
complex;GO:003196
5|nuclear
membrane;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0005689|U12-
type spliceosomal
complex;

GO:0003682|chrom
atin
binding;GO:000367
7|DNA
binding;GO:000369
0|double-stranded
DNA
binding;GO:005102
0|GTPase
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000369
7|single-stranded
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09276
YBX1, NSEP1; Y-
box-binding protein
1

ENSG00000231434 0 1 0 1 0.428290653 0 1 0 1 0.506407095 0.809033497 NA up no AL365440.1 processed_pseudog
ene

chr1:158523672-
158525838:+

gi|154146191|ref|NP
_005339.3| 1041 0

heat shock protein
HSP 90-alpha
isoform 2 [Homo
sapiens]

gi|426214105|ref|NG
_005218.4| 2167 0

Homo sapiens heat
shock protein
90kDa alpha
(cytosolic), class A
member 3,
pseudogene
(HSP90AA3P) on
chromosome 1

P07900 405 0 Heat shock protein
HSP 90-alpha YMR186w 236 2.00E-103 COG0326 pfam00183 HSP90 Hsp90 protein.

GO:0010659|cardiac
muscle cell
apoptotic
process;GO:006168
4|chaperone-
mediated
autophagy;GO:0051
131|chaperone-
mediated protein
complex
assembly;GO:00381
28|ERBB2 signaling
pathway;GO:003809
6|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
00086|G2/M
transition of mitotic
cell
cycle;GO:0006839|
mitochondrial
transport;GO:00017
64|neuron
migration;GO:00604
52|positive
regulation of
cardiac muscle
contraction;GO:004
5793|positive
regulation of cell
size;GO:0010592|po
sitive regulation of
lamellipodium
assembly;GO:00454

GO:0016324|apical
plasma
membrane;GO:0016
323|basolateral
plasma
membrane;GO:0031
526|brush border
membrane;GO:0009
986|cell
surface;GO:0005737
|cytoplasm;GO:0005
829|cytosol;GO:007
1682|endocytic
vesicle
lumen;GO:0070062|
extracellular
exosome;GO:00310
12|extracellular
matrix;GO:0005576|
extracellular
region;GO:0043202|
lysosomal
lumen;GO:0042470|
melanosome;GO:00
16020|membrane;G
O:0043209|myelin
sheath;GO:0043005|
neuron
projection;GO:0043
025|neuronal cell
body;GO:0005654|n
ucleoplasm;GO:000
5634|nucleus;GO:00
48471|perinuclear
region of

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0002135
|CTP
binding;GO:003256
4|dATP
binding;GO:000194
8|glycoprotein
binding;GO:000552
5|GTP
binding;GO:005102
0|GTPase
binding;GO:004282
6|histone
deacetylase
binding;GO:004280
2|identical protein
binding;GO:002302
6|MHC class II
protein complex
binding;GO:000372
9|mRNA
binding;GO:003023
5|nitric-oxide
synthase regulator
activity;GO:0000166
|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:004280
3|protein
homodimerization
activity;GO:0004713
|protein tyrosine

K04079
htpG, HSP90A;
molecular
chaperone HtpG

ENSG00000231512 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no LINC01347 lincRNA chr1:243029512-
243052252:-

gi|21756629|dbj|BA
C04924.1| 305 5.00E-32

unnamed protein
product [Homo
sapiens]

gi|551894834|tpe|HG
491537.1| 694 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000000
6713.2 (RP5-
857K21.4 gene),
lincRNA

Q8N2A0 76.3 1.00E-25

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000184|nuclear
-transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0042254|r
ibosome
biogenesis;GO:0006
364|rRNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
22625|cytosolic
large ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00057
39|mitochondrion;G
O:0005730|nucleolu
s;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00037
23|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

. .

ENSG00000231544 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no RSL24D1P11 processed_pseudog
ene

chr18:57838476-
57838966:+

gi|15779001|gb|AAH
14576.1| 652 3.00E-84

Ribosomal L24
domain containing 1
[Homo sapiens]

gi|325120948|ref|NG
_028175.1| 491 0

Homo sapiens
ribosomal L24
domain containing 1
pseudogene 11
(RSL24D1P11) on
chromosome 18

Q5RF04 252 2.00E-84
Probable ribosome
biogenesis protein
RLP24

YLR009w 118 4.00E-32 COG2075 pfam01246 Ribosomal_L24e Ribosomal protein
L24e.

GO:0042254|riboso
me biogenesis;

GO:0005730|nucleol
us; . K02896

RP-L24e, RPL24;
large subunit
ribosomal protein
L24e

ENSG00000231549 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no USMG5P1 processed_pseudog
ene

chrX:74173890-
74174066:+

gi|119619063|gb|EA
W98657.1| 303 1.00E-34 hCG1820685

[Homo sapiens]
gi|330367553|ref|NG
_012722.2| 177 7.00E-87

Homo sapiens
USMG5 pseudogene
1 (USMG5P1) on
chromosome X

Q96IX5 114 1.00E-33
Up-regulated during
skeletal muscle
growth protein 5

. . . . pfam14960 ATP_synth_reg

ATP synthase
regulation.
Members of this
family are subunits
of mitochondrial
ATP synthase (F-
ATPase) and
vacuolar ATPase
(V-ATPase). In F-
ATPase, this
subunit regulates
mitochondrial ATP
synthase
population.

.

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
753|mitochondrial
proton-transporting
ATP synthase
complex;GO:000573
9|mitochondrion;

. K18194

USMG5, DAPIT;
up-regulated during
skeletal muscle
growth protein 5

ENSG00000231609 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no AC009501.1 antisense chr2:63043922-
63048640:-

gi|221040694|dbj|B
AH12024.1| 626 4.00E-74

unnamed protein
product [Homo
sapiens]

gi|224465185|ref|NR
_027069.1| 2069 0

Homo sapiens
uncharacterized
LOC100132215
(LOC100132215),
transcript variant 1,
long non-coding
RNA

Q8NDI1 79 1.00E-13 EH domain-binding
protein 1 . . . . pfam12130 DUF3585

Protein of unknown
function
(DUF3585). This
domain is found in
eukaryotes. This
domain is typically
between 135 and
149 amino acids in
length and is found
associated with
pfam00307.

.
GO:0005737|cytopla
sm;GO:0005886|plas
ma membrane;

. . .

ENSG00000231721 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no LINC-PINT antisense chr7:130941760-
131110176:-

gi|51094836|gb|EAL
24082.1| 669 5.00E-82

hypothetical protein
FLJ43663 [Homo
sapiens]

gi|551862780|tpe|HG
500619.1| 3505 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000033
8002.1 (LINC-PINT
gene), antisense

Q86U02 54.7 5.00E-07

Putative
uncharacterized
protein encoded by
LINC00596

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000231735 1 0 1 0 0.37608294 0 0 0 0 2.229344469 0.434785794 NA up no AC092573.1 processed_pseudog
ene

chr2:173297629-
173298512:+

gi|640782507|ref|XP
_008046896.1| 707 3.00E-105

PREDICTED: 40S
ribosomal protein
S2 [Tarsius
syrichta]

gi|224493843|ref|NG
_010622.1| 884 0

Homo sapiens
ribosomal protein
S2 pseudogene 18
(RPS2P18) on
chromosome 2

P46791 61.2 6.00E-10
40S ribosomal
protein S2
(Fragment)

SPCC576.08c 204 2.00E-63 COG0098 pfam00333 Ribosomal_S5
Ribosomal protein
S5, N-terminal
domain.

GO:0006412|translat
ion;

GO:0015935|small
ribosomal subunit;

GO:0003723|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

. .

ENSG00000231831 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no MTHFD1P1 processed_pseudog
ene

chrX:57392646-
57395409:-

gi|675690608|ref|XP
_009004400.1| 2989 0

PREDICTED: C-1-
tetrahydrofolate
synthase,
cytoplasmic
[Callithrix jacchus]

gi|426214439|ref|NG
_026706.2| 2764 0

Homo sapiens
methylenetetrahydro
folate
dehydrogenase
(NADP+
dependent) 1
pseudogene 1
(MTHFD1P1) on
chromosome X

Q5R8P0 52.4 4.00E-62
C-1-tetrahydrofolate
synthase,
cytoplasmic

YGR204w_2 540 0 COG2759 pfam01268 FTHFS
Formate--
tetrahydrofolate
ligase.

GO:0009396|folic
acid-containing
compound
biosynthetic
process;GO:000010
5|histidine
biosynthetic
process;GO:000908
6|methionine
biosynthetic
process;GO:000616
4|purine nucleotide
biosynthetic
process;GO:003599
9|tetrahydrofolate
interconversion;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000432
9|formate-
tetrahydrofolate
ligase
activity;GO:0004477
|methenyltetrahydro
folate
cyclohydrolase
activity;GO:0004488
|methylenetetrahydr
ofolate
dehydrogenase
(NADP+) activity;

K00288

MTHFD;
methylenetetrahydro
folate
dehydrogenase
(NADP+) /
methenyltetrahydrof
olate cyclohydrolase
/
formyltetrahydrofol
ate synthetase
[EC:1.5.1.5 3.5.4.9
6.3.4.3]



ENSG00000231909 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no MAP1LC3BP1 transcribed_process
ed_pseudogene

chr9:19460926-
19464524:-

gi|426361402|ref|XP
_004047900.1| 644 6.00E-84

PREDICTED:
microtubule-
associated proteins
1A/1B light chain
3B-like [Gorilla
gorilla gorilla]

gi|37362423|gb|AY3
89335.1| 379 0

Homo sapiens
microtubule-
associated proteins
1A and 1B light
chain 3 subunit
copy 1 pseudogene,
complete sequence

Q9GZQ8 80.9 3.00E-18

Microtubule-
associated proteins
1A/1B light chain
3B

. . . . pfam02991 Atg8

Autophagy protein
Atg8 ubiquitin like.
Light chain 3 is
proposed to
function primarily
as a subunit of
microtubule
associated proteins
1A and 1B and that
its expression may
regulate
microtubule binding
activity. Autophagy
is generally known
as a process
involved in the
degradation of bulk
cytoplasmic
components that are
non-specifically
sequestered into an
autophagosome,
where they are
sequestered into
double-membrane
vesicles and
delivered to the
degradative
organelle, the
lysosome/vacuole,
for breakdown and
eventual recycling
of the resulting
macromolecules.
The yeast proteins

GO:0000045|autoph
agosome
assembly;GO:00069
95|cellular response
to nitrogen
starvation;GO:00162
36|macroautophagy;
GO:1903146|regulati
on of mitophagy;

GO:0005776|autoph
agosome;GO:00004
21|autophagosome
membrane;GO:0005
930|axoneme;GO:00
31410|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0012505
|endomembrane
system;GO:0005622|
intracellular;GO:000
5874|microtubule;G
O:0005739|mitocho
ndrion;GO:0031090|
organelle
membrane;

GO:0008017|microt
ubule
binding;GO:003162
5|ubiquitin protein
ligase binding;

K10435

MAP1LC;
microtubule-
associated protein 1
light chain

ENSG00000232024 6 34 12 56 40.65754902 74 74 59 64 -0.945782342 0.032220795 0.082963648 down no LSM12P1 processed_pseudog
ene

chr8:35525176-
35525763:-

gi|22748747|ref|NP_
689557.1| 1029 1.00E-140

protein LSM12
homolog [Homo
sapiens]

gi|426347942|ref|X
M_004041553.1| 588 0

PREDICTED:
Gorilla gorilla
gorilla LSM12
homolog (S.
cerevisiae)
(LSM12), mRNA

Q5RAT5 400 5.00E-142 Protein LSM12
homolog . . . . pfam09793 AD

Anticodon-binding
domain. This
domain of
approximately 100
residues is
conserved from
plants to humans. It
is frequently found
in association with
Lsm domain-
containing proteins.
It is an anticodon-
binding domain of a
prolyl-tRNA
synthetase, whose
PDB structure is
available under the
identifier 1h4q.

GO:0009062|fatty
acid catabolic
process;

GO:0005789|endopl
asmic reticulum
membrane;GO:0000
139|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0031
090|organelle
membrane;

GO:0016884|carbon
-nitrogen ligase
activity, with
glutamine as amido-
N-
donor;GO:0017064|f
atty acid amide
hydrolase activity;

. .

ENSG00000232119 3 2 7 5 4.02529848 2 3 5 4 0.864785165 0.254885658 0.378836903 up no MCTS1 protein_coding chrX:120594010-
120621074:+

gi|537120886|gb|ER
E64078.1| 1005 7.00E-134

malignant T cell-
amplified sequence
1-like protein
[Cricetulus griseus]

gi|212276111|ref|N
M_014060.2| 1018 0

Homo sapiens
malignant T cell
amplified sequence
1 (MCTS1),
transcript variant 1,
mRNA

Q4G009 351 2.00E-121
Malignant T-cell-
amplified sequence
1

YER007c-a 57 1.00E-09 COG2016 pfam01472 PUA

PUA domain. The
PUA domain named
after Pseudouridine
synthase and
Archaeosine
transglycosylase,
was detected in
archaeal and
eukaryotic
pseudouridine
synthases, archaeal
archaeosine
synthases, a family
of predicted
ATPases that may
be involved in RNA
modification, a
family of predicted
archaeal and
bacterial rRNA
methylases.
Additionally, the
PUA domain was
detected in a family
of eukaryotic
proteins that also
contain a domain
homologous to the
translation initiation
factor eIF1/SUI1;
these proteins may
comprise a novel
type of translation
factors.
Unexpectedly the

GO:0007049|cell
cycle;GO:0006974|c
ellular response to
DNA damage
stimulus;GO:000173
1|formation of
translation
preinitiation
complex;GO:000219
2|IRES-dependent
translational
initiation;GO:00082
84|positive
regulation of cell
proliferation;GO:00
40008|regulation of
growth;GO:0006355
|regulation of
transcription, DNA-
templated;GO:00327
90|ribosome
disassembly;GO:000
6351|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005886|plas
ma membrane;

GO:0003743|translat
ion initiation factor
activity;

K07575 K07575; PUA
domain protein

ENSG00000232344 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no AC087163.2 processed_pseudog
ene

chr17:18010643-
18011822:+

gi|297303835|ref|XP
_002806278.1| 968 2.00E-128

PREDICTED: 40S
ribosomal protein
S2-like isoform 2
[Macaca mulatta]

gi|302486468|ref|NG
_026221.1| 565 0

Homo sapiens
ribosomal protein
S2 pseudogene
(LOC100419436) on
chromosome 17

P15880 375 4.00E-129 40S ribosomal
protein S2 SPCC576.08c 239 1.00E-76 COG0098 pfam00333 Ribosomal_S5

Ribosomal protein
S5, N-terminal
domain.

GO:0000184|nuclear
-transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0051347|
positive regulation
of transferase
activity;GO:0006364
|rRNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:000
5829|cytosol;GO:00
22627|cytosolic
small ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00160
20|membrane;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00198
99|enzyme
binding;GO:001713
4|fibroblast growth
factor
binding;GO:000372
9|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02981

RP-S2e, RPS2;
small subunit
ribosomal protein
S2e

ENSG00000232369 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no AL136380.2 processed_pseudog
ene

chr1:44988234-
44988725:-

gi|426329406|ref|XP
_004025731.1| 819 1.00E-109

PREDICTED:
peptidyl-prolyl cis-
trans isomerase A-
like [Gorilla gorilla
gorilla]

gi|268835366|ref|NG
_015864.1| 492 0

Homo sapiens
eukaryotic
translation initiation
factor 2B, subunit 3
gamma, 58kDa
(EIF2B3),
RefSeqGene on
chromosome 1

P62936 286 8.00E-98 Peptidyl-prolyl cis-
trans isomerase A SPBC28F2.03 197 3.00E-63 COG0652 pfam00160 Pro_isomerase

Cyclophilin type
peptidyl-prolyl cis-
trans
isomerase/CLD. The
peptidyl-prolyl cis-
trans isomerases,
also known as
cyclophilins, share
this domain of
about 109 amino
acids. Cyclophilins
have been found in
all organisms
studied so far and
catalyse peptidyl-
prolyl isomerization
during which the
peptide bond
preceding proline
(the peptidyl-prolyl
bond) is stabilized
in the cis
conformation.
Mammalian
cyclophilin A
(CypA) is a major
cellular target for
the
immunosuppressive
drug cyclosporin A
(CsA). Other roles
for cyclophilins
may include
chaperone and cell
signalling function

GO:0034389|lipid
particle
organization;GO:00
50714|positive
regulation of
protein
secretion;GO:00450
70|positive
regulation of viral
genome
replication;GO:0006
457|protein
folding;GO:0000413
|protein peptidyl-
prolyl
isomerization;GO:00
45069|regulation of
viral genome
replication;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00056
15|extracellular
space;GO:0005925|f
ocal
adhesion;GO:00160
20|membrane;GO:0
005634|nucleus;

GO:0042277|peptide
binding;GO:000375
5|peptidyl-prolyl
cis-trans isomerase
activity;GO:0044822
|poly(A) RNA
binding;

K03767

PPIA; peptidyl-
prolyl cis-trans
isomerase A
(cyclophilin A)
[EC:5.2.1.8]

ENSG00000232407 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no AC104164.2 processed_pseudog
ene

chr3:60690225-
60690719:-

gi|426341065|ref|XP
_004034445.1| 852 1.00E-114

PREDICTED:
peptidyl-prolyl cis-
trans isomerase A-
like [Gorilla gorilla
gorilla]

gi|183583557|ref|NG
_007551.1| 495 0

Homo sapiens
fragile histidine
triad (FHIT),
RefSeqGene on
chromosome 3

P62936 292 3.00E-100 Peptidyl-prolyl cis-
trans isomerase A SPBC28F2.03 198 8.00E-64 COG0652 pfam00160 Pro_isomerase

Cyclophilin type
peptidyl-prolyl cis-
trans
isomerase/CLD. The
peptidyl-prolyl cis-
trans isomerases,
also known as
cyclophilins, share
this domain of
about 109 amino
acids. Cyclophilins
have been found in
all organisms
studied so far and
catalyse peptidyl-
prolyl isomerization
during which the
peptide bond
preceding proline
(the peptidyl-prolyl
bond) is stabilized
in the cis
conformation.
Mammalian
cyclophilin A
(CypA) is a major
cellular target for
the
immunosuppressive
drug cyclosporin A
(CsA). Other roles
for cyclophilins
may include
chaperone and cell
signalling function

GO:0034389|lipid
particle
organization;GO:00
50714|positive
regulation of
protein
secretion;GO:00450
70|positive
regulation of viral
genome
replication;GO:0006
457|protein
folding;GO:0000413
|protein peptidyl-
prolyl
isomerization;GO:00
45069|regulation of
viral genome
replication;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00056
15|extracellular
space;GO:0005925|f
ocal
adhesion;GO:00160
20|membrane;GO:0
005634|nucleus;

GO:0042277|peptide
binding;GO:000375
5|peptidyl-prolyl
cis-trans isomerase
activity;GO:0044822
|poly(A) RNA
binding;

K03767

PPIA; peptidyl-
prolyl cis-trans
isomerase A
(cyclophilin A)
[EC:5.2.1.8]



ENSG00000232499 18 21 13 38 22.25602853 18 19 24 36 0.396984124 0.30222716 0.428999469 up no AL391058.1 processed_pseudog
ene

chr1:113449700-
113450728:+

gi|586472311|ref|XP
_006866735.1| 768 3.00E-96

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
A3-like isoform X2
[Chrysochloris
asiatica]

gi|302488611|ref|NG
_027128.1| 1029 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein
A1 pseudogene
(LOC100421402) on
chromosome 1

P51991 60.8 6.00E-09

Heterogeneous
nuclear
ribonucleoprotein
A3

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0010467|gene
expression;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
51028|mRNA
transport;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05737|cytoplasm;G
O:0030529|ribonucl
eoprotein
complex;GO:199012
4|messenger
ribonucleoprotein
complex;GO:004300
5|neuron
projection;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0035770|ribonu
cleoprotein granule;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:005103
3|RNA
transmembrane
transporter activity;

K12741

HNRNPA1_3;
heterogeneous
nuclear
ribonucleoprotein
A1/A3

ENSG00000232553 0 1 0 1 0.436946245 2 0 0 0 0.473755702 0.841758812 NA up no CLK2P1 processed_pseudog
ene

chr7:23585062-
23586355:-

gi|51095010|gb|EAL
24254.1| 1961 0

similar to Dual
specificity protein
kinase CLK2 (CDC
like kinase 2)
[Homo sapiens]

gi|197382428|ref|NR
_002711.3| 1294 0

Homo sapiens
CDC-like kinase 2,
pseudogene 1
(CLK2P1), non-
coding RNA

P49760 705 0
Dual specificity
protein kinase
CLK2

. . . . pfam00069 Pkinase Protein kinase
domain.

GO:0045721|negativ
e regulation of
gluconeogenesis;GO
:0046777|protein
autophosphorylatio
n;GO:0006468|prote
in
phosphorylation;GO
:0043484|regulation
of RNA
splicing;GO:001021
2|response to
ionizing
radiation;GO:00325
26|response to
retinoic acid;

GO:0016607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

GO:0005524|ATP
binding;GO:000467
4|protein
serine/threonine
kinase
activity;GO:0004712
|protein
serine/threonine/tyr
osine kinase
activity;GO:0004713
|protein tyrosine
kinase activity;

K08823 CLK; CDC-like
kinase [EC:2.7.12.1]

ENSG00000232702 0 4 0 4 1.931735734 3 2 2 3 0.063742224 0.952035424 0.971053758 up no AL158050.1 processed_pseudog
ene

chr6:51410081-
51410537:-

gi|674051629|ref|XP
_008832083.1| 475 9.00E-69

PREDICTED: pre-
mRNA-splicing
regulator WTAP
isoform X1
[Nannospalax galili]

gi|349585285|ref|NG
_030179.1| 457 0

Homo sapiens
Wilms tumor 1
associated protein
pseudogene
(LOC646517) on
chromosome 6

Q15007 187 6.00E-70 Pre-mRNA-splicing
regulator WTAP . . . . pfam07701 HNOBA

Heme NO binding
associated. The
HNOBA domain is
found associated
with the HNOB
domain and
pfam00211 in
soluble cyclases and
signalling proteins.
The HNOB domain
is predicted to
function as a heme-
dependent sensor
for gaseous ligands,
and transduce
diverse downstream
signals, in both
bacteria and
animals.

GO:0007049|cell
cycle;GO:0010467|g
ene
expression;GO:0080
009|mRNA
methylation;GO:000
6397|mRNA
processing;GO:0000
381|regulation of
alternative mRNA
splicing, via
spliceosome;GO:00
08380|RNA splicing;

GO:0036396|MIS
complex;GO:003196
5|nuclear
membrane;GO:0016
607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05634|nucleus;

. . .

ENSG00000233225 0 0 0 0 0.89781335 4 2 1 2 -3.043805488 0.05905269 NA down no AC004987.2 processed_pseudog
ene

chr7:39833571-
39834718:+

gi|488513726|ref|XP
_004448894.1| 744 3.00E-102

PREDICTED:
single-stranded
DNA-binding
protein 3 isoform
X1 [Dasypus
novemcinctus]

gi|298359151|ref|NG
_022555.1| 1148 0

Homo sapiens
single stranded
DNA binding
protein 3
pseudogene
(LOC100129321) on
chromosome 7

Q9D032 111 7.00E-106
Single-stranded
DNA-binding
protein 3

. . . . pfam04503 SSDP

Single-stranded
DNA binding
protein, SSDP. This
is a family of
eukaryotic single-
stranded DNA
binding proteins
with specificity to a
pyrimidine-rich
element found in
the promoter region
of the alpha2(I)
collagen gene.

GO:0060322|head
development;GO:00
60323|head
morphogenesis;GO:
0002244|hematopoie
tic progenitor cell
differentiation;GO:0
021547|midbrain-
hindbrain boundary
initiation;GO:20007
44|positive
regulation of
anterior head
development;GO:00
08284|positive
regulation of cell
proliferation;GO:00
45944|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00215
01|prechordal plate
formation;GO:0006
461|protein complex
assembly;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;GO:0043234|protei
n complex;

GO:0003697|single-
stranded DNA
binding;

. .

ENSG00000233247 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no AC002524.1 processed_pseudog
ene

chrX:14244382-
14244928:+

gi|33150776|gb|AAP
97266.1|AF136176_
1

793 9.00E-105

ubiquitin-
conjugating enzyme
UbcM2 [Homo
sapiens]

gi|584277190|ref|NR
_110506.1| 547 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2E 4 pseudogene
(UBE2E4P), non-
coding RNA

P52483 290 1.00E-98
Ubiquitin-
conjugating enzyme
E2 E3

YDR059c 186 1.00E-58 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0070979|protein
K11-linked
ubiquitination;GO:0
070936|protein K48-
linked
ubiquitination;GO:0
070534|protein K63-
linked
ubiquitination;GO:0
040008|regulation of
growth;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0004842
|ubiquitin-protein
transferase activity;

. .

ENSG00000233258 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no AL390786.1 lincRNA chr10:83911654-
83912922:- . . . . gi|551869622|tpe|HG

503092.1| 309 6.00E-160

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000004
9107.1 (RP11-
219F10.1 gene),
lincRNA

. . . . . . . . pfam07219 HemY_N

HemY protein N-
terminus. This
family represents
the N-terminus
(approximately 150
residues) of
bacterial HemY
porphyrin
biosynthesis
proteins. This is a
membrane protein
involved in a late
step of protoheme
IX synthesis.

. . . . .

ENSG00000233328 10 8 4 14 7.499319049 6 10 3 4 1.179664489 0.050181483 0.114024941 up no PFN1P1 processed_pseudog
ene

chr1:171670517-
171670939:-

gi|821027387|ref|XP
_012356888.1| 404 4.00E-55

PREDICTED:
profilin-1 isoform
X2 [Nomascus
leucogenys]

gi|169646554|ref|NG
_005764.3| 423 0

Homo sapiens
profilin 1
pseudogene 1
(PFN1P1) on
chromosome 1

P02584 161 2.00E-49 Profilin-1 . . . . pfam00235 Profilin Profilin.

GO:0030036|actin
cytoskeleton
organization;GO:00
32233|positive
regulation of actin
filament bundle
assembly;GO:00308
33|regulation of
actin filament
polymerization;

GO:0005737|cytopla
sm;GO:0005856|cyt
oskeleton;

GO:0003779|actin
binding; K05759 PFN; profilin

ENSG00000233476 1 0 0 0 0.30226919 0 0 1 0 0.569016202 0.849265505 NA up no EEF1A1P6 processed_pseudog
ene

chr7:22510616-
22511999:-

gi|795156006|ref|XP
_011795662.1| 1405 0

PREDICTED:
elongation factor 1-
alpha 1 isoform X1
[Colobus angolensis
palliatus]

gi|585866457|ref|NG
_002353.5| 1384 0

Homo sapiens
eukaryotic
translation
elongation factor 1
alpha 1 pseudogene
6 (EEF1A1P6) on
chromosome 7

P19039 444 0 Elongation factor 1-
alpha SPCC794.09c 437 1.00E-148 COG5256 pfam00009 GTP_EFTU

Elongation factor
Tu GTP binding
domain. This
domain contains a
P-loop motif, also
found in several
other families such
as pfam00071,
pfam00025 and
pfam00063.
Elongation factor
Tu consists of three
structural domains,
this plus two C-
terminal beta barrel
domains.

. GO:0005737|cytopla
sm;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0003746
|translation
elongation factor
activity;

K03231 EEF1A; elongation
factor 1-alpha

ENSG00000233493 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no TMEM238 protein_coding chr19:55379245-
55384598:-

gi|504175187|ref|XP
_004597151.1| 290 1.00E-28

PREDICTED:
transmembrane
protein 238
[Ochotona
princeps]

gi|27777576|gb|AC0
20922.9| 877 0

Homo sapiens
chromosome 19
clone CTD-
2105E13, complete
sequence

A9JSM3 116 2.00E-29 Transmembrane
protein 238 . . . . pfam15125 TMEM238

TMEM238 protein
family. The
function of this
family of
transmembrane
proteins, TMEM238;
has not, as yet, been
determined.
Members of this
family are as yet
uncharacterized.
This family of
proteins is found in
eukaryotes. Proteins
in this family are
typically between 61
and 153 amino acids
in length.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000233608 2 2 0 2 1.058312423 0 0 0 2 2.12325444 0.204907124 0.322501149 up no TWIST2 protein_coding chr2:238848032-
238910543:+

gi|6681177|ref|NP_0
31881.1| 841 2.00E-109 twist-related protein

2 [Mus musculus]
gi|618468605|ref|N
M_001271893.3| 1404 0

Homo sapiens twist
family bHLH
transcription factor
2 (TWIST2),
transcript variant 1,
mRNA

P97831 328 1.00E-109 Twist-related
protein 2 . . . . pfam00010 HLH

Helix-loop-helix
DNA-binding
domain.

GO:0030154|cell
differentiation;GO:0
007275|multicellular
organismal
development;GO:00
43066|negative
regulation of
apoptotic
process;GO:004566
8|negative
regulation of
osteoblast
differentiation;GO:0
045892|negative
regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0003677|DNA
binding; K09069 TWIST; twist



ENSG00000233762 1 0 0 1 0.306403269 0 0 0 0 1.982071082 0.504383527 NA up no AC007969.1 processed_pseudog
ene

chr2:171517270-
171517716:-

gi|119631616|gb|EA
X11211.1| 587 6.00E-75 hCG1783417

[Homo sapiens]
gi|7534288|gb|AC00
7969.3| 447 0

Homo sapiens BAC
clone RP11-471A5
from 2, complete
sequence

P62845 215 1.00E-70 40S ribosomal
protein S15 SPAC1071.07c 166 2.00E-51 COG0185 pfam00203 Ribosomal_S19 Ribosomal protein

S19.

GO:0097421|liver
regeneration;GO:00
00028|ribosomal
small subunit
assembly;GO:00064
12|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0005654
|nucleoplasm;

GO:0003723|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02958

RP-S15e, RPS15;
small subunit
ribosomal protein
S15e

ENSG00000233780 1 1 0 0 0.32555986 0 0 0 0 2.06595105 0.481111484 NA up no HNRNPA1P30 transcribed_process
ed_pseudogene

chr13:20938564-
20949599:-

gi|114577985|ref|XP
_001144332.1| 512 1.00E-75

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
A1-like [Pan
troglodytes]

gi|530354719|ref|NR
_104058.1| 751 0

Homo sapiens long
intergenic non-
protein coding RNA
367 (LINC00367),
long non-coding
RNA

A5A6H4 199 4.00E-76

Heterogeneous
nuclear
ribonucleoprotein
A1

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;GO:0051
028|mRNA
transport;GO:00083
80|RNA splicing;

GO:0005737|cytopla
sm;GO:0030529|rib
onucleoprotein
complex;GO:000568
1|spliceosomal
complex;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K12741

HNRNPA1_3;
heterogeneous
nuclear
ribonucleoprotein
A1/A3

ENSG00000233837 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no EIF3LP2 processed_pseudog
ene

chr10:42566677-
42567483:+

gi|686770657|ref|XP
_009234283.1| 1371 0

PREDICTED: LOW
QUALITY
PROTEIN:
eukaryotic
translation initiation
factor 3 subunit L-
like, partial [Pongo
abelii]

gi|219842278|ref|NG
_001544.3| 807 0

Homo sapiens
eukaryotic
translation initiation
factor 3, subunit L
pseudogene 2
(EIF3LP2) on
chromosome 10

Q8QZY1 523 0
Eukaryotic
translation initiation
factor 3 subunit L

. . . . pfam10255 Paf67

RNA polymerase I-
associated factor
PAF67. RNA
polymerase I is a
multisubunit
enzyme and its
transcription
competence is
dependent on the
presence of PAF67.
This family of
proteins is
conserved from
worms to humans.

GO:0001731|formati
on of translation
preinitiation
complex;GO:000644
6|regulation of
translational
initiation;GO:00064
13|translational
initiation;GO:00755
25|viral translational
termination-
reinitiation;

GO:0016282|eukary
otic 43S
preinitiation
complex;GO:003329
0|eukaryotic 48S
preinitiation
complex;GO:000585
2|eukaryotic
translation initiation
factor 3
complex;GO:000165
0|fibrillar
center;GO:0016020|
membrane;GO:0005
730|nucleolus;GO:0
005654|nucleoplasm

GO:0044822|poly(A
) RNA
binding;GO:000374
3|translation
initiation factor
activity;

K15029
EIF3L; translation
initiation factor 3
subunit L

ENSG00000233846 1 1 1 0 1.106480802 2 1 2 1 -0.394658415 0.766767436 0.837175012 down no AL133480.2 processed_pseudog
ene

chr9:6278667-
6279153:+

gi|315259101|ref|NP
_001186748.1| 847 2.00E-113

selenoprotein T
precursor
[Oryctolagus
cuniculus]

gi|315221155|ref|NG
_027962.1| 487 0

Homo sapiens
selenoprotein T
pseudogene
(LOC645969) on
chromosome 9

P62341 329 2.00E-114 Selenoprotein T . . . . pfam10262 Rdx

Rdx family. This
entry is an
approximately 100
residue region of
selenoprotein-T,
conserved from
plants to humans.
The protein binds to
UDP-
glucose:glycoprotei
n
glucosyltransferase
(UGTR), the
endoplasmic
reticulum (ER)-
resident protein,
which is known to
be involved in the
quality control of
protein folding.
Selenium (Se) plays
an essential role in
cell survival and
most of the effects
of Se are probably
mediated by
selenoproteins,
including
selenoprotein T.
However, despite its
binding to UGTR
and that its mRNA
is up-regulated in
extended asphyxia,
the function of the

GO:0001514|selenoc
ysteine
incorporation;

. GO:0008430|seleniu
m binding; . .

ENSG00000234241 13 7 4 7 6.928176549 3 3 7 7 1.257518848 0.060789584 0.130531225 up no AL109618.1 processed_pseudog
ene

chr20:6213699-
6215381:+

gi|821132612|ref|XP
_012373608.1| 874 0

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein Q
[Dasypus
novemcinctus]

gi|586597976|ref|NG
_002370.5| 1683 0

Homo sapiens
synaptotagmin
binding,
cytoplasmic RNA
interacting protein
pseudogene
(LOC149844) on
chromosome 20

Q7TMK9 314 1.00E-124
Heterogeneous
nuclear
ribonucleoprotein Q

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0071346|cellular
response to
interferon-
gamma;GO:0070934
|CRD-mediated
mRNA
stabilization;GO:000
6397|mRNA
processing;GO:0017
148|negative
regulation of
translation;GO:0001
649|osteoblast
differentiation;GO:0
008380|RNA
splicing;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
70937|CRD-
mediated mRNA
stability
complex;GO:000573
7|cytoplasm;GO:000
5783|endoplasmic
reticulum;GO:00974
52|GAIT
complex;GO:007120
4|histone pre-
mRNA 3'end
processing
complex;GO:003052
9|ribonucleoprotein
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;

GO:0000166|nucleot
ide
binding;GO:000814
3|poly(A)
binding;GO:004482
2|poly(A) RNA
binding;

K13160

SYNCRIP, HNRPQ;
heterogeneous
nuclear
ribonucleoprotein Q

ENSG00000234287 156 129 130 56 87.6269155 18 24 43 27 2.762935251 3.39E-08 2.94E-06 up yes AC099560.2 processed_pseudog
ene

chr3:40761545-
40761799:+

gi|505840947|ref|XP
_004613989.1| 436 5.00E-54

PREDICTED: 40S
ribosomal protein
S27 [Sorex araneus]

gi|169646395|ref|NG
_005671.3| 255 5.00E-130

Homo sapiens
ribosomal protein
S27 pseudogene 4
(RPS27P4) on
chromosome 3

Q71TY3 172 2.00E-55 40S ribosomal
protein S27 SPBC1685.10 133 2.00E-40 COG2051 pfam01667 Ribosomal_S27e Ribosomal protein

S27.

GO:0000028|riboso
mal small subunit
assembly;GO:00064
12|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0005634
|nucleus;

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02978

RP-S27e, RPS27;
small subunit
ribosomal protein
S27e

ENSG00000234327 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC012146.1 processed_transcrip
t

chr17:5111468-
5115004:+

gi|119610767|gb|EA
W90361.1| 385 4.00E-45

hCG2042915,
isoform CRA_c,
partial [Homo
sapiens]

gi|27764740|gb|AC0
12146.25| 1646 0

Homo sapiens
chromosome 17,
clone RP11-46I8,
complete sequence

Q15937 60.1 8.00E-10 Zinc finger protein
79 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0070125|mitoch
ondrial translational
elongation;GO:0070
124|mitochondrial
translational
initiation;GO:00987
79|mitophagy in
response to
mitochondrial
depolarization;GO:0
002230|positive
regulation of
defense response to
virus by
host;GO:0098792|xe
nophagy;

GO:0005743|mitoch
ondrial inner
membrane;GO:0005
739|mitochondrion;
GO:0005840|riboso
me;

. K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000234518 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no PTGES3P1 processed_pseudog
ene

chr1:89104285-
89104767:-

gi|119593553|gb|EA
W73147.1| 788 5.00E-105 hCG2028557

[Homo sapiens]
gi|426214122|ref|NG
_007034.3| 483 0

Homo sapiens
prostaglandin E
synthase 3
(cytosolic)
pseudogene 1
(PTGES3P1) on
chromosome 1

Q5NVM4 300 2.00E-103 Prostaglandin E
synthase 3 . . . . pfam04969 CS

CS domain. The CS
and CHORD
(pfam04968) are
fused into a single
polypeptide chain in
metazoans but are
found in separate
proteins in plants;
this is thought to be
indicative of an
interaction between
CS and CHORD. It
has been suggested
that the CS domain
is a binding module
for HSP90,
implying that CS
domain-containing
proteins are
involved in
recruiting heat
shock proteins to
multiprotein
assemblies. Two CS
domains are found
at the C-terminus of
Ubiquitin carboxyl-
terminal hydrolase
19 (USP19), these
domains may play a
role in the
interaction of
USP19 with cellular
inhibitor of
apoptosis 2

GO:0001516|prostag
landin biosynthetic
process;

GO:0005737|cytopla
sm;

GO:0050220|prostag
landin-E synthase
activity;

K15730

PTGES3; cytosolic
prostaglandin-E
synthase
[EC:5.3.99.3]

ENSG00000234585 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no CCT6P3 transcribed_unproc
essed_pseudogene

chr7:65038354-
65074713:+

gi|724908875|ref|XP
_010378836.1| 770 3.00E-90

PREDICTED: T-
complex protein 1
subunit zeta isoform
X2 [Rhinopithecus
roxellana]

gi|34368232|emb|BX
649060.1| 3651 0

Homo sapiens
mRNA; cDNA
DKFZp779B0634
(from clone
DKFZp779B0634)

Q5RCD2 187 7.00E-115 T-complex protein 1
subunit zeta . . . . pfam00118 Cpn60_TCP1

TCP-1/cpn60
chaperonin family.
This family includes
members from the
HSP60 chaperone
family and the TCP-
1 (T-complex
protein) family.

GO:0006457|protein
folding;

GO:0005832|chaper
onin-containing T-
complex;

GO:0005524|ATP
binding; K09498

CCT6; T-complex
protein 1 subunit
zeta

ENSG00000234664 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no HMGN2P5 processed_pseudog
ene

chr15:29730713-
29730985:+

gi|795143824|ref|XP
_011837046.1| 252 4.00E-26

PREDICTED:
putative Dresden
prostate carcinoma
protein 2
[Mandrillus
leucophaeus]

gi|426328493|ref|X
M_004025238.1| 273 5.00E-140

PREDICTED:
Gorilla gorilla
gorilla high mobility
group nucleosomal
binding domain 2
(HMGN2), mRNA

Q86SG4 94.4 6.00E-24
Putative Dresden
prostate carcinoma
protein 2

. . . . pfam01101 HMG14_17 HMG14 and
HMG17.

GO:0008344|adult
locomotory
behavior;GO:00074
11|axon
guidance;GO:00311
03|axon
regeneration;GO:00
07155|cell
adhesion;GO:00508
90|cognition;GO:00
35640|exploration
behavior;GO:00435
24|negative
regulation of
neuron apoptotic
process;GO:000176
4|neuron
migration;GO:00071
65|signal
transduction;

GO:0045177|apical
part of
cell;GO:0030425|de
ndrite;GO:0070062|e
xtracellular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
886|plasma
membrane;GO:0005
578|proteinaceous
extracellular matrix;

. . .



ENSG00000234745 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no HLA-B protein_coding chr6:31269491-
31357188:-

gi|17986001|ref|NP_
005505.2| 1604 0

major
histocompatibility
complex, class I, B
precursor [Homo
sapiens]

gi|170650640|ref|N
M_005514.6| 1547 0

Homo sapiens
major
histocompatibility
complex, class I, B
(HLA-B), mRNA

P01889 217 3.00E-65

HLA class I
histocompatibility
antigen, B-7 alpha
chain

. . . . pfam00129 MHC_I

Class I
Histocompatibility
antigen, domains
alpha 1 and 2.

GO:0002479|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class I, TAP-
dependent;GO:0002
480|antigen
processing and
presentation of
exogenous peptide
antigen via MHC
class I, TAP-
independent;GO:00
02474|antigen
processing and
presentation of
peptide antigen via
MHC class
I;GO:0060333|interf
eron-gamma-
mediated signaling
pathway;GO:005077
6|regulation of
immune
response;GO:00603
37|type I interferon
signaling
pathway;GO:001603
2|viral process;

GO:0009986|cell
surface;GO:0031901
|early endosome
membrane;GO:0005
783|endoplasmic
reticulum;GO:00125
07|ER to Golgi
transport vesicle
membrane;GO:0005
794|Golgi
apparatus;GO:00001
39|Golgi
membrane;GO:0071
556|integral
component of
lumenal side of
endoplasmic
reticulum
membrane;GO:0042
612|MHC class I
protein
complex;GO:003067
0|phagocytic vesicle
membrane;GO:0005
886|plasma
membrane;

GO:0042605|peptide
antigen binding; K06751

MHC1; major
histocompatibility
complex, class I

ENSG00000235225 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no AC016712.1 processed_pseudog
ene

chr2:222726457-
222726834:+

gi|297287320|ref|XP
_001103204.2| 456 2.00E-55

PREDICTED: 60S
ribosomal protein
L31-like isoform 4
[Macaca mulatta]

gi|224494560|ref|NG
_011063.1| 378 0

Homo sapiens
ribosomal protein
L31 pseudogene 17
(RPL31P17) on
chromosome 2

P62902 178 1.00E-56 60S ribosomal
protein L31 YLR406c 109 3.00E-30 COG2097 pfam01198 Ribosomal_L31e Ribosomal protein

L31e.
GO:0002181|cytopla
smic translation;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0005730
|nucleolus;GO:0005
654|nucleoplasm;

GO:0003735|structu
ral constituent of
ribosome;

K02910

RP-L31e, RPL31;
large subunit
ribosomal protein
L31e

ENSG00000235238 2 3 1 2 1.777181137 1 2 3 0 0.944425969 0.386173653 0.516070636 up no SUMO2P1 processed_pseudog
ene

chr6:29636060-
29636343:-

gi|209734692|gb|AC
I68215.1| 411 1.00E-49

Small ubiquitin-
related modifier 2
precursor [Salmo
salar]

gi|335892858|ref|NG
_029101.1| 284 4.00E-146

Homo sapiens
gamma-
aminobutyric acid
(GABA) B receptor,
1 (GABBR1),
RefSeqGene on
chromosome 6

P61959 59.7 7.00E-46 Small ubiquitin-
related modifier 2 SPBC365.06 67 2.00E-14 COG5227 pfam11976 Rad60-SLD

Ubiquitin-2 like
Rad60 SUMO-like.
The small ubiquitin-
related modifier
SUMO-1 is a
Ub/Ubl family
member, and
although SUMO-1
shares structural
similarity to Ub,
SUMO's cellular
functions remain
distinct insomuch as
SUMO modification
alters protein
function through
changes in activity,
cellular localisation,
or by protecting
substrates from
ubiquitination.
Rad60 family
members contain
functionally
enigmatic, integral
SUMO-like
domains (SLDs).
Despite their
divergence from
SUMO, each Rad60
SLD interacts with a
subset of SUMO
pathway enzymes:
SLD2 specifically
binds the SUMO E2

GO:0034613|cellular
protein
localization;GO:004
5892|negative
regulation of
transcription, DNA-
templated;GO:00332
35|positive
regulation of
protein
sumoylation;GO:00
16925|protein
sumoylation;

GO:0005634|nucleu
s;GO:0016605|PML
body;

GO:0031386|protein
tag;GO:0046965|reti
noid X receptor
binding;GO:003162
5|ubiquitin protein
ligase binding;

K12160
SUMO, SMT3;
small ubiquitin-
related modifier

ENSG00000235253 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no AC010240.2 processed_pseudog
ene

chr5:132942932-
132945050:+

gi|820999665|ref|XP
_012354837.1| 845 2.00E-145

PREDICTED:
elongation factor 1-
alpha 1-like isoform
X1 [Nomascus
leucogenys]

gi|351542171|ref|NG
_030340.1| 1139 0

Homo sapiens
AF4/FMR2 family,
member 4 (AFF4),
RefSeqGene on
chromosome 5

Q71V39 295 1.00E-132 Elongation factor 1-
alpha 2 SPCC794.09c 289 1.00E-91 COG5256 pfam03143 GTP_EFTU_D3

Elongation factor
Tu C-terminal
domain. Elongation
factor Tu consists
of three structural
domains, this is the
third domain. This
domain adopts a
beta barrel
structure. This the
third domain is
involved in binding
to both charged
tRNA and binding
to EF-Ts
pfam00889.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0003746
|translation
elongation factor
activity;

K03231 EEF1A; elongation
factor 1-alpha

ENSG00000235298 0 0 0 0 0.391968096 1 1 0 2 -1.853860153 0.419387044 NA down no AL354733.3 antisense chr9:83972233-
83975777:+

gi|26389256|dbj|BA
C25705.1| 121 1.00E-06

unnamed protein
product [Mus
musculus]

gi|551866832|tpe|HG
502197.1| 390 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000005
2868.1 (RP11-
575L7.8 gene),
antisense

. . . . . . . . pfam09408 Spike_rec_bind

Spike receptor
binding domain.
Spike is an
envelope
glycoprotein which
aids viral entry into
the host cell. This
domain corresponds
is the immunogenic
receptor binding
domain of the
protein which binds
to angiotensin-
converting enzyme
2 (ACE2).

. . . . .

ENSG00000235300 0 0 1 1 0.584035298 0 2 1 0 -0.045198515 0.981448426 NA down no THRA1/BTR antisense chr17:48294335-
48308762:+

gi|640832906|ref|XP
_008072110.1| 393 5.00E-44

PREDICTED:
uncharacterized
protein
LOC103276499
[Tarsius syrichta]

gi|551885352|tpe|HG
509169.1| 902 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000044
3442.1 (AC090627.1
gene), antisense

. . . . . . . . pfam00469 F-protein

Negative factor, (F-
Protein) or Nef. Nef
protein accelerates
virulent progression
of AIDS by its
interaction with
cellular proteins
involved in signal
transduction and
host cell activation.
Nef has been shown
to bind specifically
to a subset of the
Src kinase family.

. . . . .

ENSG00000235475 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no LINC01372 lincRNA chr7:67335976-
67340024:+

gi|470600074|ref|XP
_004312129.1| 225 6.00E-20

PREDICTED:
uncharacterized
protein
LOC101324953
[Tursiops truncatus]

gi|564112232|ref|NR
_108104.1| 489 0

Homo sapiens long
intergenic non-
protein coding RNA
1372 (LINC01372),
long non-coding
RNA

Q8N2A0 58.9 3.00E-10

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0010468|regulati
on of gene
expression;GO:0006
446|regulation of
translational
initiation;GO:00105
01|RNA secondary
structure
unwinding;GO:0006
413|translational
initiation;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00310
12|extracellular
matrix;GO:0016020|
membrane;

GO:0005524|ATP
binding;GO:000400
4|ATP-dependent
RNA helicase
activity;GO:0003725
|double-stranded
RNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000374
3|translation
initiation factor
activity;

. .

ENSG00000235483 1 0 1 0 0.37608294 0 0 0 0 2.229344469 0.434785794 NA up no GYG2-AS1 antisense chrX:2852740-
2853760:- . . . . gi|551893337|tpe|HG

512413.1| 515 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000005
5632.1 (RP11-
146D5.3 gene),
antisense

. . . . . . . . pfam03268 DUF267
Caenorhabditis
protein of unknown
function, DUF267.

. . . . .

ENSG00000235587 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no GAPDHP65 processed_pseudog
ene

chrX:46439709-
46440714:-

gi|378404908|ref|NP
_001243728.1| 1294 8.00E-177

glyceraldehyde-3-
phosphate
dehydrogenase
isoform 2 [Homo
sapiens]

gi|576796771|ref|NG
_006129.6| 1006 0

Homo sapiens
glyceraldehyde 3
phosphate
dehydrogenase
pseudogene 65
(GAPDHP65) on
chromosome X

P04406 503 1.00E-177
Glyceraldehyde-3-
phosphate
dehydrogenase

SPBC32F12.11 358 2.00E-121 COG0057 pfam02800 Gp_dh_C

Glyceraldehyde 3-
phosphate
dehydrogenase, C-
terminal domain.
GAPDH is a
tetrameric NAD-
binding enzyme
involved in
glycolysis and
glyconeogenesis. C-
terminal domain is a
mixed
alpha/antiparallel
beta fold.

GO:0061621|canoni
cal
glycolysis;GO:00713
46|cellular response
to interferon-
gamma;GO:0006094
|gluconeogenesis;G
O:0000226|microtub
ule cytoskeleton
organization;GO:00
17148|negative
regulation of
translation;GO:0051
402|neuron
apoptotic
process;GO:003560
6|peptidyl-cysteine
S-trans-
nitrosylation;GO:00
50821|protein
stabilization;GO:001
6241|regulation of
macroautophagy;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:00310
12|extracellular
matrix;GO:0097452|
GAIT
complex;GO:004323
1|intracellular
membrane-bounded
organelle;GO:00305
29|ribonucleoprotei
n
complex;GO:000581
1|lipid
particle;GO:0016020
|membrane;GO:001
5630|microtubule
cytoskeleton;GO:00
31965|nuclear
membrane;GO:0005
634|nucleus;GO:004
8471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;GO:0031
982|vesicle;

GO:0004365|glycera
ldehyde-3-
phosphate
dehydrogenase
(NAD+)
(phosphorylating)
activity;GO:0008017
|microtubule
binding;GO:005128
7|NAD
binding;GO:005066
1|NADP
binding;GO:003560
5|peptidyl-cysteine
S-nitrosylase
activity;

K00134

GAPDH, gapA;
glyceraldehyde 3-
phosphate
dehydrogenase
[EC:1.2.1.12]

ENSG00000235655 14 4 9 13 11.39826608 11 9 19 12 0.25447877 0.646899117 0.750679724 up no H3F3AP4 processed_pseudog
ene

chr2:174719908-
174720318:+

gi|755805326|ref|XP
_003999137.2| 703 1.00E-92

PREDICTED: LOW
QUALITY
PROTEIN: histone
H3.3 [Felis catus]

gi|426333974|ref|X
M_004028492.1| 411 0

PREDICTED:
Gorilla gorilla
gorilla H3 histone,
family 3A,
transcript variant 8
(H3F3A), mRNA

Q6P823 273 1.00E-93 Histone H3.3 . . . . pfam00125 Histone Core histone
H2A/H2B/H3/H4.

GO:0006334|nucleo
some assembly;

GO:0000786|nucleo
some;GO:0005634|n
ucleus;

GO:0031492|nucleo
somal DNA
binding;

K11253 H3; histone H3



ENSG00000235672 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no AC090286.2 transcribed_process
ed_pseudogene

chr17:18908279-
18908865:+

gi|296191374|ref|XP
_002743599.1| 447 2.00E-64

PREDICTED: ran-
specific GTPase-
activating protein
isoform X3
[Callithrix jacchus]

gi|520992745|ref|NG
_026226.3| 587 0

Homo sapiens RAN
binding protein 1
pseudogene
(LOC100419620) on
chromosome 17

P34022 24.3 8.00E-64
Ran-specific
GTPase-activating
protein

SPBC1773.07c 77 9.00E-23 COG5171 pfam00638 Ran_BP1 RanBP1 domain.

GO:0035690|cellular
response to
drug;GO:0072750|ce
llular response to
leptomycin
B;GO:0000082|G1/S
transition of mitotic
cell
cycle;GO:0046604|p
ositive regulation of
mitotic centrosome
separation;GO:0010
976|positive
regulation of
neuron projection
development;GO:00
06606|protein
import into
nucleus;GO:005159
2|response to
calcium
ion;GO:0006405|RN
A export from
nucleus;GO:000705
1|spindle
organization;GO:00
06511|ubiquitin-
dependent protein
catabolic process;

GO:1904115|axon
cytoplasm;GO:0005
913|cell-cell
adherens
junction;GO:000581
3|centrosome;GO:00
05737|cytoplasm;G
O:0005634|nucleus;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00050
96|GTPase activator
activity;GO:0008536
|Ran GTPase
binding;

K15306 RANBP1; Ran-
binding protein 1

ENSG00000235879 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no FAR1P1 processed_pseudog
ene

chr13:90170866-
90171799:+

gi|602722680|ref|XP
_007471486.1| 1049 6.00E-143

PREDICTED: fatty
acyl-CoA reductase
1-like isoform X1
[Lipotes vexillifer]

gi|298358720|ref|NG
_021972.1| 934 0

Homo sapiens fatty
acyl CoA reductase
1 pseudogene 1
(FAR1P1) on
chromosome 13

Q922J9 405 2.00E-143 Fatty acyl-CoA
reductase 1 . . . . pfam03015 Sterile

Male sterility
protein. This family
represents the C-
terminal region of
the male sterility
protein in a number
of arabidopsis and
drosophila. A
sequence-related
jojoba acyl CoA
reductase is also
included.

GO:0008611|ether
lipid biosynthetic
process;GO:004647
4|glycerophospholip
id biosynthetic
process;GO:003533
6|long-chain fatty-
acyl-CoA metabolic
process;GO:001002
5|wax biosynthetic
process;

GO:0016021|integral
component of
membrane;GO:0005
778|peroxisomal
membrane;GO:0005
777|peroxisome;

GO:0080019|fatty-
acyl-CoA reductase
(alcohol-forming)
activity;GO:0050062
|long-chain-fatty-
acyl-CoA reductase
activity;

K13356
FAR; fatty acyl-CoA
reductase
[EC:1.2.1.-]

ENSG00000236397 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no DDX11L2 unprocessed_pseud
ogene

chr2:113599036-
113601261:-

gi|220675805|emb|C
AQ52932.1| 552 1.00E-65

DEAD/H box
polypeptide 11 like
2 [Homo sapiens]

gi|389886558|ref|NR
_024005.2| 1162 0

Homo sapiens
DEAD/H (Asp-Glu-
Ala-Asp/His) box
helicase 11 like 2
(DDX11L2),
transcript variant 2,
non-coding RNA

Q96FC9 124 2.00E-53
ATP-dependent
DNA helicase
DDX11

YPL008w 48.5 2.00E-11 COG1199 pfam13307 Helicase_C_2

Helicase C-terminal
domain. This
domain is the
second of two
tandem AAA
domains found in a
wide variety of
helicase enzymes.

GO:0032508|DNA
duplex
unwinding;GO:0036
498|IRE1-mediated
unfolded protein
response;GO:00061
39|nucleobase-
containing
compound
metabolic
process;GO:000706
2|sister chromatid
cohesion;GO:00160
32|viral process;

GO:0005813|centros
ome;GO:0070062|ex
tracellular
exosome;GO:00304
96|midbody;GO:000
0790|nuclear
chromatin;GO:0005
730|nucleolus;GO:0
005654|nucleoplasm
;GO:0005634|nucleu
s;GO:0000922|spind
le pole;

GO:0051539|4 iron,
4 sulfur cluster
binding;GO:000552
4|ATP
binding;GO:000400
3|ATP-dependent
DNA helicase
activity;GO:0033680
|ATP-dependent
DNA/RNA helicase
activity;GO:0008094
|DNA-dependent
ATPase
activity;GO:0003690
|double-stranded
DNA
binding;GO:000438
6|helicase
activity;GO:0046872
|metal ion
binding;GO:000372
3|RNA
binding;GO:000369
7|single-stranded
DNA binding;

K11273

DDX11, CHL1,
CTF1; chromosome
transmission fidelity
protein 1
[EC:3.6.4.13]

ENSG00000236439 42 42 30 22 24.3378424 2 11 10 7 2.82136897 2.52E-07 1.15E-05 up yes AC099336.2 processed_pseudog
ene

chr1:202471864-
202472117:-

gi|197632567|gb|AC
H71007.1| 375 7.00E-45 ribosomal protein

S27-4 [Salmo salar]
gi|594191110|ref|NG
_009601.2| 254 2.00E-129

Homo sapiens
ribosomal protein
S27 pseudogene 8
(RPS27P8) on
chromosome 1

Q71TY3 146 3.00E-45 40S ribosomal
protein S27 SPBC1685.10 114 2.00E-33 COG2051 pfam01667 Ribosomal_S27e Ribosomal protein

S27.

GO:0000028|riboso
mal small subunit
assembly;GO:00064
12|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0005634
|nucleus;

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02978

RP-S27e, RPS27;
small subunit
ribosomal protein
S27e

ENSG00000236444 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no UBE2L5P protein_coding chr13:30422488-
30428616:+

gi|591330594|ref|XP
_007091138.1| 849 4.00E-105

PREDICTED:
ubiquitin-
conjugating enzyme
E2 L3 [Panthera
tigris altaica]

gi|12666231|emb|AL
161893.24| 1895 0

Human DNA
sequence from
clone RP11-223E19
on chromosome 13,
complete sequence

P68037 313 7.00E-109
Ubiquitin-
conjugating enzyme
E2 L3

YBR082c 120 4.00E-30 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0044770|cell
cycle phase
transition;GO:00082
83|cell
proliferation;GO:00
71385|cellular
response to
glucocorticoid
stimulus;GO:007138
3|cellular response
to steroid hormone
stimulus;GO:190395
5|positive regulation
of protein targeting
to
mitochondrion;GO:
0031398|positive
regulation of
protein
ubiquitination;GO:0
051443|positive
regulation of
ubiquitin-protein
transferase
activity;GO:0070979
|protein K11-linked
ubiquitination;GO:0
000209|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin dependent

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
34|nucleus;

GO:0005524|ATP
binding;GO:004482
2|poly(A) RNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0061631
|ubiquitin
conjugating enzyme
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:009702
7|ubiquitin-protein
transferase activator
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K04552

UBE2L3, UBCH7;
ubiquitin-
conjugating enzyme
E2 L3 [EC:2.3.2.23]

ENSG00000236457 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no AC090617.1 sense_intronic chr17:2215482-
2216015:- . . . . gi|551884351|tpe|HG

508572.1| 323 1.00E-167

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000025
5275.1 (AC130689.5
gene),
sense_intronic

. . . . . . . . pfam03164 Mon1

Trafficking protein
Mon1. Members of
this family have
been called SAND
proteins although
these proteins do
not contain a SAND
domain. In
Saccharomyces
cerevisiae a protein
complex of Mon1
and Ccz1 functions
with the small
GTPase Ypt7 to
mediate vesicle
trafficking to the
vacuole. The
Mon1/Ccz1 complex
is conserved in
eukaryotic
evolution and
members of this
family (previously
known as DUF254)
are distant
homologues to
domains of known
structure that
assemble into cargo
vesicle adapter (AP)
complexes.
describes
orthologues in Fugu
rubripes.

. . . . .

ENSG00000236493 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no EIF2S2P3 processed_pseudog
ene

chr10:92668745-
92669743:-

gi|388453607|ref|NP
_001253795.1| 1339 0

eukaryotic
translation initiation
factor 2 subunit 2
[Macaca mulatta]

gi|169646640|ref|NG
_005657.3| 999 0

Homo sapiens
eukaryotic
translation initiation
factor 2, subunit 2
beta pseudogene 3
(EIF2S2P3) on
chromosome 10

P20042 519 0
Eukaryotic
translation initiation
factor 2 subunit 2

SPAC6B12.17c 195 2.00E-58 COG1601 pfam01873 eIF-5_eIF-2B

Domain found in
IF2B/IF5. This
family includes the
N terminus of eIF-
5, and the C
terminus of eIF-2
beta. This region
corresponds to the
whole of the
archaebacterial eIF-
2 beta homologue.
The region contains
a putative zinc
binding C4 finger.

GO:0001701|in
utero embryonic
development;GO:00
02176|male germ
cell
proliferation;GO:00
08584|male gonad
development;GO:00
06413|translational
initiation;GO:00550
85|transmembrane
transport;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005850|eu
karyotic translation
initiation factor 2
complex;

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:000813
5|translation factor
activity, RNA
binding;GO:000374
3|translation
initiation factor
activity;

K03238
EIF2S2; translation
initiation factor 2
subunit 2

ENSG00000236534 17 55 12 40 25.07515425 20 22 25 16 1.033765212 0.015530288 0.049108523 up yes H3F3BP1 processed_pseudog
ene

chr13:71675067-
71675469:+

gi|332841416|ref|XP
_003314213.1| 653 2.00E-85

PREDICTED:
histone H3.3-like
[Pan troglodytes]

gi|344179123|ref|NG
_029804.1| 403 0

Homo sapiens H3
histone, family 3B
(H3.3B) pseudogene
1 (H3F3BP1) on
chromosome 13

Q6P823 254 2.00E-86 Histone H3.3 . . . . pfam00125 Histone Core histone
H2A/H2B/H3/H4.

GO:0006334|nucleo
some assembly;

GO:0000786|nucleo
some;GO:0005634|n
ucleus;

GO:0031492|nucleo
somal DNA
binding;

K11253 H3; histone H3

ENSG00000236552 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no RPL13AP5 processed_pseudog
ene

chr10:96750288-
96750899:+

gi|6912634|ref|NP_0
36555.1| 977 2.00E-132

60S ribosomal
protein L13a
isoform 1 [Homo
sapiens]

gi|222418597|ref|NR
_026712.1| 612 0

Homo sapiens
ribosomal protein
L13a pseudogene 5
(RPL13AP5), non-
coding RNA

P40429 380 9.00E-134 60S ribosomal
protein L13a SPBC839.13c 234 1.00E-76 COG0102 pfam00572 Ribosomal_L13 Ribosomal protein

L13.

GO:0071346|cellular
response to
interferon-
gamma;GO:1901194
|negative regulation
of formation of
translation
preinitiation
complex;GO:001714
8|negative
regulation of
translation;GO:0000
184|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0006364|r
RNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0022625|cy
tosolic large
ribosomal
subunit;GO:0005925
|focal
adhesion;GO:00974
52|GAIT
complex;GO:003052
9|ribonucleoprotein
complex;GO:001593
4|large ribosomal
subunit;GO:0016020
|membrane;GO:000
5730|nucleolus;GO:
0005634|nucleus;

GO:0003729|mRNA
binding;GO:004482
2|poly(A) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02872

RP-L13Ae,
RPL13A; large
subunit ribosomal
protein L13Ae



ENSG00000236565 1 0 0 0 0.30226919 0 0 1 0 0.569016202 0.849265505 NA up no HNRNPA3P5 processed_pseudog
ene

chr13:65787932-
65788764:-

gi|426375631|ref|XP
_004054631.1| 553 1.00E-65

PREDICTED:
uncharacterized
protein
LOC101151151
[Gorilla gorilla
gorilla]

gi|197333776|ref|NG
_005585.3| 833 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein
A3 pseudogene 5
(HNRNPA3P5) on
chromosome 13

P51991 61.2 2.00E-09

Heterogeneous
nuclear
ribonucleoprotein
A3

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0010467|gene
expression;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
51028|mRNA
transport;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05737|cytoplasm;G
O:0030529|ribonucl
eoprotein
complex;GO:199012
4|messenger
ribonucleoprotein
complex;GO:004300
5|neuron
projection;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0035770|ribonu
cleoprotein granule;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:005103
3|RNA
transmembrane
transporter activity;

K12741

HNRNPA1_3;
heterogeneous
nuclear
ribonucleoprotein
A1/A3

ENSG00000236668 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no AC006450.3 antisense chr9:124006277-
124009396:- . . . . gi|551867062|tpe|HG

502412.1| 2146 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000005
4007.2 (RP11-
85O21.2 gene),
antisense

. . . . . . . . pfam06637 PV-1

PV-1 protein
(PLVAP). This
family consists of
several PV-1
(PLVAP) proteins
which seem to be
specific to
mammals. PV-1 is a
novel protein
component of the
endothelial fenestral
and stomatal
diaphragms. The
function of this
family is unknown.

. . . . .

ENSG00000236773 1 0 0 0 0.30226919 0 0 1 0 0.569016202 0.849265505 NA up no AC092809.3 processed_pseudog
ene

chr1:224175476-
224175706:-

gi|426333901|ref|XP
_004028505.1| 210 3.00E-20

PREDICTED: zinc
finger protein 706-
like [Gorilla gorilla
gorilla]

gi|222418753|ref|NG
_005606.5| 231 9.00E-117

Homo sapiens zinc
finger protein 706
pseudogene
(LOC724084) on
chromosome 1

Q5ZMM5 84 5.00E-21 Zinc finger protein
706 . . . . pfam12907 zf-met2

Zinc-binding. This
is small family of
metazoan zinc-
binding proteins.

GO:1902455|negativ
e regulation of stem
cell population
maintenance;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00064
17|regulation of
translation;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0046872|metal
ion binding; . .

ENSG00000236796 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AL157884.3 unprocessed_pseud
ogene

chr9:32836575-
32869595:-

gi|701361893|ref|XP
_009961612.1| 471 3.00E-49

PREDICTED: atrial
natriuretic peptide
receptor 1-like,
partial [Tyto alba]

gi|15029097|emb|AL
157884.9| 153 1.00E-72

Human DNA
sequence from
clone RP11-462B18
on chromosome
9p13.1-21.1,
complete sequence

P16067 66.2 2.00E-10 Atrial natriuretic
peptide receptor 2 . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0060348|bone
development;GO:00
97011|cellular
response to
granulocyte
macrophage colony-
stimulating factor
stimulus;GO:000618
2|cGMP
biosynthetic
process;GO:003555
6|intracellular signal
transduction;GO:00
51447|negative
regulation of
meiotic cell
cycle;GO:1900194|n
egative regulation of
oocyte
maturation;GO:0001
503|ossification;GO:
0007168|receptor
guanylyl cyclase
signaling
pathway;GO:004470
2|single organism
reproductive
process;

GO:0008074|guanyl
ate cyclase complex,
soluble;GO:0005887
|integral component
of plasma
membrane;GO:0005
886|plasma
membrane;

GO:0005524|ATP
binding;GO:000552
5|GTP
binding;GO:000438
3|guanylate cyclase
activity;GO:0016941
|natriuretic peptide
receptor
activity;GO:0017046
|peptide hormone
binding;GO:000467
2|protein kinase
activity;

K12324

ANPRB, NPR2;
atrial natriuretic
peptide receptor B
[EC:4.6.1.2]

ENSG00000236813 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no BTF3P8 processed_pseudog
ene

chrX:63766875-
63767400:+

gi|426237040|ref|XP
_004012469.1| 416 1.00E-48

PREDICTED:
transcription factor
BTF3 isoform X2
[Ovis aries]

gi|293597509|ref|NG
_016975.1| 526 0

Homo sapiens
Cdc42 guanine
nucleotide exchange
factor (GEF) 9
(ARHGEF9),
RefSeqGene on
chromosome X

P20290 162 3.00E-48 Transcription factor
BTF3 . . . . pfam01849 NAC NAC domain.

GO:0001701|in
utero embryonic
development;GO:00
15031|protein
transport;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
66|transcription
from RNA
polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0044822|poly(A
) RNA binding; K01527

EGD1, BTF3;
nascent
polypeptide-
associated complex
subunit beta

ENSG00000236814 17 18 12 13 10.47428334 0 3 5 5 2.804521732 1.13E-05 0.000213671 up yes AC046176.1 processed_pseudog
ene

chr8:56050038-
56051207:-

gi|27754103|ref|NP_
080235.2| 1913 0

26S protease
regulatory subunit
10B [Mus
musculus]

gi|426214762|ref|NG
_002379.4| 1170 0

Homo sapiens
proteasome 26S
subunit, ATPase, 6
pseudogene 1
(PSMC6P1) on
chromosome 8

P62335 741 0
26S protease
regulatory subunit
10B

YOR259c 525 0 COG1222 pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0030163|protein
catabolic process;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0022624|pr
oteasome accessory
complex;

GO:0005524|ATP
binding;GO:001678
7|hydrolase activity;

. .

ENSG00000236830 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no CBR3-AS1 processed_transcrip
t

chr21:36131767-
36175815:-

gi|119630155|gb|EA
X09750.1| 434 1.00E-79

hCG401086,
isoform CRA_b,
partial [Homo
sapiens]

gi|24270861|gb|BC0
38671.1| 4615 0

Homo sapiens
cDNA clone
IMAGE:5262521

O75828 179 2.00E-52 Carbonyl reductase
[NADPH] 3 SPBC29A3.12 137 7.00E-52 COG0522 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0000027|riboso
mal large subunit
assembly;GO:00064
12|translation;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0005634
|nucleus;

GO:0070180|large
ribosomal subunit
rRNA
binding;GO:000016
6|nucleotide
binding;GO:000373
5|structural
constituent of
ribosome;

K00084
CBR3; carbonyl
reductase 3
[EC:1.1.1.184]

ENSG00000236887 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no AL357055.2 processed_pseudog
ene

chr1:113198825-
113199258:+

gi|119576962|gb|EA
W56558.1| 566 7.00E-72 hCG1640112

[Homo sapiens]
gi|224494589|ref|NG
_010559.1| 434 0

Homo sapiens
ribosomal protein
S15 pseudogene 1
(RPS15P1) on
chromosome 1

P62845 176 3.00E-55 40S ribosomal
protein S15 SPCC1393.03 142 2.00E-42 COG0185 pfam00203 Ribosomal_S19 Ribosomal protein

S19.

GO:0097421|liver
regeneration;GO:00
00028|ribosomal
small subunit
assembly;GO:00064
12|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0005654
|nucleoplasm;

GO:0003723|RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02958

RP-S15e, RPS15;
small subunit
ribosomal protein
S15e

ENSG00000237186 9 11 14 11 8.039452084 4 3 2 3 2.48780762 5.88E-05 0.000699544 up yes AC092418.1 processed_pseudog
ene

chr3:57530345-
57530967:-

gi|554579524|ref|XP
_005881305.1| 679 4.00E-87

PREDICTED: 40S
ribosomal protein
S8 [Myotis brandtii]

gi|224495950|ref|NG
_010028.1| 623 0

Homo sapiens
ribosomal protein
S8 pseudogene 5
(RPS8P5) on
chromosome 3

P62243 263 3.00E-87 40S ribosomal
protein S8 YER102w 152 8.00E-45 COG2007 pfam01201 Ribosomal_S8e Ribosomal protein

S8e.

GO:0000462|matura
tion of SSU-rRNA
from tricistronic
rRNA transcript
(SSU-rRNA, 5.8S
rRNA, LSU-
rRNA);GO:0006412|
translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0030529
|ribonucleoprotein
complex;GO:001602
0|membrane;

GO:0003735|structu
ral constituent of
ribosome;

K02995

RP-S8e, RPS8;
small subunit
ribosomal protein
S8e

ENSG00000237289 8 19 18 24 36.63629967 69 62 59 80 -1.449722263 3.43E-06 8.06E-05 down yes CKMT1B protein_coding chr15:43593054-
43604901:+

gi|395746639|ref|XP
_003778485.1| 1929 0

PREDICTED:
creatine kinase U-
type, mitochondrial-
like isoform X2
[Pongo abelii]

gi|21753358|dbj|AK
094322.1| 2304 0

Homo sapiens
cDNA FLJ37003 fis,
clone
BRACE2008500,
highly similar to
CREATINE
KINASE,
UBIQUITOUS
MITOCHONDRIAL
PRECURSOR (EC
2.7.3.2)

P12532 155 2.00E-43 Creatine kinase U-
type, mitochondrial SA0482 86.3 2.00E-17 COG3869 pfam00217 ATP-gua_Ptrans

ATP:guanido
phosphotransferase,
C-terminal catalytic
domain. The
substrate binding
site is located in the
cleft between N and
C-terminal domains,
but most of the
catalytic residues
are found in the
larger C-terminal
domain.

.
GO:0005743|mitoch
ondrial inner
membrane;

GO:0005524|ATP
binding;GO:000411
1|creatine kinase
activity;

K00933 E2.7.3.2; creatine
kinase [EC:2.7.3.2]

ENSG00000237296 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SMG1P1 transcribed_unproc
essed_pseudogene

chr16:22437008-
22492220:+

gi|675706504|ref|XP
_009007490.1| 4631 0

PREDICTED:
serine/threonine-
protein kinase
SMG1 isoform X3
[Callithrix jacchus]

gi|224548942|ref|NR
_027154.1| 4223 0

Homo sapiens
SMG1 pseudogene
1 (SMG1P1), non-
coding RNA

Q96Q15 57 5.00E-07
Serine/threonine-
protein kinase
SMG1

. . . . pfam07099 DUF1361

Protein of unknown
function
(DUF1361). This
family consists of
several hypothetical
bacterial proteins of
around 200 residues
in length. The
function of this
family is unknown
although some
members are
annotated as being
putative integral
membrane proteins.

GO:0006281|DNA
repair;GO:0006406|
mRNA export from
nucleus;GO:000018
4|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0018105|
peptidyl-serine
phosphorylation;GO
:0046854|phosphati
dylinositol
phosphorylation;GO
:0046777|protein
autophosphorylatio
n;GO:0006950|respo
nse to
stress;GO:0000723|t
elomere
maintenance;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005634|nu
cleus;

GO:0005524|ATP
binding;GO:004687
2|metal ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase
activity;GO:0042162
|telomeric DNA
binding;

K08873
SMG1; PI-3-kinase-
related kinase SMG-
1



ENSG00000237350 2 5 0 0 1.330359409 0 2 1 0 1.778452795 0.289213145 0.414937206 up no CDC42P6 processed_pseudog
ene

chr4:22727375-
22727950:-

gi|119613210|gb|EA
W92804.1| 1006 4.00E-137

hCG39634, isoform
CRA_a [Homo
sapiens]

gi|254826722|ref|NG
_008215.3| 576 0

Homo sapiens cell
division cycle 42
pseudogene 6
(CDC42P6) on
chromosome 4

Q8CFN2 385 5.00E-136 Cell division control
protein 42 homolog SPAC110.03 319 2.00E-110 COG1100 pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0090135|actin
filament
branching;GO:0051
017|actin filament
bundle
assembly;GO:00070
15|actin filament
organization;GO:00
34332|adherens
junction
organization;GO:00
60070|canonical
Wnt signaling
pathway;GO:000316
1|cardiac
conduction system
development;GO:00
34613|cellular
protein
localization;GO:003
6336|dendritic cell
migration;GO:00068
97|endocytosis;GO:
0090136|epithelial
cell-cell
adhesion;GO:00606
84|epithelial-
mesenchymal cell
signaling;GO:00300
10|establishment of
cell
polarity;GO:005168
3|establishment of
Golgi
localization;GO:003

GO:0045177|apical
part of
cell;GO:0005911|cell
-cell
junction;GO:003646
4|cytoplasmic
ribonucleoprotein
granule;GO:0005829
|cytosol;GO:007006
2|extracellular
exosome;GO:00301
75|filopodium;GO:0
005925|focal
adhesion;GO:00001
39|Golgi
membrane;GO:0031
256|leading edge
membrane;GO:0016
020|membrane;GO:
0005815|microtubul
e organizing
center;GO:0030496|
midbody;GO:00726
86|mitotic
spindle;GO:0043209
|myelin
sheath;GO:0043005|
neuron
projection;GO:0043
025|neuronal cell
body;GO:0005886|p
lasma
membrane;GO:0030
141|secretory
granule;GO:0051233

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0031435
|mitogen-activated
protein kinase
kinase kinase
binding;GO:006163
0|ubiquitin protein
ligase activity;

K04393
CDC42; cell
division control
protein 42

ENSG00000237515 0 0 1 1 1.175081757 3 1 1 4 -1.619873127 0.253392825 0.37748247 down no SHISA9 protein_coding chr16:12901620-
13240413:+

gi|826303081|ref|XP
_012503071.1| 2002 0

PREDICTED:
protein shisa-9
[Propithecus
coquereli]

gi|291463299|ref|N
M_001145204.2| 6724 0

Homo sapiens shisa
family member 9
(SHISA9),
transcript variant 1,
mRNA

B4DS77 363 7.00E-121 Protein shisa-9 . . . . pfam13908 Shisa

Wnt and FGF
inhibitory regulator.
Shisa is a
transcription factor-
type molecule that
physically interacts
with immature
forms of the Wnt
receptor Frizzled
and the FGF
receptor within the
endoplasmic
reticulum to inhibit
their post-
translational
maturation and
trafficking to the
cell surface.

GO:2000311|regulati
on of alpha-amino-
3-hydroxy-5-
methyl-4-isoxazole
propionate selective
glutamate receptor
activity;GO:0048172
|regulation of short-
term neuronal
synaptic plasticity;

GO:0032281|AMPA
glutamate receptor
complex;GO:003005
4|cell
junction;GO:003259
1|dendritic spine
membrane;GO:0008
328|ionotropic
glutamate receptor
complex;GO:004520
2|synapse;

. . .

ENSG00000237749 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no AL034379.1 processed_pseudog
ene

chr1:37556247-
37556499:+

gi|694884980|ref|XP
_009452257.1| 373 2.00E-44

PREDICTED: 40S
ribosomal protein
S27-like [Pan
troglodytes]

gi|395455699|ref|NG
_009591.2| 253 6.00E-129

Homo sapiens
ribosomal protein
S27 pseudogene 9
(RPS27P9) on
chromosome 1

Q71TY3 145 1.00E-44 40S ribosomal
protein S27 SPBC1685.10 113 1.00E-32 COG2051 pfam01667 Ribosomal_S27e Ribosomal protein

S27.

GO:0000028|riboso
mal small subunit
assembly;GO:00064
12|translation;

GO:0022627|cytosol
ic small ribosomal
subunit;GO:0005634
|nucleus;

GO:0046872|metal
ion
binding;GO:004482
2|poly(A) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02978

RP-S27e, RPS27;
small subunit
ribosomal protein
S27e

ENSG00000237804 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no HNRNPA1P39 processed_pseudog
ene

chr2:174310015-
174310974:-

gi|20664272|pdb|1L
3K|A 807 7.00E-105

Chain A, Up1, The
Two Rna-
Recognition Motif
Domain Of Hnrnp
A1

gi|586799221|ref|NG
_021539.3| 960 0

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein
A1 pseudogene 39
(HNRNPA1P39) on
chromosome 2

A5A6H4 313 1.00E-103

Heterogeneous
nuclear
ribonucleoprotein
A1

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0006397|mRNA
processing;GO:0051
028|mRNA
transport;GO:00083
80|RNA splicing;

GO:0005737|cytopla
sm;GO:0030529|rib
onucleoprotein
complex;GO:000568
1|spliceosomal
complex;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K12741

HNRNPA1_3;
heterogeneous
nuclear
ribonucleoprotein
A1/A3

ENSG00000237984 0 0 1 2 1.480684251 3 4 1 3 -1.387225585 0.272065207 0.395292107 down no PTENP1 transcribed_process
ed_pseudogene

chr9:33673504-
33677499:-

gi|827475635|ref|NP
_001296406.1| 2030 0

phosphatase and
tensin homolog
[Orcinus orca]

gi|114841167|ref|NG
_001337.2| 3996 0

Homo sapiens T cell
receptor beta
variable orphans on
chromosome 9
(TRBV/OR9) on
chromosome 9

P60484 762 0

Phosphatidylinositol
3,4,5-trisphosphate
3-phosphatase and
dual-specificity
protein phosphatase
PTEN

SPBC609.02 122 1.00E-28 COG2453 pfam10409 PTEN_C2

C2 domain of PTEN
tumor-suppressor
protein. This is the
C2 domain-like
domain, in greek
key form, of the
PTEN protein,
phosphatidyl-
inositol triphosphate
phosphatase, and it
is the C-terminus.
This domain may
well include a CBR3
loop which means it
plays a central role
in membrane
binding. This
domain associates
across an extensive
interface with the
N-terminal
phosphatase domain
DSPc (pfam00782)
suggesting that the
C2 domain
productively
positions the
catalytic part of the
protein onto the
membrane.

GO:0030534|adult
behavior;GO:00075
68|aging;GO:000152
5|angiogenesis;GO:0
006915|apoptotic
process;GO:004885
4|brain
morphogenesis;GO:
0060070|canonical
Wnt signaling
pathway;GO:004873
8|cardiac muscle
tissue
development;GO:00
16477|cell
migration;GO:00082
83|cell
proliferation;GO:00
71456|cellular
response to
hypoxia;GO:000741
7|central nervous
system
development;GO:00
32286|central
nervous system
myelin
maintenance;GO:00
21955|central
nervous system
neuron
axonogenesis;GO:00
60997|dendritic
spine
morphogenesis;GO:

GO:0016324|apical
plasma
membrane;GO:0042
995|cell
projection;GO:0005
737|cytoplasm;GO:0
009898|cytoplasmic
side of plasma
membrane;GO:0005
829|cytosol;GO:004
3197|dendritic
spine;GO:0005576|e
xtracellular
region;GO:0005739|
mitochondrion;GO:
0035749|myelin
sheath adaxonal
region;GO:0043005|
neuron
projection;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0005886|plasma
membrane;GO:0016
605|PML
body;GO:0045211|p
ostsynaptic
membrane;GO:0043
220|Schmidt-
Lanterman incisure;

GO:0010997|anapha
se-promoting
complex
binding;GO:001989
9|enzyme
binding;GO:004280
2|identical protein
binding;GO:005171
7|inositol-1,3,4,5-
tetrakisphosphate 3-
phosphatase
activity;GO:0008289
|lipid
binding;GO:000028
7|magnesium ion
binding;GO:003016
5|PDZ domain
binding;GO:001631
4|phosphatidylinosit
ol-3,4,5-
trisphosphate 3-
phosphatase
activity;GO:0051800
|phosphatidylinosito
l-3,4-bisphosphate
3-phosphatase
activity;GO:0004438
|phosphatidylinosito
l-3-phosphatase
activity;GO:0004721
|phosphoprotein
phosphatase
activity;GO:0004722
|protein
serine/threonine

K01110

PTEN;
phosphatidylinositol
-3,4,5-trisphosphate
3-phosphatase and
dual-specificity
protein phosphatase
PTEN [EC:3.1.3.16
3.1.3.48 3.1.3.67]

ENSG00000238057 0 0 0 1 0.208894827 1 0 0 0 0.569016595 0.86541075 NA up no ZEB2-AS1 antisense chr2:144518097-
144521477:+

gi|119631979|gb|EA
X11574.1| 323 1.00E-34 hCG2045865

[Homo sapiens]
gi|551847122|tpe|HG
494681.1| 905 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000047
2740.1 (ZEB2-AS1
gene), antisense

. . . . . . . . pfam06912 DUF1275

Protein of unknown
function
(DUF1275). This
family consists of
several hypothetical
bacterial proteins of
around 200 residues
in length. The
function of this
family is unknown
although a few
members are
thought to be
membrane proteins.

. . . . .

ENSG00000238085 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AL590682.1 processed_pseudog
ene

chr1:240998451-
240998794:-

gi|743719815|ref|XP
_010953675.1| 235 3.00E-23

PREDICTED: 60S
acidic ribosomal
protein P1, partial
[Camelus
bactrianus]

gi|162287166|ref|NG
_006638.2| 344 2.00E-179

Homo sapiens
ribosomal protein,
large, P1
pseudogene 2
(RPLP1P2) on
chromosome 1

P05386 93.2 1.00E-23
60S acidic
ribosomal protein
P1

SPAC644.15 48.1 2.00E-07 COG2058 pfam00428 Ribosomal_60s

60s Acidic
ribosomal protein.
This family includes
archaebacterial L12,
eukaryotic P0, P1
and P2.

GO:0002181|cytopla
smic
translation;GO:0000
184|nuclear-
transcribed mRNA
catabolic process,
nonsense-mediated
decay;GO:0045860|
positive regulation
of protein kinase
activity;GO:0006364
|rRNA
processing;GO:0006
614|SRP-dependent
cotranslational
protein targeting to
membrane;GO:0006
412|translation;GO:0
006414|translational
elongation;GO:0006
413|translational
initiation;GO:00190
83|viral
transcription;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0022625|cy
tosolic large
ribosomal
subunit;GO:0070062
|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00306
87|preribosome,
large subunit
precursor;

GO:0070180|large
ribosomal subunit
rRNA
binding;GO:003029
5|protein kinase
activator
activity;GO:0003735
|structural
constituent of
ribosome;

K02942

RP-LP1, RPLP1;
large subunit
ribosomal protein
LP1

ENSG00000238943 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no Y_RNA misc_RNA chr12:8592476-
8592585:+ . . . . gi|21206067|gb|AC0

92184.7| 110 7.00E-50

Homo sapiens 12
BAC RP11-438L7
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

. . . . . . . . pfam01299 Lamp

Lysosome-
associated
membrane
glycoprotein
(Lamp).

. . . . .

ENSG00000239305 0 0 4 4 1.638438055 1 0 2 2 1.191863322 0.386623004 0.516070636 up no RNF103 protein_coding chr2:86603393-
86623866:-

gi|5031825|ref|NP_0
05658.1| 3491 0

E3 ubiquitin-protein
ligase RNF103
isoform 1 [Homo
sapiens]

gi|34528423|dbj|AK
122978.1| 4542 0

Homo sapiens
cDNA FLJ16725 fis,
clone
UTERU3005536,
highly  similar to
Homo sapiens gene
for KF-1 protein

O00237 844 0 E3 ubiquitin-protein
ligase RNF103 SPAC57A7.09 59.3 3.00E-08 COG5540 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0007417|central
nervous system
development;GO:00
30433|ER-associated
ubiquitin-dependent
protein catabolic
process;GO:001656
7|protein
ubiquitination;

GO:0005783|endopl
asmic
reticulum;GO:00057
89|endoplasmic
reticulum
membrane;GO:0016
021|integral
component of
membrane;

GO:0016874|ligase
activity;GO:0004842
|ubiquitin-protein
transferase
activity;GO:0008270
|zinc ion binding;

K15695

RNF103, KF1; E3
ubiquitin-protein
ligase RNF103
[EC:2.3.2.27]



ENSG00000239306 10 15 20 29 21.47092013 20 32 25 33 -0.049193568 0.895107238 0.93383784 down no RBM14 protein_coding chr11:66616582-
66627347:+

gi|640788691|ref|XP
_008050162.1| 1571 0

PREDICTED: RNA-
binding protein 14
isoform X1 [Tarsius
syrichta]

gi|197085592|ref|N
M_006328.3| 2828 0

Homo sapiens RNA
binding motif
protein 14
(RBM14), transcript
variant 1, mRNA

Q5RC41 228 3.00E-69 RNA-binding
protein 14 . . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

GO:0098534|centrio
le
assembly;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;GO:0005634|
nucleus;

GO:0000166|nucleot
ide
binding;GO:000372
3|RNA binding;

K13189 RBM14; RNA-
binding protein 14

ENSG00000239622 29 27 20 28 25.5878138 21 24 24 30 0.648508595 0.061632959 0.13192949 up no AC005165.2 processed_pseudog
ene

chr7:25689580-
25689959:-

gi|109067209|ref|XP
_001096612.1| 310 5.00E-42

PREDICTED:
hypothetical protein
LOC708161
[Macaca mulatta]

gi|223941824|ref|NG
_001207.3| 380 0

Homo sapiens
ubiquitin A-52
residue ribosomal
protein fusion
product 1
pseudogene 1
(UBA52P1) on
chromosome 7

P0C276 73.6 5.00E-42
Ubiquitin-60S
ribosomal protein
L40

ECU02g0740i 117 1.00E-33 COG5272 pfam00240 ubiquitin

Ubiquitin family.
This family contains
a number of
ubiquitin-like
proteins: SUMO
(smt3 homologue)
Nedd8, Elongin B,
Rub1, and Parkin.
A number of them
are thought to carry
a distinctive five-
residue motif
termed the
proteasome-
interacting motif
(PIM), which may
have a biologically
significant role in
protein delivery to
proteasomes and
recruitment of
proteasomes to
transcription sites.

GO:0006412|translat
ion;

GO:0043209|myelin
sheath;GO:0005634|
nucleus;GO:000584
0|ribosome;

GO:0003735|structu
ral constituent of
ribosome;

K02927

RP-L40e, RPL40;
large subunit
ribosomal protein
L40e

ENSG00000239779 1 4 1 3 1.507351786 0 0 2 1 2.047968944 0.112746556 0.203459481 up no WBP1 protein_coding chr2:74458329-
74460891:+

gi|119620070|gb|EA
W99664.1| 1119 2.00E-148

hCG2039828,
isoform CRA_g
[Homo sapiens]

gi|21753328|dbj|AK
094297.1| 2044 0

Homo sapiens
cDNA FLJ36978 fis,
clone
BRACE2006363

P97764 31.2 5.00E-12 WW domain-
binding protein 1 . . . . pfam11669 WBP-1

WW domain-
binding protein 1.
This family of
proteins represents
WBP-1, a ligand of
the WW domain of
Yes-associated
protein. This
protein has a
proline-rich
domain. WBP-1
does not bind to the
SH3 domain.

. . GO:0050699|WW
domain binding; . .

ENSG00000240489 9 8 4 20 14.79952166 20 22 20 30 -0.671030068 0.133711864 0.232356152 down no SETP14 processed_pseudog
ene

chr3:155987304-
155988176:+

gi|403298566|ref|XP
_003940088.1| 1106 5.00E-149

PREDICTED:
protein SET
[Saimiri boliviensis
boliviensis]

gi|21206016|gb|AC0
67721.22| 873 0

Homo sapiens 3
BAC RP11-111F10
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q01105 430 2.00E-150 Protein SET . . . . pfam00956 NAP

Nucleosome
assembly protein
(NAP). NAP
proteins are
involved in moving
histones into the
nucleus,
nucleosome
assembly and
chromatin fluidity.
They affect the
transcription of
many genes.

GO:0006260|DNA
replication;GO:0035
067|negative
regulation of
histone
acetylation;GO:0043
524|negative
regulation of
neuron apoptotic
process;GO:004589
2|negative
regulation of
transcription, DNA-
templated;GO:00069
13|nucleocytoplasmi
c
transport;GO:00063
34|nucleosome
assembly;GO:00063
37|nucleosome
disassembly;GO:004
3488|regulation of
mRNA
stability;GO:001603
2|viral process;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005783|en
doplasmic
reticulum;GO:00056
54|nucleoplasm;GO:
0005634|nucleus;G
O:0048471|perinucl
ear region of
cytoplasm;GO:0043
234|protein
complex;

GO:0003677|DNA
binding;GO:004239
3|histone
binding;GO:000486
4|protein
phosphatase
inhibitor
activity;GO:0008601
|protein
phosphatase type
2A regulator
activity;

K11290
SET, TAF1,
I2PP2A; template-
activating factor I

ENSG00000240771 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ARHGEF25 protein_coding chr12:57610180-
57619379:+

gi|162287076|ref|NP
_001104740.1| 2564 0

rho guanine
nucleotide exchange
factor 25 isoform 3
[Homo sapiens]

gi|374349232|ref|N
M_182947.3| 2549 0

Homo sapiens Rho
guanine nucleotide
exchange factor
(GEF) 25
(ARHGEF25),
transcript variant 1,
mRNA

Q86VW2 367 3.00E-123
Rho guanine
nucleotide exchange
factor 25

. . . . pfam00621 RhoGEF

RhoGEF domain.
Guanine nucleotide
exchange factor for
Rho/Rac/Cdc42-like
GTPases Also called
Dbl-homologous
(DH) domain. It
appears that
pfam00169 domains
invariably occur C-
terminal to
RhoGEF/DH
domains.

GO:0035023|regulati
on of Rho protein
signal transduction;

GO:0005829|cytosol
;GO:0030016|myofi
bril;GO:0005886|pla
sma
membrane;GO:0030
017|sarcomere;

GO:0005089|Rho
guanyl-nucleotide
exchange factor
activity;

. .

ENSG00000240914 1 0 0 1 0.306403269 0 0 0 0 1.982071082 0.504383527 NA up no AL121612.1 processed_pseudog
ene

chr14:94800849-
94801463:-

gi|565302599|gb|ET
E59074.1| 452 7.00E-69

60S ribosomal
protein L15
[Ophiophagus
hannah]

gi|358437936|ref|NG
_002539.4| 615 0

Homo sapiens
ribosomal protein
L15 pseudogene 2
(RPL15P2) on
chromosome 14

P61314 64.7 1.00E-11 60S ribosomal
protein L15 YMR121c 115 2.00E-51 COG1632 pfam00827 Ribosomal_L15e Ribosomal L15.

GO:0002181|cytopla
smic
translation;GO:0045
471|response to
ethanol;

GO:0031672|A
band;GO:0022625|c
ytosolic large
ribosomal
subunit;GO:0016020
|membrane;

GO:0003735|structu
ral constituent of
ribosome;

K02877

RP-L15e, RPL15;
large subunit
ribosomal protein
L15e

ENSG00000241506 6 9 10 4 6.333177924 8 6 2 2 1.299879795 0.064591041 0.136411251 up no PSMC1P1 processed_pseudog
ene

chr3:68635705-
68637024:+

gi|62896895|dbj|BA
D96388.1| 2074 0

proteasome 26S
ATPase subunit 1
variant [Homo
sapiens]

gi|169646283|ref|NG
_001556.3| 1320 0

Homo sapiens
proteasome
(prosome,
macropain) 26S
subunit, ATPase, 1
pseudogene 1
(PSMC1P1) on
chromosome 3

P62193 801 0 26S protease
regulatory subunit 4 SPBC4.07c 611 0 COG1222 pfam00004 AAA

ATPase family
associated with
various cellular
activities (AAA).
AAA family
proteins often
perform chaperone-
like functions that
assist in the
assembly,
operation, or
disassembly of
protein complexes.

GO:0030433|ER-
associated
ubiquitin-dependent
protein catabolic
process;GO:190121
5|negative
regulation of
neuron
death;GO:0045899|p
ositive regulation of
RNA polymerase II
transcriptional
preinitiation
complex assembly;

GO:0031597|cytosol
ic proteasome
complex;GO:001602
0|membrane;GO:00
31595|nuclear
proteasome
complex;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0022624|proteasome
accessory
complex;GO:000854
0|proteasome
regulatory particle,
base subcomplex;

GO:0005524|ATP
binding;GO:001688
7|ATPase
activity;GO:0044822
|poly(A) RNA
binding;GO:003640
2|proteasome-
activating ATPase
activity;GO:0017025
|TBP-class protein
binding;

K03062

PSMC1, RPT2; 26S
proteasome
regulatory subunit
T2

ENSG00000241627 0 1 0 1 1.541320009 6 2 3 2 -2.186132412 0.098580802 0.182448051 down no UBQLN4P1 processed_pseudog
ene

chr3:148985868-
148987668:-

gi|478524096|ref|XP
_004436248.1| 1481 0

PREDICTED:
ubiquilin-4
[Ceratotherium
simum simum]

gi|21206152|gb|AC0
21059.25| 1801 0

Homo sapiens 3
BAC RP11-464E15
(Roswell Park
Cancer Institute
Human BAC
Library) complete
sequence

Q9NRR5 573 0 Ubiquilin-4 ECU10g1730 77.8 5.00E-15 COG5272 pfam00240 ubiquitin

Ubiquitin family.
This family contains
a number of
ubiquitin-like
proteins: SUMO
(smt3 homologue)
Nedd8, Elongin B,
Rub1, and Parkin.
A number of them
are thought to carry
a distinctive five-
residue motif
termed the
proteasome-
interacting motif
(PIM), which may
have a biologically
significant role in
protein delivery to
proteasomes and
recruitment of
proteasomes to
transcription sites.

GO:0006914|autoph
agy;GO:1901097|ne
gative regulation of
autophagosome
maturation;GO:0032
434|regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;

GO:0005776|autoph
agosome;GO:00057
37|cytoplasm;GO:00
31410|cytoplasmic
vesicle;GO:0005829|
cytosol;GO:0005789
|endoplasmic
reticulum
membrane;GO:0005
634|nucleus;GO:004
8471|perinuclear
region of cytoplasm;

GO:0031593|polyub
iquitin binding; K04523 UBQLN, DSK2;

ubiquilin

ENSG00000241651 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no AC099340.1 processed_pseudog
ene

chr4:128069014-
128069612:-

gi|686717023|ref|XP
_009238596.1| 943 3.00E-127

PREDICTED: 60S
ribosomal protein
L15-like [Pongo
abelii]

gi|224493986|ref|NG
_010451.1| 599 0

Homo sapiens
ribosomal protein
L15 pseudogene 8
(RPL15P8) on
chromosome 4

P61314 316 2.00E-108 60S ribosomal
protein L15 SPAC1783.08c 216 6.00E-70 COG1632 pfam00827 Ribosomal_L15e Ribosomal L15.

GO:0002181|cytopla
smic
translation;GO:0045
471|response to
ethanol;

GO:0031672|A
band;GO:0022625|c
ytosolic large
ribosomal
subunit;GO:0016020
|membrane;

GO:0003735|structu
ral constituent of
ribosome;

K02877

RP-L15e, RPL15;
large subunit
ribosomal protein
L15e

ENSG00000242209 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no AC006445.1 processed_pseudog
ene

chr4:13647697-
13648400:-

gi|332218791|ref|XP
_003258542.1| 569 1.00E-72

PREDICTED: 60S
ribosomal protein
L32-like [Nomascus
leucogenys]

gi|224494205|ref|NG
_010487.1| 322 5.00E-167

Homo sapiens
ribosomal protein
L32 pseudogene 12
(RPL32P12) on
chromosome 4

P62912 206 4.00E-67 60S ribosomal
protein L32 YBL092w 114 5.00E-32 COG1717 pfam01655 Ribosomal_L32e

Ribosomal protein
L32. This family
includes ribosomal
protein L32 from
eukaryotes and
archaebacteria.

GO:0071549|cellular
response to
dexamethasone
stimulus;GO:009742
1|liver
regeneration;GO:00
06412|translation;

GO:0022625|cytosol
ic large ribosomal
subunit;GO:0016020
|membrane;

GO:0044822|poly(A
) RNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02912

RP-L32e, RPL32;
large subunit
ribosomal protein
L32e

ENSG00000242457 2 5 1 3 2.235476693 3 1 2 1 1.149809782 0.230776155 0.352975687 up no RBBP4P2 processed_pseudog
ene

chr3:94075912-
94077175:-

gi|426328785|ref|XP
_004065391.1| 1512 0

PREDICTED: LOW
QUALITY
PROTEIN: histone-
binding protein
RBBP4 [Gorilla
gorilla gorilla]

gi|381388805|gb|AC
245469.3| 1264 0

Homo sapiens BAC
clone CH17-338K11
from chromosome
3, complete
sequence

Q60972 564 0 Histone-binding
protein RBBP4 . . . . pfam12265 CAF1C_H4-bd

Histone-binding
protein RBBP4 or
subunit C of CAF1
complex. The CAF-
1 complex is a
conserved
heterotrimeric
protein complex
that promotes
histone H3 and H4
deposition onto
newly synthesized
DNA during
replication or DNA
repair; specifically it
facilitates
replication-
dependent
nucleosome
assembly with the
major histone H3
(H3.1). This domain
is an alpha helix
which sits just
upstream of the
WD40 seven-bladed
beta-propeller in the
human RbAp46
protein. RbAp46
folds into the beta-
propeller and binds
histone H4 in a
groove formed
between this N-
terminal helix and

GO:0043044|ATP-
dependent
chromatin
remodeling;GO:000
7049|cell
cycle;GO:0031497|c
hromatin
assembly;GO:00165
69|covalent
chromatin
modification;GO:00
06338|chromatin
remodeling;GO:000
0183|chromatin
silencing at
rDNA;GO:0006260|
DNA
replication;GO:0006
335|DNA
replication-
dependent
nucleosome
assembly;GO:00063
36|DNA replication-
independent
nucleosome
assembly;GO:00604
16|response to
growth
hormone;GO:00063
51|transcription,
DNA-templated;

GO:0033186|CAF-1
complex;GO:003509
8|ESC/E(Z)
complex;GO:000079
0|nuclear
chromatin;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0016581|NuRD
complex;GO:001658
9|NURF
complex;GO:004323
4|protein complex;

GO:0008094|DNA-
dependent ATPase
activity;GO:0042826
|histone deacetylase
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000098
0|RNA polymerase
II distal enhancer
sequence-specific
DNA binding;

K10752

RBBP4, HAT2,
CAF1, MIS16;
histone-binding
protein RBBP4



ENSG00000244300 0 0 0 0 0.199462272 0 0 1 1 -0.867964596 0.798777347 NA down no GATA2-AS1 antisense chr3:128489212-
128502348:+

gi|119599718|gb|EA
W79312.1| 568 2.00E-67 hCG2041201, partial

[Homo sapiens]
gi|551850651|tpe|HG
496038.1| 1578 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000035
6936.1 (RP11-
475N22.4 gene),
antisense

. . . . . . . . pfam11593 Med3

Mediator complex
subunit 3 fungal.
Mediator is a large
complex of up to 33
proteins that is
conserved from
plants to fungi to
humans - the
number and
representation of
individual subunits
varying with
species. It is
arranged into four
different sections, a
core, a head, a tail
and a kinase-activity
part, and the
number of subunits
within each of these
is what varies with
species. Overall,
Mediator regulates
the transcriptional
activity of RNA
polymerase II but it
would appear that
each of the four
different sections
has a slightly
different function.
Mediator subunit
Hrs1/Med3 is a
physical target for
Cyc8 Tup1 a yeast

. . . . .

ENSG00000244462 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no RBM12 protein_coding chr20:35648925-
35664956:-

gi|19923345|ref|NP_
006038.2| 2211 0

RNA-binding
protein 12 [Homo
sapiens]

gi|311893284|ref|N
M_006047.5| 6662 0

Homo sapiens RNA
binding motif
protein 12
(RBM12), transcript
variant 1, mRNA

Q9NTZ6 225 4.00E-67 RNA-binding
protein 12 . . . . pfam14259 RRM_6

RNA recognition
motif (a.k.a. RRM,
RBD, or RNP
domain).

. GO:0005654|nucleo
plasm;

GO:0000166|nucleot
ide
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000244694 0 2 3 2 1.793643646 3 1 1 3 0.337349552 0.752408536 0.824089097 up no PTCHD4 protein_coding chr6:47878028-
48068689:-

gi|257743475|ref|NP
_001013754.3| 4149 0

patched domain-
containing protein 4
isoform 1 [Homo
sapiens]

gi|301129183|ref|N
M_207499.2| 3232 0

Homo sapiens
patched domain
containing 4
(PTCHD4),
transcript variant 2,
mRNA

Q6ZW05 1597 0 Patched domain-
containing protein 4 . . . . pfam02460 Patched

Patched family. The
transmembrane
protein Patched is a
receptor for the
morphogene Sonic
Hedgehog. This
protein associates
with the
smoothened protein
to transduce
hedgehog signals.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000245526 0 3 0 9 4.445639907 5 14 9 3 -1.057326563 0.271281661 0.395088056 down no LINC00461 lincRNA chr5:88507546-
88691041:-

gi|826295018|ref|XP
_012500217.1| 555 1.00E-63

PREDICTED:
uncharacterized
protein
LOC105810740
[Propithecus
coquereli]

gi|551856609|tpe|HG
498197.1| 3558 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000036
9803.2 (LINC00461
gene), lincRNA

. . . . . . . . pfam14979 TMEM52

Transmembrane 52.
This family of
transmembrane
proteins is found in
eukaryotes. Proteins
in this family are
typically between
160 and 236 amino
acids in length.
There is a
conserved LLCG
sequence motif. The
function of this
family is unknown.

. . . . .

ENSG00000245848 0 0 0 3 0.621386005 2 0 0 1 0.274496658 0.900052149 NA up no CEBPA protein_coding chr19:33299934-
33302564:-

gi|635037930|ref|XP
_007994431.1| 1040 7.00E-128

PREDICTED:
CCAAT/enhancer-
binding protein
alpha [Chlorocebus
sabaeus]

gi|551894987|ref|N
M_004364.4| 2631 0

Homo sapiens
CCAAT/enhancer
binding protein
(C/EBP), alpha
(CEBPA), transcript
variant 1, mRNA

P49715 383 5.00E-123
CCAAT/enhancer-
binding protein
alpha

. . . . pfam07716 bZIP_2 Basic region leucine
zipper.

GO:0050873|brown
fat cell
differentiation;GO:0
048469|cell
maturation;GO:0071
285|cellular
response to lithium
ion;GO:0071407|cell
ular response to
organic cyclic
compound;GO:0008
203|cholesterol
metabolic
process;GO:001922
1|cytokine-mediated
signaling
pathway;GO:000189
2|embryonic
placenta
development;GO:00
45444|fat cell
differentiation;GO:0
006091|generation
of precursor
metabolites and
energy;GO:0042593|
glucose
homeostasis;GO:003
0851|granulocyte
differentiation;GO:0
048839|inner ear
development;GO:00
55088|lipid
homeostasis;GO:000
1889|liver

GO:0005730|nucleol
us;GO:0005634|nucl
eus;GO:0090575|RN
A polymerase II
transcription factor
complex;

GO:0003677|DNA
binding;GO:001990
0|kinase
binding;GO:004280
3|protein
homodimerization
activity;GO:0001013
|RNA polymerase I
regulatory region
DNA
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0003705
|transcription factor
activity, RNA
polymerase II distal
enhancer sequence-
specific
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000813
4|transcription
factor
binding;GO:004421
2|transcription

K09055

CEBPA;
CCAAT/enhancer
binding protein
(C/EBP), alpha

ENSG00000247324 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC010547.1 antisense chr16:71462278-
71465941:+

gi|332227785|ref|XP
_003263069.1| 346 7.00E-39

PREDICTED:
uncharacterized
protein
LOC100582585
[Nomascus
leucogenys]

gi|551882786|tpe|HG
508238.1| 2793 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000043
3802.1 (RP11-
510M2.2 gene),
antisense

Q8N2A0 58.9 2.00E-08

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. .

GO:0044822|poly(A
) RNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000248333 0 1 0 3 0.6484177 1 1 0 0 1.310307734 0.491036976 NA up no CDK11B protein_coding chr1:1635227-
1659012:-

gi|606215166|ref|NP
_001778.2| 2866 0

cyclin-dependent
kinase 11B isoform
1 [Homo sapiens]

gi|606215163|ref|N
M_033486.2| 2998 0

Homo sapiens
cyclin-dependent
kinase 11B
(CDK11B),
transcript variant 2,
mRNA

P21127 861 0 Cyclin-dependent
kinase 11B . . . . pfam00069 Pkinase Protein kinase

domain.

GO:0006915|apopto
tic
process;GO:000828
3|cell
proliferation;GO:00
07067|mitotic
nuclear
division;GO:000646
8|protein
phosphorylation;GO
:0001558|regulation
of cell
growth;GO:0050684
|regulation of
mRNA
processing;GO:0006
355|regulation of
transcription, DNA-

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0005524|ATP
binding;GO:000469
3|cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0044822
|poly(A) RNA
binding;GO:000467
2|protein kinase
activity;GO:0004674
|protein
serine/threonine
kinase activity;

K08818
CDC2L; cell
division cycle 2-like
[EC:2.7.11.22]

ENSG00000248527 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no MTATP6P1 unprocessed_pseud
ogene

chr1:633696-
634376:+

gi|29690846|gb|AA
O88701.1| 639 2.00E-80

ATP synthase F0
subunit 6 [Homo
sapiens]

gi|28570413|gb|AC1
36309.9| 681 0

Homo sapiens
chromosome 11,
clone RP11-242C5,
complete sequence

P00846 245 1.00E-79 ATP synthase
subunit a RP023 68.2 4.00E-13 COG0356 pfam00119 ATP-synt_A ATP synthase A

chain.

GO:0007568|aging;
GO:0006754|ATP
biosynthetic
process;GO:004277
6|mitochondrial
ATP synthesis
coupled proton
transport;GO:00550
93|response to
hyperoxia;

GO:0070062|extrace
llular
exosome;GO:00160
21|integral
component of
membrane;GO:0005
743|mitochondrial
inner
membrane;GO:0005
753|mitochondrial
proton-transporting
ATP synthase
complex;GO:004526
3|proton-
transporting ATP
synthase complex,
coupling factor
F(o);

GO:0015078|hydrog
en ion
transmembrane
transporter
activity;GO:0022857
|transmembrane
transporter activity;

K02126

ATPeF0A,
MTATP6, ATP6; F-
type H+-
transporting ATPase
subunit a

ENSG00000249142 0 1 0 0 0.322817726 0 2 0 0 -0.14989536 0.960250927 NA down no AC074134.1 processed_pseudog
ene

chr5:32522758-
32523865:+

gi|472346216|ref|XP
_004392838.1| 980 4.00E-150

PREDICTED:
transmembrane
protein 183A
isoform X1
[Odobenus
rosmarus divergens]

gi|586798444|ref|NG
_005564.5| 1108 0

Homo sapiens
transmembrane
protein 183A
pseudogene
(LOC646616) on
chromosome 5

Q1AE95 379 6.00E-149 Transmembrane
protein 183B . . . . pfam12937 F-box-like

F-box-like. This is
an F-box-like
family.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000249483 1 0 0 0 0.396651589 1 0 0 1 -0.147854572 0.950454579 NA down no AC026726.1 lincRNA chr5:81851601-
81852201:+

gi|148668651|gb|ED
L00970.1| 448 9.00E-54

mCG1047223,
partial [Mus
musculus]

gi|551856447|tpe|HG
498138.1| 601 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000036
9544.1 (CTD-
2249K22.1 gene),
lincRNA

. . . . . . . . pfam10130 PIN_2

PIN domain.
Members of this
family of bacterial
domains are
predicted to be
RNases (from
similarities to 5'-
exonucleases).

. . . . .

ENSG00000249565 2 3 2 1 1.641716152 2 0 1 1 1.583769496 0.17765022 0.292046195 up no SERBP1P5 processed_pseudog
ene

chr4:78180866-
78182046:-

gi|4929579|gb|AAD
34050.1|AF151813_
1

957 4.00E-124 CGI-55 protein
[Homo sapiens]

gi|426214506|ref|NG
_005107.5| 1181 0

Homo sapiens
SERPINE1 mRNA
binding protein 1
pseudogene 5
(SERBP1P5) on
chromosome 4

Q8NC51 99 2.00E-122

Plasminogen
activator inhibitor 1
RNA-binding
protein

. . . . pfam04774 HABP4_PAI-RBP1

Hyaluronan /
mRNA binding
family. This family
includes the HABP4
family of
hyaluronan-binding
proteins, and the
PAI-1 mRNA-
binding protein,
PAI-RBP1. HABP4
has been observed
to bind hyaluronan
(a
glucosaminoglycan)
, but it is not known
whether this is its
primary role in
vivo. It has also
been observed to
bind RNA, but with
a lower affinity than
that for hyaluronan.
PAI-1 mRNA-
binding protein
specifically binds
the mRNA of type-1
plasminogen
activator inhibitor
(PAI-1), and is
thought to be
involved in
regulation of mRNA
stability. However,
in both cases, the
sequence motifs

GO:0042981|regulati
on of apoptotic
process;GO:004348
8|regulation of
mRNA stability;

GO:0005913|cell-
cell adherens
junction;GO:000573
7|cytoplasm;GO:007
0062|extracellular
exosome;GO:00160
20|membrane;GO:0
005634|nucleus;GO:
0048471|perinuclear
region of
cytoplasm;GO:0005
886|plasma
membrane;

GO:0098641|cadheri
n binding involved
in cell-cell
adhesion;GO:00037
30|mRNA 3'-UTR
binding;GO:004482
2|poly(A) RNA
binding;

K13199

SERBP1;
plasminogen
activator inhibitor 1
RNA-binding
protein

ENSG00000249992 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no TMEM158 protein_coding chr3:45224466-
45226278:-

gi|34785769|gb|AAH
57390.1| 842 9.00E-105 TMEM158 protein

[Homo sapiens]
gi|116805333|ref|N
M_015444.2| 1813 0

Homo sapiens
transmembrane
protein 158
(gene/pseudogene)
(TMEM158),
mRNA

Q8WZ71 328 5.00E-106 Transmembrane
protein 158 . . . . pfam11321 DUF3123

Protein of unknown
function
(DUF3123). This
eukaryotic family of
proteins has no
known function.

.
GO:0016021|integral
component of
membrane;

GO:0042277|peptide
binding; . .



ENSG00000250182 3 1 4 4 2.066331545 1 0 1 0 3.175393307 0.017660696 0.053882192 up no EEF1A1P13 processed_pseudog
ene

chr5:14651941-
14653329:-

gi|795156006|ref|XP
_011795662.1| 2270 0

PREDICTED:
elongation factor 1-
alpha 1 isoform X1
[Colobus angolensis
palliatus]

gi|15808546|gb|AC0
93211.3| 1389 0

Homo sapiens
chromosome 5
clone CTD-2020P3,
complete sequence

P68105 878 0 Elongation factor 1-
alpha 1 SPCC794.09c 726 0 COG5256 pfam00009 GTP_EFTU

Elongation factor
Tu GTP binding
domain. This
domain contains a
P-loop motif, also
found in several
other families such
as pfam00071,
pfam00025 and
pfam00063.
Elongation factor
Tu consists of three
structural domains,
this plus two C-
terminal beta barrel
domains.

GO:0071364|cellular
response to
epidermal growth
factor stimulus;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0005730|nu
cleolus;GO:0005634
|nucleus;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0019001
|guanyl nucleotide
binding;GO:000374
6|translation
elongation factor
activity;

K03231 EEF1A; elongation
factor 1-alpha

ENSG00000250247 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SEPHS2P1 processed_pseudog
ene

chr5:14960232-
14961393:+

gi|397471927|ref|XP
_003846080.1| 702 8.00E-147

PREDICTED: LOW
QUALITY
PROTEIN: selenide,
water dikinase 2
[Pan paniscus]

gi|530788381|ref|NG
_024654.2| 1162 0

Homo sapiens
selenophosphate
synthetase 2
pseudogene 1
(SEPHS2P1) on
chromosome 5

Q99611 191 7.00E-148 Selenide, water
dikinase 2 MJ1591m 85.1 2.00E-24 COG0709 pfam02769 AIRS_C

AIR synthase
related protein, C-
terminal domain.
This family includes
Hydrogen
expression/formatio
n protein HypE,
AIR synthases
EC:6.3.3.1, FGAM
synthase EC:6.3.5.3
and selenide, water
dikinase EC:2.7.9.3.
The function of the
C-terminal domain
of AIR synthase is
unclear, but the cleft
formed between N
and C domains is
postulated as a
sulphate binding
site.

GO:0001887|seleniu
m compound
metabolic
process;GO:001626
0|selenocysteine
biosynthetic
process;

.

GO:0005524|ATP
binding;GO:000475
6|selenide, water
dikinase activity;

K01008

selD, SEPHS;
selenide, water
dikinase
[EC:2.7.9.3]

ENSG00000250471 0 2 2 1 0.714743954 0 0 0 0 3.291464673 0.091971408 NA up no GMPSP1 processed_pseudog
ene

chr4:8174421-
8174999:+

gi|470637471|ref|XP
_004324047.1| 962 2.00E-127

PREDICTED: GMP
synthase
[glutamine-
hydrolyzing]-like,
partial [Tursiops
truncatus]

gi|615276347|ref|NG
_023314.2| 579 0

Homo sapiens
guanine
monphosphate
synthetase
pseudogene 1
(GMPSP1) on
chromosome 4

Q5RA96 380 3.00E-127
GMP synthase
[glutamine-
hydrolyzing]

Cgl0591_2 58.9 8.00E-10 COG0519 pfam00958 GMP_synt_C

GMP synthase C
terminal domain.
GMP synthetase is a
glutamine
amidotransferase
from the de novo
purine biosynthetic
pathway. This
family is the C-
terminal domain
specific to the GMP
synthases
EC:6.3.5.2. In
prokaryotes this
domain mediates
dimerization.
Eukaryotic GMP
synthases are
monomers. This
domain in
eukaryotes includes
several large
insertions that may
form globular
domains

GO:0006541|glutami
ne metabolic
process;GO:000617
7|GMP biosynthetic
process;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:000392
2|GMP synthase
(glutamine-
hydrolyzing)
activity;GO:0016462
|pyrophosphatase
activity;

K01951

guaA, GMPS; GMP
synthase
(glutamine-
hydrolysing)
[EC:6.3.5.2]

ENSG00000250479 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no CHCHD10 protein_coding chr22:23765834-
23768443:-

gi|47497976|ref|NP_
998885.1| 307 2.00E-30

coiled-coil-helix-
coiled-coil-helix
domain-containing
protein 10,
mitochondrial
isoform b precursor
[Homo sapiens]

gi|426393808|ref|X
M_004063154.1| 1114 0

PREDICTED:
Gorilla gorilla
gorilla coiled-coil-
helix-coiled-coil-
helix domain
containing 10
(CHCHD10),
mRNA

Q8WYQ3 122 8.00E-32

Coiled-coil-helix-
coiled-coil-helix
domain-containing
protein 10,
mitochondrial

. . . . pfam06747 CHCH

CHCH domain. we
have identified a
conserved motif in
the LOC118487
protein that we have
called the CHCH
motif. Alignment of
this protein with
related members
showed the
presence of three
subgroups of
proteins, which are
called the S (Small),
N (N-terminal
extended) and C (C-
terminal extended)
subgroups. All three
sub-groups of
proteins have in
common that they
contain a predicted
conserved [coiled
coil 1]-[helix 1]-
[coiled coil 2]-[helix
2] domain (CHCH
domain). Within
each helix of the
CHCH domain,
there are two
cysteines present in
a C-X9-C motif.
The N-group
contains an
additional double

GO:0006754|ATP
biosynthetic
process;GO:000700
5|mitochondrion
organization;GO:20
00984|negative
regulation of ATP
citrate synthase
activity;GO:0006119
|oxidative
phosphorylation;

GO:0005758|mitoch
ondrial
intermembrane
space;GO:0005739|
mitochondrion;GO:
0005634|nucleus;

. . .

ENSG00000250541 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC092436.4 antisense chr4:25770266-
25773577:+ . . . . gi|551852691|tpe|HG

496793.1| 483 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000036
0285.1 (RP11-
302F12.10 gene),
antisense

. . . . . . . . pfam11262 Tho2

Transcription
factor/nuclear
export subunit
protein 2. THO and
TREX form a
eukaryotic complex
which functions in
messenger
ribonucleoprotein
metabolizm and
plays a role in
preventing the
transcription-
associated genetic
instability. Tho2,
along with four
other subunits
forms THO

. . . . .

ENSG00000251322 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no SHANK3 protein_coding chr22:50674415-
50733298:+

gi|380748963|ref|NP
_277052.1| 6625 0

SH3 and multiple
ankyrin repeat
domains protein 3
[Homo sapiens]

gi|380748962|ref|N
M_033517.1| 7041 0

Homo sapiens SH3
and multiple
ankyrin repeat
domains 3
(SHANK3), mRNA

Q9BYB0 2529 0
SH3 and multiple
ankyrin repeat
domains protein 3

all2748 66.2 7.00E-10 COG0666 pfam00536 SAM_1

SAM domain
(Sterile alpha
motif). It has been
suggested that SAM
is an evolutionarily
conserved protein
binding domain that
is involved in the
regulation of
numerous
developmental
processes in diverse
eukaryotes. The
SAM domain can
potentially function
as a protein
interaction module
through its ability to
homo- and
heterooligomerise
with other SAM
domains.

GO:0030534|adult
behavior;GO:00971
13|AMPA glutamate
receptor
clustering;GO:00488
54|brain
morphogenesis;GO:
0060997|dendritic
spine
morphogenesis;GO:
0097117|guanylate
kinase-associated
protein
clustering;GO:00076
12|learning;GO:0000
165|MAPK
cascade;GO:000761
3|memory;GO:0032
232|negative
regulation of actin
filament bundle
assembly;GO:00457
94|negative
regulation of cell
volume;GO:009711
4|NMDA glutamate
receptor
clustering;GO:20009
69|positive
regulation of alpha-
amino-3-hydroxy-5-
methyl-4-isoxazole
propionate selective
glutamate receptor
activity;GO:0060999

GO:0030054|cell
junction;GO:006017
0|ciliary
membrane;GO:0005
737|cytoplasm;GO:0
043197|dendritic
spine;GO:0043005|n
euron
projection;GO:0044
309|neuron
spine;GO:0005886|p
lasma
membrane;GO:0014
069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;

GO:0030160|GKAP/
Homer scaffold
activity;GO:0035255
|ionotropic
glutamate receptor
binding;GO:000802
2|protein C-
terminus
binding;GO:004362
1|protein self-
association;GO:0097
110|scaffold protein
binding;GO:001712
4|SH3 domain
binding;GO:000827
0|zinc ion binding;

K15009

SHANK; SH3 and
multiple ankyrin
repeat domains
protein

ENSG00000251493 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no FOXD1 protein_coding chr5:73444827-
73448527:-

gi|4758392|ref|NP_0
04463.1| 662 1.00E-74

forkhead box
protein D1 [Homo
sapiens]

gi|89903020|ref|NM
_004472.2| 2272 0

Homo sapiens
forkhead box D1
(FOXD1), mRNA

Q16676 259 5.00E-76 Forkhead box
protein D1 SPAC1142.08 111 2.00E-24 COG5025 pfam00250 Fork_head Fork head domain.

GO:0007411|axon
guidance;GO:00606
78|dichotomous
subdivision of
terminal units
involved in ureteric
bud
branching;GO:0032
275|luteinizing
hormone
secretion;GO:00722
13|metanephric
capsule
development;GO:00
72267|metanephric
capsule
specification;GO:00
72210|metanephric
nephron
development;GO:00
45892|negative
regulation of
transcription, DNA-
templated;GO:00720
76|nephrogenic
mesenchyme
development;GO:00
30513|positive
regulation of BMP
signaling
pathway;GO:001062
8|positive regulation
of gene
expression;GO:0090
184|positive

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:000830
1|DNA binding,
bending;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA
binding;GO:000098
1|RNA polymerase
II transcription
factor activity,
sequence-specific
DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA
binding;GO:000107
7|transcriptional
activator activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

K09397 FOXD; forkhead
box protein D



ENSG00000252326 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no SNORD116-25 snoRNA chr15:25097663-
25097754:+ . . . . gi|30316443|ref|NG_

002690.1| 92 5.00E-40

Homo sapiens
Prader-
Willi/Angelman
syndrome region
(PWSAS@) on
chromosome 15

. . . . . . . . pfam00562 RNA_pol_Rpb2_6

RNA polymerase
Rpb2, domain 6.
RNA polymerases
catalyse the DNA
dependent
polymerization of
RNA. Prokaryotes
contain a single
RNA polymerase
compared to three
in eukaryotes (not
including
mitochondrial. and
chloroplast
polymerases). This
domain represents
the hybrid binding
domain and the wall
domain. The hybrid
binding domain
binds the nascent
RNA strand /
template DNA
strand in the Pol II
transcription
elongation complex.
This domain
contains the
important structural
motifs, switch 3 and
the flap loop and
binds an active site
metal ion. This
domain is also
involved in binding

. . . . .

ENSG00000253250 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no C8orf88 protein_coding chr8:90958637-
90985257:-

gi|755505878|ref|XP
_011248190.1| 613 2.00E-76

PREDICTED:
uncharacterized
protein C8orf88
homolog isoform
X2 [Mus musculus]

gi|302318879|ref|N
M_001190972.1| 894 0

Homo sapiens
chromosome 8 open
reading frame 88
(C8orf88), mRNA

P0DMB2 228 9.00E-74 Uncharacterized
protein C8orf88 . . . . pfam05478 Prominin

Prominin. The
prominins are an
emerging family of
proteins that among
the multispan
membrane proteins
display a novel
topology. Mouse
prominin and
human prominin
(mouse)-like 1
(PROML1) are
predicted to contain
five membrane
spanning domains,
with an N-terminal
domain exposed to
the extracellular
space followed by
four, alternating
small cytoplasmic
and large
extracellular, loops
and a cytoplasmic
C-terminal domain.
The exact function
of prominin is
unknown although
in humans defects
in PROM1, the gene
coding for
prominin, cause
retinal degeneration.

GO:0045947|negativ
e regulation of
translational
initiation;

GO:0005737|cytopla
sm;

GO:0008190|eukary
otic initiation factor
4E binding;

. .

ENSG00000253341 7 3 4 5 4.724442681 2 2 8 5 0.76840244 0.30742063 0.43494883 up no AC115837.1 processed_pseudog
ene

chr8:74603244-
74604244:-

gi|193083114|ref|NP
_001122386.1| 1512 0

poly(rC)-binding
protein 2 isoform g
[Homo sapiens]

gi|224451119|ref|NG
_008071.1| 1001 0

Homo sapiens
poly(rC) binding
protein 2
pseudogene 2
(PCBP2P2) on
chromosome 8

Q61990 560 0 Poly(rC)-binding
protein 2 . . . . pfam00013 KH_1

KH domain. KH
motifs bind RNA in
vitro.
Autoantibodies to
Nova, a KH domain
protein, cause
paraneoplastic
opsoclonus ataxia.

GO:0051607|defens
e response to
virus;GO:0045087|i
nnate immune
response;GO:00755
22|IRES-dependent
viral translational
initiation;GO:00506
87|negative
regulation of
defense response to
virus;GO:0043161|p
roteasome-mediated
ubiquitin-dependent
protein catabolic
process;GO:003969
4|viral RNA genome
replication;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00059
25|focal
adhesion;GO:00305
29|ribonucleoprotei
n
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:1990829|C-rich
single-stranded
DNA
binding;GO:000367
7|DNA
binding;GO:001989
9|enzyme
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:003162
5|ubiquitin protein
ligase binding;

K13162
PCBP2_3_4;
poly(rC)-binding
protein 2/3/4

ENSG00000253552 0 0 0 0 0.197662606 1 0 0 1 -0.867957993 0.79932793 NA down no HOXA-AS2 antisense chr7:27107777-
27134302:+

gi|119614273|gb|EA
W93867.1| 704 3.00E-85

hCG2009934,
isoform CRA_a
[Homo sapiens]

gi|551861407|tpe|HG
500108.1| 2455 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000008
2076.4 (HOXA-AS2
gene), antisense

O43365 50.1 2.00E-06 Homeobox protein
Hox-A3 . . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

GO:0001525|angiog
enesis;GO:0048645|
organ
formation;GO:0009
952|anterior/posteri
or pattern
specification;GO:00
01974|blood vessel
remodeling;GO:005
1216|cartilage
development;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0021615|glossophar
yngeal nerve
morphogenesis;GO:
0060017|parathyroid
gland
development;GO:00
08284|positive
regulation of cell
proliferation;GO:00
10159|specification
of organ
position;GO:004853
8|thymus
development;GO:00
30878|thyroid gland
development;GO:00
06351|transcription,
DNA-templated;

GO:0005654|nucleo
plasm;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09303 HOX_3; homeobox
protein HoxA/B/D3

ENSG00000253626 3 4 2 2 2.458002801 1 2 1 4 1.038874764 0.262074062 0.385233338 up no EIF5AL1 protein_coding chr10:79512601-
79516440:+

gi|47682335|gb|AAH
70048.1| 880 1.00E-106

EIF5AL1 protein,
partial [Homo
sapiens]

gi|153791631|ref|N
M_001099692.1| 3840 0

Homo sapiens
eukaryotic
translation initiation
factor 5A-like 1
(EIF5AL1), mRNA

Q6IS14 310 1.00E-96
Eukaryotic
translation initiation
factor 5A-1-like

SPAC26H5.10c 213 5.00E-62 COG0231 pfam01287 eIF-5a

Eukaryotic
elongation factor 5A
hypusine, DNA-
binding OB fold.
eIF5A, previously
thought to be an
initiation factor, has
been shown to be
required for peptide
chain elongation in
yeast.

GO:0051028|mRNA
transport;GO:00459
01|positive
regulation of
translational
elongation;GO:0045
905|positive
regulation of
translational
termination;GO:001
5031|protein
transport;GO:00064
52|translational
frameshifting;

GO:0005789|endopl
asmic reticulum
membrane;GO:0005
643|nuclear pore;

GO:0043022|riboso
me
binding;GO:000374
6|translation
elongation factor
activity;

. .

ENSG00000253677 0 0 0 0 0.294370273 0 3 0 0 -1.43803075 0.679947952 NA down no UBE2HP1 processed_pseudog
ene

chr8:81254870-
81255229:+

gi|426360023|ref|XP
_004047251.1| 453 1.00E-52

PREDICTED:
uncharacterized
protein
LOC101152063
[Gorilla gorilla
gorilla]

gi|209977113|ref|NG
_008822.1| 360 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2H pseudogene 1
(UBE2HP1) on
chromosome 8

P62257 159 3.00E-48
Ubiquitin-
conjugating enzyme
E2 H

. . . . pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0043161|proteas
ome-mediated
ubiquitin-dependent
protein catabolic
process;GO:007097
9|protein K11-
linked
ubiquitination;GO:0
070936|protein K48-
linked
ubiquitination;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding;GO:006163
1|ubiquitin
conjugating enzyme
activity;GO:0061630
|ubiquitin protein
ligase
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:000484
2|ubiquitin-protein
transferase activity;

K10576

UBE2H, UBC8;
ubiquitin-
conjugating enzyme
E2 H [EC:2.3.2.23]

ENSG00000253868 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no FER1L6-AS2 antisense chr8:124046073-
124171522:-

gi|317373342|sp|Q9
6M78.2|FEAS2_HU
MAN

702 2.00E-86

RecName:
Full=Putative
uncharacterized
protein encoded by
FER1L6-AS2;
AltName:
Full=FER1L6
antisense RNA 2;
AltName:
Full=FER1L6
antisense gene
protein 2

gi|551866471|tpe|HG
501642.1| 1746 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000038
1402.2 (RP11-
959I15.3 gene),
antisense

Q96M78 275 7.00E-88

Putative
uncharacterized
protein encoded by
FER1L6-AS2

. . . . pfam03535 Paxillin Paxillin family.

GO:0042632|cholest
erol
homeostasis;GO:000
1558|regulation of
cell growth;

GO:0016021|integral
component of
membrane;GO:0005
764|lysosome;GO:0
031965|nuclear
membrane;GO:0005
886|plasma
membrane;GO:0005
791|rough
endoplasmic
reticulum;

. . .

ENSG00000253899 21 31 30 14 20.09266701 3 11 19 19 1.513388765 0.008217042 0.031461506 up yes AC067904.2 processed_pseudog
ene

chr8:27063996-
27065278:-

gi|148666971|gb|ED
K99387.1| 250 2.00E-23 mCG127552 [Mus

musculus]
gi|28316651|gb|AC0
67904.14| 1283 0

Homo sapiens
chromosome 8,
clone RP11-613H2,
complete sequence

. . . . . . . . pfam10325 7TM_GPCR_Srz

Serpentine type
7TM GPCR
chemoreceptor Srz.
Chemoreception is
mediated in
Caenorhabditis
elegans by members
of the seven-
transmembrane G-
protein-coupled
receptor class (7TM
GPCRs) of proteins
which are of the
serpentine type. Srz
is a solo families
amongst the
superfamilies of
chemoreceptors.
Chemoperception is
one of the central
senses of soil
nematodes like C.
elegans which are
otherwise 'blind'
and 'deaf'. The
genes encoding Srz
appear to be under
strong adaptive
evolutionary
pressure.

. . . . .



ENSG00000254369 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no HOXA-AS3 antisense chr7:27129977-
27155928:+

gi|297288650|ref|XP
_001093528.2| 457 3.00E-53

PREDICTED:
hypothetical protein
LOC705150
[Macaca mulatta]

gi|336285458|ref|NR
_038831.1| 3992 0

Homo sapiens
HOXA cluster
antisense RNA 3
(HOXA-AS3),
transcript variant 1,
long non-coding
RNA

A2T7F3 146 3.00E-37 Homeobox protein
Hox-A7 . . . . pfam00046 Homeobox Homeobox domain.

GO:0007275|multice
llular organismal
development;GO:00
06351|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09306 HOX_6; homeobox
protein HoxA/B/C6

ENSG00000254612 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no AP001000.1 processed_pseudog
ene

chr11:127940913-
127941654:-

gi|75076871|sp|Q4R
7Y5.1|DNJB6_MAC
FA

485 7.00E-57

RecName:
Full=DnaJ homolog
subfamily B
member 6 [Macaca
fascicularis]

gi|349585281|ref|NG
_030172.1| 742 0

Homo sapiens DnaJ
(Hsp40) homolog,
subfamily B,
member 7
pseudogene
(LOC387820) on
chromosome 11

Q4R7Y5 112 4.00E-28
DnaJ homolog
subfamily B
member 6

TVN0487 98.6 3.00E-23 COG0484 pfam00226 DnaJ

DnaJ domain. DnaJ
domains (J-
domains) are
associated with
hsp70 heat-shock
system and it is
thought that this
domain mediates
the interaction.
DnaJ-domain is
therefore part of a
chaperone (protein
folding) system.
The T-antigens,
although not in
Prosite are
confirmed as DnaJ
containing domains
from literature.

.

GO:0005634|nucleu
s;GO:0048471|perin
uclear region of
cytoplasm;GO:0030
018|Z disc;

. . .

ENSG00000254647 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no INS protein_coding chr11:2159779-
2161341:-

gi|694942797|ref|XP
_009457968.1| 730 7.00E-95

PREDICTED:
insulin isoform X2
[Pan troglodytes]

gi|297374822|ref|N
M_001185098.1| 639 0

Homo sapiens
insulin (INS),
transcript variant 3,
mRNA

P01308 178 3.00E-56 Insulin . . . . pfam00049 Insulin

Insulin/IGF/Relaxin
family. Superfamily
includes insulins;
relaxins; insulin-like
growth factor; and
bombyxin. All are
secreted regulatory
hormones. Disulfide
rich, all-alpha fold.
Alignment includes
B chain, linker
(which is processed
out of the final
product), and A
chain.

GO:0032148|activati
on of protein kinase
B
activity;GO:0006953
|acute-phase
response;GO:00466
31|alpha-beta T cell
activation;GO:00550
89|fatty acid
homeostasis;GO:000
7186|G-protein
coupled receptor
signaling
pathway;GO:004259
3|glucose
homeostasis;GO:000
6006|glucose
metabolic
process;GO:001575
8|glucose
transport;GO:00082
86|insulin receptor
signaling
pathway;GO:000016
5|MAPK
cascade;GO:000267
4|negative
regulation of acute
inflammatory
response;GO:00459
22|negative
regulation of fatty
acid metabolic
process;GO:200025
2|negative

GO:0005615|extrace
llular
space;GO:0005622|i
ntracellular;

. K04526 INS; insulin

ENSG00000254726 0 0 0 1 0.305076892 1 0 0 1 -0.147568856 0.95359243 NA down no MEX3A protein_coding chr1:156072013-
156081998:-

gi|147902746|ref|NP
_001087194.1| 1798 0

RNA-binding
protein MEX3A
[Homo sapiens]

gi|147902745|ref|N
M_001093725.1| 6124 0

Homo sapiens mex-
3 RNA binding
family member A
(MEX3A), mRNA

A1L020 697 0 RNA-binding
protein MEX3A . . . . pfam13920 zf-C3HC4_3 Zinc finger, C3HC4

type (RING finger). .

GO:0000932|cytopla
smic mRNA
processing
body;GO:0005634|n
ucleus;

GO:0044822|poly(A
) RNA
binding;GO:000827
0|zinc ion binding;

K15686

MEX3, RKHD;
RNA-binding
protein MEX3
[EC:2.3.2.27]

ENSG00000254759 0 1 0 0 0.434611832 1 0 2 0 -0.767995004 0.74139954 NA down no NAP1L1P1 processed_pseudog
ene

chr11:126067539-
126068601:+

gi|67970718|dbj|BA
E01701.1| 591 3.00E-104

unnamed protein
product [Macaca
fascicularis]

gi|31790705|dbj|AP0
00821.5| 1063 0

Homo sapiens
genomic DNA,
chromosome 11
clone:RP11-673E11,
complete sequence

P55209 42.4 6.00E-104
Nucleosome
assembly protein 1-
like 1

. . . . pfam00956 NAP

Nucleosome
assembly protein
(NAP). NAP
proteins are
involved in moving
histones into the
nucleus,
nucleosome
assembly and
chromatin fluidity.
They affect the
transcription of
many genes.

GO:0006260|DNA
replication;GO:0006
334|nucleosome
assembly;GO:00082
84|positive
regulation of cell
proliferation;

GO:0042470|melano
some;GO:0016020|
membrane;GO:0005
634|nucleus;

GO:0044822|poly(A
) RNA binding; K11279

NAP1L1, NRP;
nucleosome
assembly protein 1-
like 1

ENSG00000254839 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no AF131215.3 lincRNA chr8:11062647-
11067089:-

gi|119586004|gb|EA
W65600.1| 525 3.00E-65 hCG2038149, partial

[Homo sapiens]
gi|551863474|tpe|HG
500889.1| 639 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000038
3951.1 (AF131215.6
gene), lincRNA

. . . . . . . . pfam09258 Glyco_transf_64

Glycosyl transferase
family 64 domain.
Members of this
family catalyse the
transfer reaction of
N-
acetylglucosamine
and N-
acetylgalactosamine
from the respective
UDP-sugars to the
non-reducing end
of [glucuronic
acid]beta 1-
3[galactose]beta 1-
O-
naphthalenemethan
ol, an acceptor
substrate analog of
the natural common
linker of various
glycosylaminoglyca
ns. They are also
required for the
biosynthesis of
heparan-sulphate.

. . . . .

ENSG00000254893 42 63 36 84 52.55466059 42 53 56 58 0.613806766 0.017406901 0.053389364 up no AC113404.3 protein_coding chr5:76170093-
76174331:-

gi|206558203|sp|A6
NIZ1.1|RP1BL_HU
MAN

974 1.00E-125

RecName:
Full=Ras-related
protein Rap-1b-like
protein; Flags:
Precursor

gi|354459347|ref|N
M_015646.5| 1890 0

Homo sapiens
RAP1B, member of
RAS oncogene
family (RAP1B),
transcript variant 1,
mRNA

A6NIZ1 379 4.00E-127 Ras-related protein
Rap-1b-like protein . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0007264|small
GTPase mediated
signal transduction;

GO:0005829|cytosol
;GO:0005886|plasm
a membrane;

GO:0005525|GTP
binding; . .

ENSG00000255112 0 0 0 0 0.409521496 2 0 2 0 -1.906014106 0.487758354 NA down no CHMP1B protein_coding chr18:11851396-
11854449:+

gi|731248727|ref|XP
_010637322.1| 905 2.00E-110

PREDICTED:
charged
multivesicular body
protein 1b
[Fukomys
damarensis]

gi|568215752|ref|NG
_033866.1| 3054 0

Homo sapiens
guanine nucleotide
binding protein (G
protein), alpha
activating activity
polypeptide,
olfactory type
(GNAL),
RefSeqGene on
chromosome 18

Q7LBR1 328 1.00E-103
Charged
multivesicular body
protein 1b

SPBC13G1.12 146 1.00E-38 COG5491 pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051301|cell
division;GO:000092
0|cell separation
after
cytokinesis;GO:004
5184|establishment
of protein
localization;GO:000
7080|mitotic
metaphase plate
congression;GO:003
6258|multivesicular
body
assembly;GO:00069
97|nucleus
organization;GO:00
15031|protein
transport;GO:00108
24|regulation of
centrosome
duplication;GO:190
1673|regulation of
mitotic spindle
assembly;GO:00070
34|vacuolar
transport;GO:00397
02|viral budding via
host ESCRT
complex;

GO:0005829|cytosol
;GO:0010008|endos
ome
membrane;GO:0000
815|ESCRT III
complex;GO:007006
2|extracellular
exosome;GO:00319
02|late endosome
membrane;GO:0030
117|membrane coat;

GO:0019904|protein
domain specific
binding;

K12197

CHMP1, VPS46,
DID2; charged
multivesicular body
protein 1

ENSG00000255642 0 0 0 1 0.301719775 0 1 0 1 -0.142825035 0.955215068 NA down no PABPC1P4 processed_pseudog
ene

chr12:63822021-
63823895:+

gi|556762896|ref|XP
_005976737.1| 1961 0

PREDICTED:
polyadenylate-
binding protein 1
isoform X1
[Pantholops
hodgsonii]

gi|584593246|ref|NG
_008823.3| 1875 0

Homo sapiens
poly(A) binding
protein, cytoplasmic
1 pseudogene 4
(PABPC1P4) on
chromosome 12

P11940 70.9 2.00E-11 Polyadenylate-
binding protein 1 . . . . pfam00658 PABP

Poly-adenylate
binding protein,
unique domain. The
region featured in
this family is found
towards the C-
terminus of
poly(A)-binding
proteins (PABPs).
These are
eukaryotic proteins
that, through their
binding of the 3'
poly(A) tail on
mRNA, have very
important roles in
the pathways of
gene expression.
They seem to
provide a scaffold
on which other
proteins can bind
and mediate
processes such as
export, translation
and turnover of the
transcripts.
Moreover, they may
act as antagonists to
the binding of
factors that allow
mRNA degradation,
regulating mRNA
longevity. PABPs
are also involved in

GO:0031047|gene
silencing by
RNA;GO:0006378|
mRNA
polyadenylation;GO
:0000398|mRNA
splicing, via
spliceosome;GO:00
48255|mRNA
stabilization;GO:200
0623|negative
regulation of
nuclear-transcribed
mRNA catabolic
process, nonsense-
mediated
decay;GO:0000184|
nuclear-transcribed
mRNA catabolic
process, nonsense-
mediated
decay;GO:0000289|
nuclear-transcribed
mRNA poly(A) tail
shortening;GO:1900
153|positive
regulation of
nuclear-transcribed
mRNA catabolic
process,
deadenylation-
dependent
decay;GO:0060213|
positive regulation
of nuclear

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05737|cytoplasm;G
O:0036464|cytoplas
mic
ribonucleoprotein
granule;GO:0010494
|cytoplasmic stress
granule;GO:0005829
|cytosol;GO:007006
2|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00305
29|ribonucleoprotei
n
complex;GO:001602
0|membrane;GO:00
05634|nucleus;

GO:0003730|mRNA
3'-UTR
binding;GO:000016
6|nucleotide
binding;GO:000814
3|poly(A)
binding;GO:004482
2|poly(A) RNA
binding;GO:000826
6|poly(U) RNA
binding;GO:000802
2|protein C-
terminus
binding;GO:000849
4|translation
activator activity;

K13126
PABPC;
polyadenylate-
binding protein

ENSG00000255776 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no VDAC2P2 processed_pseudog
ene

chr12:9036344-
9037244:+

gi|560894002|ref|XP
_006173499.1| 469 6.00E-79

PREDICTED:
voltage-dependent
anion-selective
channel protein 2
isoform X1
[Camelus ferus]

gi|350606229|ref|NG
_021271.2| 901 0

Homo sapiens
voltage-dependent
anion channel 2
pseudogene 2
(VDAC2P2) on
chromosome 12

P68003 186 6.00E-81
Voltage-dependent
anion-selective
channel protein 2

. . . . pfam01459 Porin_3 Eukaryotic porin. .

GO:0005741|mitoch
ondrial outer
membrane;GO:0046
930|pore complex;

GO:0000166|nucleot
ide
binding;GO:001528
8|porin
activity;GO:0008308
|voltage-gated anion
channel activity;

K15040
VDAC2; voltage-
dependent anion
channel protein 2



ENSG00000256069 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no A2MP1 transcribed_unproc
essed_pseudogene

chr12:9228533-
9275817:-

gi|694948872|ref|XP
_009423162.1| 2560 0

PREDICTED: LOW
QUALITY
PROTEIN: alpha-2-
macroglobulin-like
[Pan troglodytes]

gi|297261767|ref|X
M_001118453.2| 1925 0

PREDICTED:
Macaca mulatta
alpha-2-
macroglobulin-like
(LOC722289),
mRNA

Q61838 147 3.00E-34 Pregnancy zone
protein TM0984 52 6.00E-07 COG2373 pfam07678 A2M_comp

A-macroglobulin
complement
component. This
family includes the
complement
components region
of the alpha-2-
macroglobulin
family.

GO:0007566|embry
o implantation;

GO:0005576|extrace
llular
region;GO:0005615|
extracellular space;

GO:0004866|endope
ptidase inhibitor
activity;GO:0004867
|serine-type
endopeptidase
inhibitor activity;

. .

ENSG00000256269 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no HMBS protein_coding chr11:119084866-
119093549:+

gi|208435725|pdb|3
ECR|A 1858 0

Chain A, Structure
Of Human
Porphobilinogen
Deaminase

gi|34366356|emb|BX
647328.1| 2112 0

Homo sapiens
mRNA; cDNA
DKFZp779K2115
(from clone
DKFZp779K2115)

P08397 295 2.00E-94 Porphobilinogen
deaminase BS_hemC 54.3 7.00E-13 COG0181 pfam01379 Porphobil_deam

Porphobilinogen
deaminase,
dipyromethane
cofactor binding
domain.

GO:0006783|heme
biosynthetic
process;GO:001816
0|peptidyl-
pyrromethane
cofactor
linkage;GO:0006782
|protoporphyrinoge
n IX biosynthetic
process;

GO:0005829|cytosol
;

GO:0004418|hydrox
ymethylbilane
synthase activity;

K01749

hemC, HMBS;
hydroxymethylbilan
e synthase
[EC:2.5.1.61]

ENSG00000257023 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC087241.3 antisense chr12:22609228-
22625015:- . . . . gi|551873579|tpe|HG

504570.1| 862 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000040
2052.1 (RP11-
268P4.4 gene),
antisense

. . . . . . . . pfam15011 CK2S

Casein Kinase 2
substrate. It is
suggested that
CK2S (C10orf109)
is important in the
regulation of cancer
cell proliferation.
Studies have
indicated that CK2S
is the downstream
target of a protein
kinase, casein
kinase 2 (CK2),
which is
upregulated in
cancer cells. CK2S
has been found to
be upregulated in
cancer cells. The
precise mechanism
of CK2 targetting
CK2S is not well
characterized. It is
found to be
localized in the
nucleus and
cytoplasm. This
family of proteins is
found in
eukaryotes. Proteins
in this family are
typically between
160 and 221 amino
acids in length.
There is a single

. . . . .

ENSG00000257103 27 44 32 23 24.47994465 6 17 20 11 1.81075567 0.000102242 0.001044075 up yes LSM14A protein_coding chr19:34172504-
34229515:+

gi|166197712|ref|NP
_001107565.1| 1675 0

protein LSM14
homolog A isoform
a [Homo sapiens]

gi|166197709|ref|N
M_015578.2| 3596 0

Homo sapiens
LSM14A mRNA
processing body
assembly factor
(LSM14A),
transcript variant 2,
mRNA

Q3MHF8 173 2.00E-50 Protein LSM14
homolog A . . . . pfam12701 LSM14

Scd6-like Sm
domain. The Scd6-
like Sm domain is
found in Scd6p
from S. cerevisiae,
Rap55 from the
newt Pleurodeles
walt, and its
orthologs from
fungi, animals,
plants and
apicomplexans. The
domain is also
found in Dcp3p and
the human
EDC3/FLJ21128
protein where it is
fused to the the
Rossmanoid YjeF-N
domain. In addition
both EDC3 and
Scd6p are found
fused to the FDF
domain.

GO:0033962|cytopla
smic mRNA
processing body
assembly;GO:00072
75|multicellular
organismal
development;GO:00
06417|regulation of
translation;

GO:0005737|cytopla
sm;GO:0000932|cyt
oplasmic mRNA
processing
body;GO:0010494|c
ytoplasmic stress
granule;

. K18749
LSM14, RAP55,
SCD6; protein
LSM14

ENSG00000257284 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no AC013437.1 antisense chr2:143162078-
143172172:-

gi|119631997|gb|EA
X11592.1| 371 2.00E-43 hCG2045861

[Homo sapiens]
gi|551847085|tpe|HG
494666.1| 414 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000040
6129.1 (RP11-
190J23.1 gene),
antisense

. . . . . . . . pfam00275 EPSP_synthase

EPSP synthase (3-
phosphoshikimate
1-
carboxyvinyltransfe
rase).

. . . . .

ENSG00000257675 0 0 0 1 0.307018251 1 1 0 0 -0.157277218 0.950501209 NA down no BTBD10P1 processed_pseudog
ene

chr12:52748776-
52750127:+

gi|829844582|ref|XP
_012636192.1| 1456 0

PREDICTED:
BTB/POZ domain-
containing protein
10 isoform X1
[Microcebus
murinus]

gi|68989129|tpe|BN0
00480.1| 1352 0

TPA_inf: Homo
sapiens psiKRTE
pseudogene

Q5R585 113 5.00E-26
BTB/POZ domain-
containing protein
10

. . . . pfam02214 BTB_2

BTB/POZ domain.
In voltage-gated K+
channels this
domain is
responsible for
subfamily-specific
assembly of alpha-
subunits into
functional
tetrameric channels.
In KCTD1 this
domain functions as
a transcriptional
repressor. It also
mediates
homomultimerizatio
n of KCTD1 and
interaction of
KCTD1 with the
transcription factor
AP-2-alpha.

GO:1901215|negativ
e regulation of
neuron
death;GO:0042327|p
ositive regulation of
phosphorylation;GO
:0044342|type B
pancreatic cell
proliferation;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. K10482
BTBD10; BTB/POZ
domain-containing
protein 10

ENSG00000257851 0 2 0 2 0.571250533 0 0 1 0 2.050833918 0.330292915 NA up no HNRNPA3P10 processed_pseudog
ene

chr12:51712469-
51713606:-

gi|584081624|ref|XP
_006760649.1| 993 2.00E-129

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein
A3 isoform X1
[Myotis davidii]

gi|374532806|ref|NG
_021180.2| 1138 0

Homo sapiens
sodium channel,
voltage gated, type
VIII alpha subunit
(SCN8A),
RefSeqGene on
chromosome 12

P51991 382 5.00E-129

Heterogeneous
nuclear
ribonucleoprotein
A3

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0010467|gene
expression;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
51028|mRNA
transport;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
05737|cytoplasm;G
O:0030529|ribonucl
eoprotein
complex;GO:199012
4|messenger
ribonucleoprotein
complex;GO:004300
5|neuron
projection;GO:0005
654|nucleoplasm;G
O:0005634|nucleus;
GO:0035770|ribonu
cleoprotein granule;

GO:0003729|mRNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000372
3|RNA
binding;GO:005103
3|RNA
transmembrane
transporter activity;

K12741

HNRNPA1_3;
heterogeneous
nuclear
ribonucleoprotein
A1/A3

ENSG00000257923 7 2 1 2 2.743294691 3 1 2 1 1.451300573 0.156747321 0.265217689 up no CUX1 protein_coding chr7:101815904-
102283957:+

gi|321400107|ref|NP
_001189472.1| 6503 0

protein CASP
isoform d [Homo
sapiens]

gi|321400106|ref|N
M_001202543.1| 13762 0

Homo sapiens cut-
like homeobox 1
(CUX1), transcript
variant 4, mRNA

P39880 2399 0 Homeobox protein
cut-like 1 . . . . pfam08172 CASP_C

CASP C terminal.
This domain is the
C-terminal region of
the CASP family of
proteins. It is a
Golgi membrane
protein which is
thought to have a
role in vesicle
transport.

GO:0007275|multice
llular organismal
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00003
01|retrograde
transport, vesicle
recycling within
Golgi;GO:0006351|t
ranscription, DNA-
templated;

GO:0000139|Golgi
membrane;GO:0005
654|nucleoplasm;

GO:0030674|protein
binding,
bridging;GO:004356
5|sequence-specific
DNA binding;

K09313 CUTL; homeobox
protein cut-like

ENSG00000258153 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no HSPE1P4 processed_pseudog
ene

chr12:101873316-
101873623:-

gi|634822092|ref|XP
_007934367.1| 241 9.00E-40

PREDICTED:
uncharacterized
protein
LOC103193076
[Orycteropus afer
afer]

gi|349585235|ref|NG
_030128.1| 308 2.00E-159

Homo sapiens heat
shock 10kDa
protein 1
pseudogene 4
(HSPE1P4) on
chromosome 12

P61604 88.6 7.00E-37
10 kDa heat shock
protein,
mitochondrial

YOR020c 49.3 4.00E-13 COG0234 pfam00166 Cpn10

Chaperonin 10 Kd
subunit. This family
contains GroES and
Gp31-like
chaperonins. Gp31
is a functional co-
chaperonin that is
required for the
folding and
assembly of Gp23, a
major capsid
protein, during
phage
morphogenesis.

GO:0006919|activati
on of cysteine-type
endopeptidase
activity involved in
apoptotic
process;GO:005108
5|chaperone
mediated protein
folding requiring
cofactor;GO:000164
9|osteoblast
differentiation;GO:0
006457|protein
folding;GO:0006986
|response to
unfolded protein;

GO:0070062|extrace
llular
exosome;GO:00160
20|membrane;GO:0
005759|mitochondri
al
matrix;GO:0005739|
mitochondrion;

GO:0005524|ATP
binding;GO:005108
7|chaperone
binding;GO:004687
2|metal ion
binding;GO:004482
2|poly(A) RNA
binding;GO:005108
2|unfolded protein
binding;

K04078 groES, HSPE1;
chaperonin GroES

ENSG00000258608 0 0 1 0 0.371399446 0 1 0 1 -0.143176731 0.952773405 NA down no DNAJC19P9 processed_pseudog
ene

chr14:45290036-
45290386:+

gi|21687102|ref|NP_
660304.1| 588 4.00E-76

mitochondrial
import inner
membrane
translocase subunit
TIM14 isoform 1
[Homo sapiens]

gi|349585343|ref|NG
_030241.1| 351 0

Homo sapiens DnaJ
(Hsp40) homolog,
subfamily C,
member 19
pseudogene 9
(DNAJC19P9) on
chromosome 14

Q5RF34 231 2.00E-77

Mitochondrial
import inner
membrane
translocase subunit
TIM14

SPAC824.06 81.6 2.00E-19 COG2214 pfam00226 DnaJ

DnaJ domain. DnaJ
domains (J-
domains) are
associated with
hsp70 heat-shock
system and it is
thought that this
domain mediates
the interaction.
DnaJ-domain is
therefore part of a
chaperone (protein
folding) system.
The T-antigens,
although not in
Prosite are
confirmed as DnaJ
containing domains
from literature.

GO:0015031|protein
transport;

GO:0016021|integral
component of
membrane;GO:0005
743|mitochondrial
inner membrane;

. K09539
DNAJC19; DnaJ
homolog subfamily
C member 19



ENSG00000259032 10 8 5 12 12.6721557 20 21 19 15 -0.559045166 0.2038975 0.321787327 down no ENSAP2 processed_pseudog
ene

chr14:82692704-
82693055:-

gi|119601752|gb|EA
W81346.1| 534 1.00E-67 hCG2029187

[Homo sapiens]
gi|426214183|ref|NG
_002495.4| 352 0

Homo sapiens
endosulfine alpha
pseudogene 2
(ENSAP2) on
chromosome 14

O43768 172 1.00E-54 Alpha-endosulfine . . . . pfam04667 Endosulfine

cAMP-regulated
phosphoprotein/end
osulfine conserved
region. Conserved
region found in
both cAMP-
regulated
phosphoprotein 19
(ARPP-19) and
Alpha/Beta
endosulfine. No
function has yet
been assigned to
ARPP-19.
Endosulfine is the
endogenous ligand
for the ATP-
dependent
potassium (K ATP)
channels which
occupy a key
position in the
control of insulin
release from the
pancreatic beta cell
by coupling cell
polarity to
metabolizm. In both
cases the region
occupies the
majority of the

GO:0051301|cell
division;GO:000008
6|G2/M transition of
mitotic cell
cycle;GO:0007067|
mitotic nuclear
division;GO:005079
6|regulation of
insulin
secretion;GO:00097
49|response to
glucose;GO:000758
4|response to
nutrient;GO:000681
0|transport;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;

GO:0008200|ion
channel inhibitor
activity;GO:0019212
|phosphatase
inhibitor
activity;GO:0019870
|potassium channel
inhibitor
activity;GO:0051721
|protein
phosphatase 2A
binding;GO:000486
4|protein
phosphatase
inhibitor
activity;GO:0008601
|protein
phosphatase type
2A regulator
activity;GO:0005102
|receptor binding;

. .

ENSG00000259051 2 1 3 0 1.262391127 0 0 2 0 2.320653491 0.179068909 0.293821953 up no HNRNPUP1 processed_pseudog
ene

chr14:43300263-
43300595:+

gi|795141560|ref|XP
_011836567.1| 348 1.00E-36

PREDICTED:
heterogeneous
nuclear
ribonucleoprotein U
isoform X2
[Mandrillus
leucophaeus]

gi|300794028|ref|NG
_002512.3| 333 3.00E-173

Homo sapiens
heterogeneous
nuclear
ribonucleoprotein U
pseudogene 1
(HNRNPUP1) on
chromosome 14

Q00839 139 1.00E-37
Heterogeneous
nuclear
ribonucleoprotein U

. . . . pfam03276 Gag_spuma Spumavirus gag
protein.

GO:0055013|cardiac
muscle cell
development;GO:00
71549|cellular
response to
dexamethasone
stimulus;GO:003292
2|circadian
regulation of gene
expression;GO:0070
934|CRD-mediated
mRNA
stabilization;GO:001
0467|gene
expression;GO:0000
398|mRNA splicing,
via
spliceosome;GO:00
32211|negative
regulation of
telomere
maintenance via
telomerase;GO:0001
649|osteoblast
differentiation;GO:2
000373|positive
regulation of DNA
topoisomerase
(ATP-hydrolyzing)
activity;GO:0010628
|positive regulation
of gene
expression;GO:0006
396|RNA
processing;

GO:0071013|catalyti
c step 2
spliceosome;GO:00
09986|cell
surface;GO:0070937
|CRD-mediated
mRNA stability
complex;GO:003646
4|cytoplasmic
ribonucleoprotein
granule;GO:0031012
|extracellular
matrix;GO:0030529|
ribonucleoprotein
complex;GO:001602
0|membrane;GO:00
05654|nucleoplasm;
GO:0005634|nucleu
s;

GO:0005524|ATP
binding;GO:000104
7|core promoter
binding;GO:000367
7|DNA
binding;GO:003532
6|enhancer
binding;GO:004482
2|poly(A) RNA
binding;GO:003404
6|poly(G)
binding;GO:004302
1|ribonucleoprotein
complex
binding;GO:000372
3|RNA
binding;GO:007003
4|telomeric RNA
binding;

K12888

HNRNPU;
heterogeneous
nuclear
ribonucleoprotein U

ENSG00000259129 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no LINC00648 lincRNA chr14:47764954-
47795092:-

gi|332843270|ref|XP
_003314600.1| 235 3.00E-19

PREDICTED:
uncharacterized
protein
LOC100611144
isoform X2 [Pan
troglodytes]

gi|551877759|tpe|HG
506165.1| 2885 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000041
0573.1 (RP11-
479H16.1 gene),
lincRNA

Q6W349 57.8 3.00E-08

Putative
uncharacterized
protein encoded by
LINC00575

. . . . pfam02118 Srg Srg family
chemoreceptor.

GO:0007568|aging
GO:0035909|aorta
morphogenesis;GO:
0043277|apoptotic
cell
clearance;GO:00972
42|beta-amyloid
clearance;GO:00082
83|cell
proliferation;GO:00
21987|cerebral
cortex
development;GO:00
42157|lipoprotein
metabolic
process;GO:004295
3|lipoprotein
transport;GO:00435
24|negative
regulation of
neuron apoptotic
process;GO:001097
7|negative
regulation of
neuron projection
development;GO:20
00587|negative
regulation of
platelet-derived
growth factor
receptor-beta
signaling
pathway;GO:001491
2|negative
regulation of

GO:0005905|coated
pit;GO:0030136|clat
hrin-coated
vesicle;GO:0005737|
cytoplasm;GO:0030
425|dendrite;GO:00
30666|endocytic
vesicle
membrane;GO:0005
768|endosome;GO:0
005925|focal
adhesion;GO:00058
87|integral
component of
plasma
membrane;GO:0005
765|lysosomal
membrane;GO:0043
025|neuronal cell
body;GO:0005730|n
ucleolus;GO:000588
6|plasma
membrane;GO:0043
235|receptor
complex;

GO:0034185|apolip
oprotein
binding;GO:000550
9|calcium ion
binding;GO:007032
5|lipoprotein
particle receptor
binding;GO:004295
4|lipoprotein
transporter
activity;GO:0005041
|low-density
lipoprotein receptor
activity;GO:0044822
|poly(A) RNA
binding;GO:003240
3|protein complex
binding;GO:000487
2|receptor activity;

. .

ENSG00000259134 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no LINC00924 lincRNA chr15:95433095-
95507847:+

gi|355755786|gb|EH
H59533.1| 314 1.00E-30

hypothetical protein
EGM_09670, partial
[Macaca
fascicularis]

gi|551880763|tpe|HG
507472.1| 2682 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000041
5217.1 (RP11-
398J10.1 gene),
lincRNA

Q8WTZ3 47.4 9.00E-16 Zinc finger protein
ENSP00000375192 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000259137 0 1 0 0 0.222752943 0 0 0 1 0.569016519 0.862720545 NA up no AL109766.1 processed_pseudog
ene

chr14:44120210-
44120761:-

gi|197101840|ref|NP
_001125161.1| 620 8.00E-79 small acidic protein

[Pongo abelii]
gi|325651844|ref|NG
_009170.3| 552 0

Homo sapiens
chromosome 11
open reading frame
58 pseudogene
(LOC645086) on
chromosome 14

Q5RD18 243 3.00E-80 Small acidic protein . . . . pfam15477 SMAP

Small acidic protein
family. This domain
family is found in
eukaryotes, and is
approximately 70
amino acids in
length. There is a
single completely
conserved residue G
that may be
functionally
important.

.
GO:0005737|cytopla
sm;GO:0005730|nuc
leolus;

GO:0044822|poly(A
) RNA
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000259330 1 0 1 3 2.983902323 8 5 3 7 -1.691133262 0.073827264 0.149724451 down no INAFM2 protein_coding chr15:40323664-
40326715:+

gi|594100047|ref|XP
_006073134.1| 376 3.00E-37

PREDICTED:
uncharacterized
protein
LOC102401784
[Bubalus bubalis]

gi|13775293|gb|AC0
13356.8|AC013356 3052 0

Homo sapiens
chromosome 15
clone RP11-64K12
map 15q14,
complete sequence

P0DMQ5 108 3.00E-25
Putative
transmembrane
protein INAFM2

. . . . pfam15018 InaF-motif

TRP-interacting
helix. This highly
conserved motif is
thought to be a
transmembrane
helix that binds to
transient receptor
potential (TRP)
calcium channel. It
is known that
proline-rich
proteins inactivate
tannins found in
food compounds,
and it is putatively
thought that PRR24
does too. This is
important since
tannins often inhibit
the uptake of iron.
InaF is a protein
required for TRP
calcium channel
function in
Drosophila. TRP-
related channels
have been suggested
to mediate store-
operated calcium
entry, important for
Ca2+ homeostasis
in a wide variety of
cell types. The
amino acid
sequence of PRR 24

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000259410 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no AC009292.2 processed_transcrip
t

chr15:67832725-
67873866:+ . . . . gi|21913035|gb|AC0

22254.11| 177 2.00E-86

Homo sapiens
chromosome 15,
clone RP11-
282M16, complete
sequence

. . . . . . . . pfam15268 Dapper

Dapper. This is a
family of signalling
proteins. They act in
a diverse range of
signaling pathways
and have a range of
binding partners.
They act as homo-
and heterodimers.

. . . . .

ENSG00000259612 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no EEF1A1P22 processed_pseudog
ene

chr15:52937139-
52938518:-

gi|556771002|ref|XP
_005980684.1| 930 0

PREDICTED:
elongation factor 1-
alpha 1 [Pantholops
hodgsonii]

gi|298677138|ref|NG
_022970.1| 1380 0

Homo sapiens
eukaryotic
translation
elongation factor 1
alpha 1 pseudogene
22 (EEF1A1P22) on
chromosome 15

P29520 86.7 0 Elongation factor 1-
alpha SPCC794.09c 293 2.00E-155 COG5256 pfam00009 GTP_EFTU

Elongation factor
Tu GTP binding
domain. This
domain contains a
P-loop motif, also
found in several
other families such
as pfam00071,
pfam00025 and
pfam00063.
Elongation factor
Tu consists of three
structural domains,
this plus two C-
terminal beta barrel
domains.

. GO:0005737|cytopla
sm;

GO:0005525|GTP
binding;GO:000392
4|GTPase
activity;GO:0003746
|translation
elongation factor
activity;

K03231 EEF1A; elongation
factor 1-alpha



ENSG00000259781 2 1 1 1 0.809057086 0 0 0 0 3.404191843 0.049999952 NA up no HMGB1P6 processed_pseudog
ene

chr15:71164770-
71165415:-

gi|444731734|gb|EL
W72082.1| 595 4.00E-74

High mobility group
protein B1 [Tupaia
chinensis]

gi|584613524|ref|NG
_006664.2| 646 0

Homo sapiens high
mobility group box
1 pseudogene 6
(HMGB1P6) on
chromosome 15

P07156 226 4.00E-73
High mobility group
protein B1
(Fragment)

YBR089c-a 62.8 4.00E-12 COG5648 pfam00505 HMG_box HMG (high mobility
group) box.

GO:0002250|adaptiv
e immune
response;GO:00432
77|apoptotic cell
clearance;GO:00069
14|autophagy;GO:00
06935|chemotaxis;G
O:0006310|DNA
recombination;GO:0
006281|DNA
repair;GO:0006954|i
nflammatory
response;GO:00450
87|innate immune
response;GO:00170
55|negative
regulation of RNA
polymerase II
transcriptional
preinitiation
complex
assembly;GO:00973
50|neutrophil
clearance;GO:00511
06|positive
regulation of DNA
ligation;GO:0034165
|positive regulation
of toll-like receptor
9 signaling
pathway;GO:000284
0|regulation of T
cell mediated
immune response to
tumor cell;

GO:0000793|conden
sed
chromosome;GO:00
05793|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
05768|endosome;G
O:0005576|extracell
ular
region;GO:0005634|
nucleus;GO:000588
6|plasma membrane;

GO:0003677|DNA
binding; . .

ENSG00000259986 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no AC103876.1 antisense chr15:83179182-
83439445:+

gi|355757172|gb|EH
H60697.1| 169 3.00E-13

hypothetical protein
EGM_18538, partial
[Macaca
fascicularis]

gi|551880414|tpe|HG
507341.1| 418 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000041
9903.1 (RP11-
382A20.4 gene),
antisense

Q8N976 67 2.00E-13
Putative
uncharacterized
protein FLJ38264

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0038128|ERBB2
signaling
pathway;GO:009877
9|mitophagy in
response to
mitochondrial
depolarization;GO:0
010608|posttranscri
ptional regulation of
gene
expression;GO:0006
457|protein
folding;GO:0050821
|protein
stabilization;GO:000
6605|protein
targeting;GO:000007
9|regulation of
cyclin-dependent
protein
serine/threonine
kinase
activity;GO:0060334
|regulation of
interferon-gamma-
mediated signaling
pathway;GO:006033
8|regulation of type
I interferon-
mediated signaling
pathway;

GO:0005737|cytopla
sm;GO:0005829|cyt
osol;GO:0070062|ex
tracellular
exosome;GO:19905
65|HSP90-CDC37
chaperone complex;

GO:0051087|chaper
one
binding;GO:003107
2|heat shock protein
binding;GO:001990
0|kinase
binding;GO:001988
7|protein kinase
regulator
activity;GO:0004713
|protein tyrosine
kinase
activity;GO:0051082
|unfolded protein
binding;

. .

ENSG00000259989 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC135782.2 lincRNA chr16:88984032-
88995369:+ . . . . gi|551882628|tpe|HG

508493.1| 472 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000043
0364.1 (CTD-
2555A7.1 gene),
lincRNA

. . . . . . . . pfam02161 Prog_receptor Progesterone
receptor. . . . . .

ENSG00000260027 4 10 9 7 7.883187936 7 8 8 12 0.326801225 0.535768571 0.650870707 up no HOXB7 protein_coding chr17:48607227-
48633572:-

gi|85068580|ref|NP_
004493.3| 974 1.00E-127

homeobox protein
Hox-B7 [Homo
sapiens]

gi|85068579|ref|NM
_004502.3| 1366 0

Homo sapiens
homeobox B7
(HOXB7), mRNA

P09629 379 5.00E-129 Homeobox protein
Hox-B7 . . . . pfam00046 Homeobox Homeobox domain.

GO:0009952|anterio
r/posterior pattern
specification;GO:00
48704|embryonic
skeletal system
morphogenesis;GO:
0007275|multicellula
r organismal
development;GO:00
30099|myeloid cell
differentiation;GO:0
090190|positive
regulation of
branching involved
in ureteric bud
morphogenesis;GO:
0006355|regulation
of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0043565|sequen
ce-specific DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09307 HOX_7; homeobox
protein HoxA/B7

ENSG00000260212 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no AL356432.3 unprocessed_pseud
ogene

chr6:127659424-
127660338:+

gi|701351516|ref|XP
_009983482.1| 510 4.00E-59

PREDICTED: LOW
QUALITY
PROTEIN: F-box-
like/WD repeat-
containing protein
TBL1XR1 [Tauraco
erythrolophus]

gi|302488721|ref|NG
_025863.1| 433 0

Homo sapiens
transducin (beta)-
like 1 X-linked
receptor 1
pseudogene
(LOC100421513) on
chromosome 6

Q9BZK7 194 4.00E-58
F-box-like/WD
repeat-containing
protein TBL1XR1

. . . . pfam08513 LisH

LisH. The LisH (lis
homology) domain
mediates protein
dimerization and
tetramerization. The
LisH domain is
found in Sif2, a
component of the
Set3 complex which
is responsible for
repressing meiotic
genes. It has been
shown that the LisH
domain helps
mediate interaction
with components of
the Set3 complex.

GO:0060070|canoni
cal Wnt signaling
pathway;GO:004425
5|cellular lipid
metabolic
process;GO:006061
3|fat pad
development;GO:00
16575|histone
deacetylation;GO:00
16042|lipid catabolic
process;GO:003526
4|multicellular
organism
growth;GO:0000122
|negative regulation
of transcription
from RNA
polymerase II
promoter;GO:00459
44|positive
regulation of
transcription from
RNA polymerase II
promoter;GO:00458
93|positive
regulation of
transcription, DNA-
templated;GO:00431
61|proteasome-
mediated ubiquitin-
dependent protein
catabolic
process;GO:003081
4|regulation of

GO:0005654|nucleo
plasm;GO:0005634|
nucleus;GO:000587
6|spindle
microtubule;GO:001
7053|transcriptional
repressor complex;

GO:0008013|beta-
catenin
binding;GO:004239
3|histone
binding;GO:004748
5|protein N-
terminus
binding;GO:000371
4|transcription
corepressor
activity;GO:0044212
|transcription
regulatory region
DNA binding;

K04508 TBL1; transducin
(beta)-like 1

ENSG00000260289 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC093515.1 lincRNA chr16:7888489-
7894395:- . . . . gi|551881211|tpe|HG

507698.1| 445 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000043
3117.1 (CTD-
2535I10.1 gene),
lincRNA

. . . . . . . . pfam01718 Orbi_NS1

Orbivirus non-
structural protein
NS1, or
hydrophobic
tubular protein.
This family consists
of orbivirus non-
structural protein
NS1, or
hydrophobic
tubular protein. NS1
has no specific
function in virus
replication, it is
however thought to
play a role in
transport of mature
virus particles from
virus inclusion
bodies to the cell
membrane.
Orbivirus are part
of the larger
reoviridae which
have a dsRNA
genome of at least
10 segments
encoding at least 10
viral proteins;
orbivirus found in
this family include
bluetongue virus,
and African
horsesickness virus.

. . . . .

ENSG00000260469 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no C15orf59-AS1 lincRNA chr15:73752317-
73770613:+

gi|24059733|dbj|BA
C21612.1| 340 4.00E-48

hypothetical protein
[Macaca
fascicularis]

gi|17488693|gb|AC0
18943.10| 1147 0

Homo sapiens,
clone RP11-24D15,
complete sequence

. . . . . . . . pfam06859 Bin3

Bicoid-interacting
protein 3 (Bin3).
This family
represents a
conserved region of
approximately 120
residues within
eukaryotic Bicoid-
interacting protein 3
(Bin3). Bin3, which
shows similarity to
a number of protein
methyltransferases
that modify RNA-
binding proteins,
interacts with
Bicoid, which itself
directs pattern
formation in the
early Drosophila
embryo. The
interaction might
allow Bicoid to
switch between its
dual roles in
transcription and
translation. Note
that family members
contain a conserved
HLN motif.

. . . . .

ENSG00000260628 0 0 0 0 0.304441623 3 0 0 0 -1.480855571 0.670705587 NA down no AC142381.3 transcribed_unproc
essed_pseudogene

chr16:31975803-
32003728:+

gi|7959263|dbj|BAA
96025.1| 1224 1.00E-159 KIAA1501 protein

[Homo sapiens]
gi|24464589|gb|BC0
39190.1| 804 0

Homo sapiens Rho
GTPase activating
protein 23, mRNA
(cDNA clone
IMAGE:4155911)

Q69ZH9 133 7.00E-35 Rho GTPase-
activating protein 23 . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0043547|positiv
e regulation of
GTPase
activity;GO:0051056
|regulation of small
GTPase mediated
signal
transduction;GO:00
07165|signal
transduction;

GO:0005829|cytosol
;GO:0070062|extrac
ellular exosome;

GO:0005096|GTPas
e activator activity; . .



ENSG00000260781 0 0 0 1 0.405141676 1 2 0 0 -0.73211842 0.756389739 NA down no ARHGAP23P1 transcribed_unproc
essed_pseudogene

chr16:33907419-
33937167:-

gi|767995437|ref|XP
_011523377.1| 1622 0

PREDICTED: rho
GTPase-activating
protein 23 isoform
X5 [Homo sapiens]

gi|7959262|dbj|AB0
40934.1| 1508 0

Homo sapiens
mRNA for
KIAA1501 protein,
partial cds

Q9P227 628 0 Rho GTPase-
activating protein 23 . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0043547|positiv
e regulation of
GTPase
activity;GO:0051056
|regulation of small
GTPase mediated
signal
transduction;GO:00
07165|signal
transduction;

GO:0005829|cytosol
;GO:0070062|extrac
ellular exosome;

GO:0005096|GTPas
e activator activity; . .

ENSG00000261115 0 0 0 0 0.596870537 3 2 0 1 -2.455685985 0.233046134 NA down no TMEM178B protein_coding chr7:141074232-
141480380:+

gi|305632807|ref|NP
_001182207.1| 1573 0

transmembrane
protein 178B
precursor [Homo
sapiens]

gi|305632806|ref|N
M_001195278.1| 10558 0

Homo sapiens
transmembrane
protein 178B
(TMEM178B),
mRNA

H3BS89 290 1.00E-97 Transmembrane
protein 178B . . . . pfam13903 Claudin_2

PMP-
22/EMP/MP20/Clau
din tight junction.
Members of this
family are claudins,
that form tight
junctions between
cells.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000261193 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no AC134312.4 lincRNA chr16:88079161-
88087383:- . . . . gi|551882611|tpe|HG

508463.1| 559 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000043
0443.1 (RP11-
863P13.5 gene),
lincRNA

. . . . . . . . pfam03942 DTW

DTW domain. This
presumed domain is
found in bacterial
and eukaryotic
proteins. Its
function is
unknown. The
domain contains
multiple conserved
motifs including a
DTXW motif that
this domain has
been named after.

. . . . .

ENSG00000261221 0 0 0 1 0.107414286 0 0 0 0 1.290355314 0.715002813 NA up no ZNF865 protein_coding chr19:55605405-
55617269:+

gi|426390280|ref|XP
_004061534.1| 2660 0

PREDICTED: zinc
finger protein 865
isoform 2 [Gorilla
gorilla gorilla]

gi|21743742|gb|AC0
08735.9| 3678 0

Homo sapiens
chromosome 19
clone CTD-2537I9,
complete sequence

P0CJ78 274 8.00E-75 Zinc finger protein
865 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0006357|regulati
on of transcription
from RNA
polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion
binding;GO:000371
2|transcription
cofactor activity;

. .

ENSG00000261609 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no GAN protein_coding chr16:81314952-
81390884:+

gi|297699300|ref|XP
_002826727.1| 3133 0

PREDICTED:
gigaxonin isoform
X1 [Pongo abelii]

gi|29124061|gb|AC0
92139.5| 13472 0

Homo sapiens
chromosome 16
clone RP11-391L3,
complete sequence

Q9H2C0 1190 0 Gigaxonin . . . . pfam07707 BACK

BTB And C-
terminal Kelch. This
domain is found
associated with
pfam00651 and
pfam01344. The
BACK domain is
found juxtaposed to
the BTB domain;
they are separated
by as little as two
residues. This
family appears to be
closely related to the
BTB domain (Finn
RD, personal
observation).

GO:0007010|cytosk
eleton
organization;GO:00
16567|protein
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;

GO:0031463|Cul3-
RING ubiquitin
ligase
complex;GO:000573
7|cytoplasm;GO:000
5856|cytoskeleton;

. K10453
KLHL16, GAN;
kelch-like protein
16 (gigaxonin)

ENSG00000261678 4 4 6 7 7.00914161 14 9 7 9 -0.347746375 0.535087401 0.650823555 down no SCRT1 protein_coding chr8:144330565-
144336281:-

gi|15928387|gb|AAH
14675.1| 755 2.00E-89

Unknown (protein
for
IMAGE:4156878),
partial [Homo
sapiens]

gi|525507391|ref|N
M_031309.5| 3779 0

Homo sapiens
scratch family zinc
finger 1 (SCRT1),
mRNA

Q99M85 197 1.00E-53 Transcriptional
repressor scratch 1 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0000122|negativ
e regulation of
transcription from
RNA polymerase II
promoter;GO:20012
22|regulation of
neuron
migration;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09219 SCRT; scratch

ENSG00000261803 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no LINC02140 lincRNA chr16:54366007-
54370699:-

gi|119603222|gb|EA
W82816.1| 530 7.00E-61 hCG2025268

[Homo sapiens]
gi|551883037|tpe|HG
508097.1| 2017 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000042
2109.1 (RP11-
434E6.2 gene),
lincRNA

. . . . . . . . pfam03603 DNA_III_psi DNA polymerase III
psi subunit. . . . . .

ENSG00000262001 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no DLGAP1-AS2 antisense chr18:3603000-
3608336:+

gi|119622068|gb|EA
X01663.1| 465 2.00E-53 hCG2042951

[Homo sapiens]
gi|551886758|tpe|HG
509669.1| 2261 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000043
9287.1 (RP11-
874J12.1 gene),
antisense

Q86U02 52.4 4.00E-08

Putative
uncharacterized
protein encoded by
LINC00596

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000263563 5 10 3 11 8.571723087 11 12 13 10 -0.173137033 0.72830809 0.8063411 down no UBBP4 transcribed_unproc
essed_pseudogene

chr17:22202995-
22205154:+

gi|670986342|ref|XP
_008684233.1| 925 1.00E-156

PREDICTED: LOW
QUALITY
PROTEIN:
polyubiquitin-B
[Ursus maritimus]

gi|47123513|gb|BC0
70367.1| 1187 0

Homo sapiens
cDNA clone
IMAGE:6618390,
containing frame-
shift errors

P0CG53 149 5.00E-39 Polyubiquitin-B YLL039c 345 2.00E-150 COG5272 pfam00240 ubiquitin

Ubiquitin family.
This family contains
a number of
ubiquitin-like
proteins: SUMO
(smt3 homologue)
Nedd8, Elongin B,
Rub1, and Parkin.
A number of them
are thought to carry
a distinctive five-
residue motif
termed the
proteasome-
interacting motif
(PIM), which may
have a biologically
significant role in
protein delivery to
proteasomes and
recruitment of
proteasomes to
transcription sites.

.
GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

. K04551 UBB; ubiquitin B

ENSG00000264364 313 483 560 553 593.3215593 760 753 743 869 -0.144336174 0.53267625 0.649457719 down no DYNLL2 protein_coding chr17:58083415-
58095536:+

gi|119614889|gb|EA
W94483.1| 750 2.00E-86

dynein, light chain,
LC8-type 2, isoform
CRA_a, partial
[Homo sapiens]

gi|22539154|gb|AC0
15813.12| 6397 0

Homo sapiens,
clone RP11-
159D12, complete
sequence

Q78P75 196 4.00E-56 Dynein light chain
2, cytoplasmic . . . . pfam01221 Dynein_light Dynein light chain

type 1.

GO:0007017|microt
ubule-based
process;GO:000803
9|synaptic target
recognition;GO:000
6810|transport;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:003028
6|dynein
complex;GO:001602
0|membrane;GO:00
05874|microtubule;
GO:0016459|myosin
complex;GO:000563
4|nucleus;

GO:0008092|cytosk
eletal protein
binding;GO:000377
4|motor activity;

K10418 DYNLL; dynein
light chain LC8-type

ENSG00000264522 1 1 3 7 3.976971335 8 9 0 7 -0.526563234 0.576834696 0.689659114 down no OTUD7B protein_coding chr1:149937812-
150010676:-

gi|9367763|emb|CA
B97494.1| 4015 0

zinc finger protein
Cezanne [Homo
sapiens]

gi|325910943|gb|AC
244033.1| 7257 0

Homo sapiens BAC
clone CH17-55D9
from chromosome
1, complete
sequence

Q6GQQ9 857 0
OTU domain-
containing protein
7B

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006955|immun
e
response;GO:00023
85|mucosal immune
response;GO:00431
24|negative
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00327
17|negative
regulation of
interleukin-8
production;GO:1900
181|negative
regulation of
protein localization
to
nucleus;GO:000012
2|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00719
47|protein
deubiquitination
involved in
ubiquitin-dependent
protein catabolic
process;GO:003587
1|protein K11-
linked
deubiquitination;GO
:0071108|protein
K48 linked

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0008234|cystein
e-type peptidase
activity;GO:0003677
|DNA
binding;GO:007053
0|K63-linked
polyubiquitin
binding;GO:199038
0|Lys48-specific
deubiquitinase
activity;GO:0004843
|ubiquitin-specific
protease
activity;GO:0008270
|zinc ion binding;

K11860

OTUD7A_B; OTU
domain-containing
protein 7
[EC:3.4.19.12]

ENSG00000265735 10 10 40 5 12.07518447 5 2 2 3 3.163057804 0.000159045 0.001513423 up yes RN7SL5P misc_RNA chr9:9442060-
9442380:+

gi|743741691|ref|XP
_010965357.1| 338 2.00E-36

PREDICTED:
uncharacterized
protein
LOC105078493
[Camelus
bactrianus]

gi|586946426|ref|NG
_033963.1| 321 1.00E-166

Homo sapiens
protein tyrosine
phosphatase,
receptor type, D
(PTPRD),
RefSeqGene on
chromosome 9

. . . . . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . . . .

ENSG00000265808 4 1 0 9 3.469766597 2 5 3 6 0.27690378 0.76397099 0.834646721 up no SEC22B protein_coding chr1:120150898-
120176515:-

gi|6755448|ref|NP_0
35472.1| 1049 5.00E-127

vesicle-trafficking
protein SEC22b
precursor [Mus
musculus]

gi|346716449|gb|AC
244669.2| 6298 0

Homo sapiens BAC
clone CH17-472G23
from chromosome
1, complete
sequence

Q4KM74 408 2.00E-128 Vesicle-trafficking
protein SEC22b SPBC2A9.08c 167 6.00E-45 COG5143 pfam13774 Longin

Regulated-SNARE-
like domain. Longin
is one of the
approximately 26
components
required for
transporting
proteins from the
ER to the plasma
membrane, via the
Golgi apparatus. It
is necessary for the
steps of the transfer
from the ER to the
Golgi complex.
Longins are the only
R-SNAREs that are
common to all
eukaryotes, and
they are
characterized by a
conserved N-
terminal domain
with a profilin-like
fold called a longin
domain.

GO:0006888|ER to
Golgi vesicle-
mediated
transport;GO:00457
32|positive
regulation of
protein catabolic
process;GO:001503
1|protein
transport;GO:00330
43|regulation of
organelle
organization;GO:00
48280|vesicle fusion
with Golgi
apparatus;

GO:0005789|endopl
asmic reticulum
membrane;GO:0033
116|endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:0000
139|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0042
470|melanosome;G
O:0031201|SNARE
complex;

GO:0005484|SNAP
receptor
activity;GO:0019905
|syntaxin binding;

K08517
SEC22; vesicle
transport protein
SEC22



ENSG00000266028 14 13 4 12 9.936566808 11 10 9 5 0.854463426 0.115862181 0.207976893 up no SRGAP2 protein_coding chr1:206203345-
206464443:+

gi|3413874|dbj|BAA
32301.1| 5610 0 KIAA0456 protein

[Homo sapiens]
gi|530432351|ref|X
M_005277510.1| 6294 0

PREDICTED:
Homo sapiens
SLIT-ROBO Rho
GTPase activating
protein 2
(SRGAP2),
transcript variant
X3, mRNA

O75044 271 2.00E-82
SLIT-ROBO Rho
GTPase-activating
protein 2

. . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0021816|extensi
on of a leading
process involved in
cell motility in
cerebral cortex
radial glia guided
migration;GO:00303
36|negative
regulation of cell
migration;GO:00610
00|negative
regulation of
dendritic spine
development;GO:00
51490|negative
regulation of
filopodium
assembly;GO:20012
24|positive
regulation of

GO:0005737|cytopla
sm;

GO:0005096|GTPas
e activator
activity;GO:0046982
|protein
heterodimerization
activity;GO:0042803
|protein
homodimerization
activity;GO:0048365
|Rac GTPase
binding;

K07526
SRGAP; SLIT-
ROBO Rho GTPase
activating protein

ENSG00000266265 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no KLF14 protein_coding chr7:130731235-
130734061:-

gi|106709182|gb|AB
F82393.1| 874 2.00E-105 Kruppel-like factor

14 [Homo sapiens]
gi|527498315|ref|NG
_016152.2| 2827 0

Homo sapiens
Kruppel-like factor
14 (KLF14),
RefSeqGene on
chromosome 7

Q8TD94 340 1.00E-106 Krueppel-like factor
14 . . . . pfam13465 zf-H2C2_2 Zinc-finger double

domain.

GO:0045944|positiv
e regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000266835 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no GAPLINC lincRNA chr18:3466250-
3478978:+

gi|119622074|gb|EA
X01669.1| 289 2.00E-30 hCG1815088

[Homo sapiens]
gi|551887077|tpe|HG
509660.1| 643 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000044
1762.1 (RP11-
838N2.4 gene),
lincRNA

Q8WTZ3 64.7 1.00E-11 Zinc finger protein
ENSP00000375192 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

. .

ENSG00000267041 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no ZNF850 protein_coding chr19:36714383-
36772825:-

gi|302148470|ref|NP
_001180481.1| 5736 0

zinc finger protein
850 isoform 1
[Homo sapiens]

gi|302148469|ref|N
M_001193552.1| 7714 0

Homo sapiens zinc
finger protein 850
(ZNF850), transcript
variant 1, mRNA

A8MQ14 2214 0 Zinc finger protein
850 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding;GO:004687
2|metal ion binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000267076 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no CCDC58P3 processed_pseudog
ene

chr18:12211378-
12211807:+

gi|62988355|ref|NP_
001017928.1| 707 3.00E-93

coiled-coil domain-
containing protein
58 isoform 1 [Homo
sapiens]

gi|22202843|dbj|AP0
05264.3| 430 0

Homo sapiens
genomic DNA,
chromosome 18
clone:RP11-64C12,
complete sequence

Q4VC31 276 1.00E-94
Coiled-coil domain-
containing protein
58

. . . . pfam09774 Cid2

Caffeine-induced
death protein 2.
Members of this
family of proteins
mediate the
disruption of the
DNA replication
checkpoint (S-M
checkpoint)
mechanism caused
by caffeine.

. GO:0005739|mitoch
ondrion; . . .

ENSG00000267519 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no AC020916.1 lincRNA chr19:13834516-
13836289:-

gi|119604780|gb|EA
W84374.1| 634 2.00E-76 hCG2001068

[Homo sapiens]
gi|302393579|ref|NR
_036515.1| 1774 0

Homo sapiens
uncharacterized
LOC284454
(LOC284454), long
non-coding RNA

Q8N2A0 83.2 8.00E-17

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

.

GO:0000785|chrom
atin;GO:0005737|cyt
oplasm;GO:0005634
|nucleus;

GO:0003677|DNA
binding;GO:004482
2|poly(A) RNA
binding;

. .

ENSG00000268041 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC010616.1 protein_coding chr19:41907705-
41928516:-

gi|755797214|ref|XP
_011288262.1| 1385 0

PREDICTED: ETS
translocation variant
3-like protein [Felis
catus]

gi|635039266|ref|X
M_007996944.1| 1525 0

PREDICTED:
Chlorocebus
sabaeus ETS
domain-containing
transcription factor
ERF
(LOC103234749),
transcript variant
X1, mRNA

P70459 239 4.00E-68

ETS domain-
containing
transcription factor
ERF

. . . . pfam00178 Ets Ets-domain.

GO:0060710|chorio-
allantoic
fusion;GO:0010668|
ectodermal cell
differentiation;GO:0
001701|in utero
embryonic
development;GO:00
00122|negative
regulation of
transcription from
RNA polymerase II
promoter;GO:00063
57|regulation of
transcription from
RNA polymerase II
promoter;GO:00063
51|transcription,
DNA-
templated;GO:00607
07|trophoblast giant
cell differentiation;

GO:0005794|Golgi
apparatus;GO:00056
34|nucleus;

GO:0000981|RNA
polymerase II
transcription factor
activity, sequence-
specific DNA
binding;GO:004356
5|sequence-specific
DNA
binding;GO:000371
4|transcription
corepressor activity;

K09434

ERF; ETS domain-
containing
transcription factor
ERF

ENSG00000269378 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no AC022149.1 processed_pseudog
ene

chr19:14621634-
14622242:-

gi|119604847|gb|EA
W84441.1| 900 2.00E-120 hCG2001034

[Homo sapiens]
gi|182519230|ref|N
M_002211.3| 609 0

Homo sapiens
integrin, beta 1
(fibronectin
receptor, beta
polypeptide, antigen
CD29 includes
MDF2, MSK12)
(ITGB1), transcript
variant 1A, mRNA

P05556 355 3.00E-116 Integrin beta-1 . . . . pfam07965 Integrin_B_tail

Integrin beta tail
domain. This is the
beta tail domain of
the Integrin protein.
Integrins are
receptors which are
involved in cell-cell
and cell-
extracellular matrix
interactions.

GO:0048675|axon
extension;GO:00301
83|B cell
differentiation;GO:0
007161|calcium-
independent cell-
matrix
adhesion;GO:00550
07|cardiac muscle
cell
differentiation;GO:0
033627|cell
adhesion mediated
by
integrin;GO:000170
8|cell fate
specification;GO:00
16477|cell
migration;GO:00020
42|cell migration
involved in
sprouting
angiogenesis;GO:00
33631|cell-cell
adhesion mediated
by
integrin;GO:000716
0|cell-matrix
adhesion;GO:00315
89|cell-substrate
adhesion;GO:00069
68|cellular defense
response;GO:00714
04|cellular response
to low density

GO:0009986|cell
surface;GO:0005913
|cell-cell adherens
junction;GO:003215
4|cleavage
furrow;GO:0005737
|cytoplasm;GO:0043
197|dendritic
spine;GO:0009897|e
xternal side of
plasma
membrane;GO:0070
062|extracellular
exosome;GO:00301
75|filopodium;GO:0
005925|focal
adhesion;GO:00346
65|integrin alpha1-
beta1
complex;GO:003468
0|integrin alpha10-
beta1
complex;GO:003468
1|integrin alpha11-
beta1
complex;GO:003466
6|integrin alpha2-
beta1
complex;GO:003466
7|integrin alpha3-
beta1
complex;GO:003467
7|integrin alpha7-
beta1
complex;GO:003467

GO:0003779|actin
binding;GO:009864
1|cadherin binding
involved in cell-cell
adhesion;GO:00508
39|cell adhesion
molecule
binding;GO:009863
9|collagen binding
involved in cell-
matrix
adhesion;GO:00150
26|coreceptor
activity;GO:0001968
|fibronectin
binding;GO:004687
2|metal ion
binding;GO:000202
0|protease
binding;GO:003240
3|protein complex
binding;GO:004698
2|protein
heterodimerization
activity;GO:0001618
|virus receptor
activity;

K05719 ITGB1; integrin beta
1

ENSG00000270228 3 3 1 1 2.447931278 2 4 2 4 0.007686848 0.993290929 0.995584903 up no AC079880.1 processed_pseudog
ene

chr4:67718996-
67724262:-

gi|694907690|ref|XP
_009446102.1| 647 3.00E-118

PREDICTED: LOW
QUALITY
PROTEIN: HEAT
repeat-containing
protein 2 [Pan
troglodytes]

gi|302488878|ref|NG
_025115.1| 1332 0

Homo sapiens
dynein, axonemal,
assembly factor 5
pseudodgene
(LOC100419862)
pseudogene on
chromosome 4

Q86Y56 135 3.00E-47 Dynein assembly
factor 5, axonemal . . . . pfam04852 DUF640

Protein of unknown
function (DUF640).
This family
represents a
conserved region
found in plant
proteins including
Resistance protein-
like protein.

GO:0003341|cilium
movement;GO:0036
159|inner dynein
arm
assembly;GO:00361
58|outer dynein arm
assembly;

GO:0005737|cytopla
sm;

GO:0045505|dynein
intermediate chain
binding;

. .

ENSG00000270503 0 0 0 0 0.301084506 2 1 0 0 -1.466319027 0.62641174 NA down no YTHDF2P1 processed_pseudog
ene

chr14:39215065-
39216335:+

gi|397515837|ref|XP
_003828149.1| 1401 0

PREDICTED: YTH
domain-containing
family protein 2
[Pan paniscus]

gi|169791005|ref|NG
_004109.3| 1271 0

Homo sapiens YTH
domain family,
member 2
pseudogene 1
(YTHDF2P1) on
chromosome 14

Q9Y5A9 166 8.00E-44
YTH domain-
containing family
protein 2

. . . . pfam04146 YTH

YT521-B-like
domain. A protein
of the YTH family
has been shown to
selectively remove
transcripts of
meiosis-specific
genes expressed in
mitotic cells. It has
been speculated that
in higher eukaryotic
YTH-family
members may be
involved in similar
mechanisms to
suppress gene
regulation during
gametogenesis or
general silencing.
The rat protein
YT521-B is a
tyrosine-
phosphorylated
nuclear protein, that
interacts with the
nuclear
transcriptosomal
component scaffold
attachment factor B,
and the 68-kDa Src
substrate associated
during mitosis,
Sam68. In vivo
splicing assays
demonstrated that

GO:0006959|humor
al immune
response;GO:19036
79|positive
regulation of cap-
independent
translational
initiation;GO:00434
88|regulation of
mRNA stability;

GO:0005737|cytopla
sm;GO:0000932|cyt
oplasmic mRNA
processing
body;GO:0005829|c
ytosol;GO:0005634|
nucleus;

GO:1990247|N6-
methyladenosine-
containing RNA
binding;GO:004482
2|poly(A) RNA
binding;

. .



ENSG00000270647 14 28 10 34 18.33634584 13 20 18 15 0.860660833 0.028389502 0.07547347 up no TAF15 protein_coding chr17:35713791-
35864615:+

gi|157786842|ref|NP
_001099294.1| 981 7.00E-127

TATA-binding
protein-associated
factor 2N [Rattus
norvegicus]

gi|386869490|ref|N
M_139215.2| 2191 0

Homo sapiens
TAF15 RNA
polymerase II,
TATA box binding
protein (TBP)-
associated factor,
68kDa (TAF15),
transcript variant 1,
mRNA

Q92804 67.8 1.00E-11
TATA-binding
protein-associated
factor 2N

. . . . pfam00076 RRM_1

RNA recognition
motif. (a.k.a. RRM,
RBD, or RNP
domain). The RRM
motif is probably
diagnostic of an
RNA binding
protein. RRMs are
found in a variety
of RNA binding
proteins, including
various hnRNP
proteins, proteins
implicated in
regulation of
alternative splicing,
and protein
components of
snRNPs. The motif
also appears in a
few single stranded
DNA binding
proteins. The RRM
structure consists of
four strands and
two helices
arranged in an
alpha/beta
sandwich, with a
third helix present
during RNA
binding in some
cases The C-
terminal beta strand
(4th strand) and

GO:0045893|positiv
e regulation of
transcription, DNA-
templated;

GO:0005737|cytopla
sm;GO:0005654|nuc
leoplasm;GO:00056
34|nucleus;

GO:0003677|DNA
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:000827
0|zinc ion binding;

K14651

TAF15, NPL3;
transcription
initiation factor
TFIID subunit 15

ENSG00000270679 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no AC138473.1 processed_pseudog
ene

chr19:44290081-
44290911:+

gi|562860585|ref|XP
_006158671.1| 272 3.00E-45

PREDICTED: 28S
ribosomal protein
S15, mitochondrial
[Tupaia chinensis]

gi|224549059|ref|NG
_002872.3| 273 1.00E-139

Homo sapiens
mitochondrial
ribosomal protein
S15 pseudogene 2
(MRPS15P2) on
chromosome 19

Q5XI37 68.2 1.00E-29
28S ribosomal
protein S15,
mitochondrial

. . . . pfam01311 Bac_export_1

Bacterial export
proteins, family 1.
This family includes
the following
members;  FliR,
MopE, SsaT, YopT,
Hrp, HrcT and SpaR
All of these
members export
proteins, that do not
possess signal
peptides, through
the membrane.
Although the
proteins that these
exporters move may
be different, the
exporters are
thought to function
in similar ways.

GO:0032543|mitoch
ondrial translation;

GO:0005763|mitoch
ondrial small
ribosomal
subunit;GO:0031965
|nuclear membrane;

GO:0044822|poly(A
) RNA
binding;GO:001984
3|rRNA
binding;GO:000373
5|structural
constituent of
ribosome;

K02956

RP-S15, MRPS15,
rpsO; small subunit
ribosomal protein
S15

ENSG00000270816 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no LINC00221 lincRNA chr14:106482439-
106521073:+

gi|332843270|ref|XP
_003314600.1| 679 8.00E-84

PREDICTED:
uncharacterized
protein
LOC100611144
isoform X2 [Pan
troglodytes]

gi|532691852|ref|NR
_027457.2| 1656 0

Homo sapiens long
intergenic non-
protein coding RNA
221 (LINC00221),
long non-coding
RNA

Q6W349 52.4 5.00E-07

Putative
uncharacterized
protein encoded by
LINC00575

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0045429|positiv
e regulation of nitric
oxide biosynthetic
process;GO:000645
7|protein
folding;GO:0046677
|response to
antibiotic;GO:00094
09|response to
cold;GO:0009408|re
sponse to heat;

GO:0005737|cytopla
sm;GO:0042470|mel
anosome;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0005524|ATP
binding;GO:003023
5|nitric-oxide
synthase regulator
activity;GO:0030911
|TPR domain
binding;

. .

ENSG00000270885 1 0 0 1 0.614444223 1 0 2 0 -0.069811353 0.97118141 NA down no RASL10B protein_coding chr17:35731649-
35743521:+

gi|694967496|ref|XP
_009430660.1| 1326 6.00E-172

PREDICTED: ras-
like protein family
member 10B
isoform X2 [Pan
troglodytes]

gi|222144265|ref|N
M_033315.3| 3194 0

Homo sapiens RAS-
like, family 10,
member B
(RASL10B), mRNA

Q8N7I0 94.4 3.00E-23 Protein GVQW1 . . . . pfam00071 Ras

Ras family. Includes
sub-families Ras,
Rab, Rac, Ral, Ran,
Rap Ypt1 and more.
Shares P-loop motif
with GTP_EFTU,
arf and
myosin_head. See
pfam00009
pfam00025,
pfam00063. As
regards Rab
GTPases, these are
important regulators
of vesicle
formation, motility
and fusion. They
share a fold in
common with all
Ras GTPases: this is
a six-stranded beta-
sheet surrounded by
five alpha-helices.

GO:0006352|DNA-
templated
transcription,
initiation;GO:00063
34|nucleosome
assembly;

GO:0000786|nucleo
some;GO:0005634|n
ucleus;

GO:0003677|DNA
binding; K07851

RASL10B; Ras-like
protein family
member 10B

ENSG00000271009 4 6 3 4 2.813905907 0 1 1 1 3.056467721 0.00470093 0.020978957 up yes AC116667.1 lincRNA chr16:73060470-
73062316:+ . . . . gi|551883459|tpe|HG

508264.1| 1847 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000046
9920.2 (RP11-
346C20.3 gene),
lincRNA

. . . . . . . . pfam09233 Endonuc-EcoRV

Restriction
endonuclease
EcoRV. Members of
this family of
prokaryotic
restriction
endonucleases
recognize the
double-stranded
sequence 5'-
GATATC-3' and
cleave after T-3.
They catalyse the
endonucleolytic
cleavage of DNA to
give specific
double-stranded
fragments with
terminal 5'-

. . . . .

ENSG00000271693 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AL929325.1 processed_pseudog
ene

chrX:88369343-
88369459:+

gi|529440752|ref|XP
_005240116.1| 204 1.00E-18

PREDICTED:
platelet-activating
factor
acetylhydrolase IB
subunit beta [Falco
peregrinus]

gi|146424815|gb|AC
193616.2| 117 1.00E-53

Pan troglodytes
BAC clone CH251-
332N21 from
chromosome x,
complete sequence

Q5R4G2 80.5 4.00E-19

Platelet-activating
factor
acetylhydrolase IB
subunit beta

. . . . pfam08724 Rep_N

Rep protein catalytic
domain like.
Adeno-associated
virus (AAV)
Replication (Rep)
protein is essential
for viral replication
and integration. The
catalytic domain has
DNA binding and
endonuclease
activity.

GO:0016042|lipid
catabolic process;

GO:0005737|cytopla
sm;

GO:0003847|1-
alkyl-2-
acetylglycerophosph
ocholine esterase
activity;

K16795

PAFAH1B2_3;
platelet-activating
factor
acetylhydrolase IB
subunit beta/gamma
[EC:3.1.1.47]

ENSG00000271860 0 0 0 0 0.199603965 1 1 0 0 -0.879694665 0.796186903 NA down no AL589740.1 lincRNA chr6:97283303-
98399872:+

gi|119568877|gb|EA
W48492.1| 216 4.00E-18 hCG2030830

[Homo sapiens]
gi|588282811|ref|NR
_110757.1| 1984 0

Homo sapiens
uncharacterized
LOC101927314
(LOC101927314),
long non-coding
RNA

O00370 57 5.00E-08

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000097
8|RNA polymerase
II core promoter
proximal region
sequence-specific
DNA binding;

K09228
KRAB; KRAB
domain-containing
zinc finger protein

ENSG00000272333 0 0 0 0 0.29772739 1 2 0 0 -1.452706917 0.630468593 NA down no KMT2B protein_coding chr19:35718019-
35738878:+

gi|7662046|ref|NP_0
55542.1| 8781 0

histone-lysine N-
methyltransferase
2B [Homo sapiens]

gi|619329019|ref|N
M_014727.2| 8469 0

Homo sapiens
lysine (K)-specific
methyltransferase
2B (KMT2B),
mRNA

O08550 393 1.00E-123
Histone-lysine N-
methyltransferase
2B

SPCC306.04c 164 1.00E-39 COG2940 pfam00856 SET

SET domain. SET
domains are protein
lysine
methyltransferase
enzymes. SET
domains appear to
be protein-protein
interaction domains.
It has been
demonstrated that
SET domains
mediate interactions
with a family of
proteins that display
similarity with dual-
specificity
phosphatases
(dsPTPases). A
subset of SET
domains have been
called PR domains.
These domains are
divergent in
sequence from
other SET domains,
but also appear to
mediate protein-
protein interaction.
The SET domain
consists of two
regions known as
SET-N and SET-C.
SET-C forms an
unusual and
conserved knot like

GO:0016458|gene
silencing;GO:00515
68|histone H3-K4
methylation;GO:008
0182|histone H3-K4
trimethylation;GO:0
034968|histone
lysine
methylation;GO:000
7613|memory;GO:0
009994|oocyte
differentiation;GO:0
001541|ovarian
follicle
development;GO:00
30728|ovulation;GO
:0051569|regulation
of histone H3-K4
methylation;GO:000
6355|regulation of
transcription, DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0035097|histone
methyltransferase
complex;GO:000563
4|nucleus;

GO:0003677|DNA
binding;GO:004280
0|histone
methyltransferase
activity (H3-K4
specific);GO:000827
0|zinc ion binding;

K14959

MLL4; histone-
lysine N-
methyltransferase
MLL4 [EC:2.1.1.43]

ENSG00000272398 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no CD24 protein_coding chr6:106969831-
106975627:-

gi|297678812|ref|XP
_002817254.1| 449 2.00E-48

PREDICTED: signal
transducer CD24
isoform X1 [Pongo
abelii]

gi|619329004|ref|N
M_013230.3| 2513 0

Homo sapiens CD24
molecule (CD24),
transcript variant 1,
mRNA

Q8N2A0 131 2.00E-33

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0051607|defens
e response to
virus;GO:0045087|i
nnate immune
response;GO:00507
78|positive
regulation of
immune
response;GO:00508
63|regulation of T
cell
activation;GO:00425
08|tyrosine
phosphorylation of
Stat1
protein;GO:0042502
|tyrosine
phosphorylation of

GO:0005737|cytopla
sm;GO:0005615|extr
acellular space;

GO:0005125|cytokin
e activity; . .

ENSG00000272691 5 1 1 0 1.690577845 1 1 0 2 1.607262882 0.249556439 0.375977186 up no AC092807.2 lincRNA chr1:85578500-
85578742:-

gi|149026164|gb|ED
L82407.1| 342 4.00E-40 rCG63037 [Rattus

norvegicus]
gi|551896816|tpe|HG
492225.1| 243 2.00E-123

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000047
2331.1 (RP11-
290M5.4 gene),
lincRNA

. . . . . . . . pfam02901 PFL Pyruvate formate
lyase. . . . . .



ENSG00000272933 0 0 1 0 0.278574498 1 0 0 0 0.56901628 0.852927912 NA up no AL391121.1 lincRNA chr10:102642792-
102644140:- . . . . gi|551870007|tpe|HG

503222.1| 1349 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000047
3252.1 (RP11-
47A8.5 gene),
lincRNA

. . . . . . . . pfam06663 DUF1170

Protein of unknown
function
(DUF1170). This
family represents a
conserved region of
unknown function
within MAGUIN, a
neuronal
membrane-
associated guanylate
kinase-interacting
protein. This region
is situated between
the pfam00595 and
pfam00169
domains. All family
members also
contain an N-
terminal pfam00536
domain.

. . . . .

ENSG00000273007 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC021205.3 antisense chr4:122881878-
122884712:-

gi|16041152|dbj|BA
B69743.1| 200 3.00E-15

hypothetical protein
[Macaca
fascicularis]

gi|551853870|tpe|HG
497219.1| 1709 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000047
2103.1 (RP11-
170N16.3 gene),
antisense

Q8N2A0 50.8 4.00E-06

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006886|intracel
lular protein
transport;GO:00071
65|signal
transduction;

GO:0005737|cytopla
sm;GO:0030659|cyt
oplasmic vesicle
membrane;GO:0005
829|cytosol;GO:004
3231|intracellular
membrane-bounded
organelle;GO:00160
20|membrane;GO:0
005730|nucleolus;

GO:0035091|phosph
atidylinositol
binding;GO:000467
4|protein
serine/threonine
kinase activity;

. .

ENSG00000273706 3 2 6 6 3.348718094 1 5 1 1 1.660362484 0.065622162 0.137878106 up no LHX1 protein_coding chr17:36936785-
36944612:+

gi|30410785|ref|NP_
005559.2| 1865 0

LIM/homeobox
protein Lhx1 [Homo
sapiens]

gi|597709778|ref|N
M_005568.4| 3425 0

Homo sapiens LIM
homeobox 1
(LHX1), mRNA

P48742 51.2 8.00E-07 LIM/homeobox
protein Lhx1 ECU03g1170 51.6 3.00E-06 COG5576 pfam00046 Homeobox Homeobox domain.

GO:0048646|anatom
ical structure
formation involved
in
morphogenesis;GO:
0009653|anatomical
structure
morphogenesis;GO:
0009887|organ
morphogenesis;GO:
0009948|anterior/po
sterior axis
specification;GO:00
09952|anterior/poste
rior pattern
specification;GO:00
01658|branching
involved in ureteric
bud
morphogenesis;GO:
0007267|cell-cell
signaling;GO:00443
44|cellular response
to fibroblast growth
factor
stimulus;GO:002170
2|cerebellar
Purkinje cell
differentiation;GO:0
021937|cerebellar
Purkinje cell-
granule cell
precursor cell
signaling involved
in regulation of

GO:0005634|nucleu
s;GO:0043234|protei
n complex;

GO:0043565|sequen
ce-specific DNA
binding;GO:000371
4|transcription
corepressor
activity;GO:0003700
|transcription factor
activity, sequence-
specific DNA
binding;GO:000827
0|zinc ion binding;

K09372 LHX1; LIM
homeobox protein 1

ENSG00000273749 0 2 0 8 5.597234346 12 15 9 9 -1.800608448 0.026957343 0.072667619 down no CYFIP1 protein_coding chr15:22867052-
22981063:-

gi|559703|dbj|BAA0
7552.1| 6604 0 KIAA0068 [Homo

sapiens]
gi|34533850|dbj|AK
127094.1| 5626 0

Homo sapiens
cDNA FLJ45151 fis,
clone
BRAWH3042447,
highly  similar to
Homo sapiens p53
inducible protein
(PIR121)

Q7L576 2543 0 Cytoplasmic FMR1-
interacting protein 1 . . . . pfam05994 FragX_IP

Cytoplasmic
Fragile-X
interacting family.
CYFIP1/2
(Cytoplasmic fragile
X mental retardation
interacting protein)
like proteins for a
highly conserved
protein family. The
function of CYFIPs
is unclear, but
CYFIP interaction
with fragile X
mental retardation
interacting protein
(FMRP) involves
the domain of
FMRP which also
mediating homo-
and
heteromerization.

GO:0048675|axon
extension;GO:00508
90|cognition;GO:00
38096|Fc-gamma
receptor signaling
pathway involved in
phagocytosis;GO:00
30032|lamellipodiu
m
assembly;GO:20006
01|positive
regulation of Arp2/3
complex-mediated
actin
nucleation;GO:0016
601|Rac protein
signal
transduction;GO:00
08360|regulation of
cell
shape;GO:0031529|r
uffle
organization;GO:00
48010|vascular
endothelial growth
factor receptor
signaling pathway;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00059
25|focal
adhesion;GO:00300
27|lamellipodium;G
O:0005845|mRNA
cap binding
complex;GO:004300
5|neuron
projection;GO:0048
471|perinuclear
region of
cytoplasm;GO:0001
726|ruffle;GO:00312
09|SCAR
complex;GO:004520
2|synapse;

GO:0051015|actin
filament
binding;GO:003240
3|protein complex
binding;GO:004836
5|Rac GTPase
binding;

K05749
CYFIP; cytoplasmic
FMR1 interacting
protein

ENSG00000273841 14 33 18 35 31.43708187 48 46 36 46 -0.313262985 0.294378603 0.420948428 down no TAF9 protein_coding chr5:69364743-
69370013:-

gi|823420323|ref|XP
_012420147.1| 1307 2.00E-177

PREDICTED:
transcription
initiation factor
TFIID subunit 9-
like [Odobenus
rosmarus divergens]

gi|62865613|ref|NM
_001015892.1| 1461 0

Homo sapiens
TAF9 RNA
polymerase II,
TATA box binding
protein (TBP)-
associated factor,
32kDa (TAF9),
transcript variant 4,
mRNA

Q16594 213 4.00E-65
Transcription
initiation factor
TFIID subunit 9

SPAC12G12.05c 118 2.00E-30 COG5094 pfam02291 TFIID-31kDa

Transcription
initiation factor IID,
31kD subunit. This
family represents
the N-terminus of
the 31kD subunit
(42kD in
drosophila) of
transcription
initiation factor IID
(TAFII31). TAFII31
binds to p53, and is
an essential
requirement for p53
mediated
transcription
activation.

GO:0000492|box
C/D snoRNP
assembly;GO:00069
74|cellular response
to DNA damage
stimulus;GO:004396
6|histone H3
acetylation;GO:0043
066|negative
regulation of
apoptotic
process;GO:190216
6|negative
regulation of
intrinsic apoptotic
signaling pathway
in response to DNA
damage by p53 class
mediator;GO:00324
35|negative
regulation of
proteasomal
ubiquitin-dependent
protein catabolic
process;GO:003030
7|positive regulation
of cell
growth;GO:0060760
|positive regulation
of response to
cytokine
stimulus;GO:004594
4|positive regulation
of transcription
from RNA

GO:0071339|MLL1
complex;GO:000565
4|nucleoplasm;GO:0
000125|PCAF
complex;GO:007076
1|pre-snoRNP
complex;GO:000012
4|SAGA
complex;GO:003091
4|STAGA
complex;GO:000566
9|transcription
factor TFIID
complex;GO:003327
6|transcription
factor TFTC
complex;

GO:0033613|activati
ng transcription
factor
binding;GO:005111
7|ATPase
binding;GO:007074
2|C2H2 zinc finger
domain
binding;GO:000367
7|DNA
binding;GO:000203
9|p53
binding;GO:000371
3|transcription
coactivator
activity;GO:0044212
|transcription
regulatory region
DNA binding;

K14535
TAF9; transcription
initiation factor
TFIID subunit 9

ENSG00000274012 5 4 1 2 1.994631494 1 0 0 0 3.925240871 0.005172868 0.022284745 up yes RN7SL2 misc_RNA chr14:49862550-
49862849:-

gi|743741691|ref|XP
_010965357.1| 493 1.00E-59

PREDICTED:
uncharacterized
protein
LOC105078493
[Camelus
bactrianus]

gi|527047196|tpe|HG
323709.1| 300 6.00E-155

TPA: Homo sapiens
SRP RNA for signal
recognition particle
RNA

. . . . . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. . . . .

ENSG00000274211 0 0 0 0 0.60008596 3 0 1 2 -2.461845206 0.231695439 NA down no SOCS7 protein_coding chr17:38352228-
38405593:+

gi|795526550|ref|XP
_011901756.1| 2021 0

PREDICTED: LOW
QUALITY
PROTEIN:
suppressor of
cytokine signaling 7
[Cercocebus atys]

gi|594140675|ref|N
M_014598.3| 7857 0

Homo sapiens
suppressor of
cytokine signaling 7
(SOCS7), mRNA

O14512 228 4.00E-70 Suppressor of
cytokine signaling 7 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0019221|cytokin
e-mediated
signaling
pathway;GO:004544
4|fat cell
differentiation;GO:0
008286|insulin
receptor signaling
pathway;GO:003555
6|intracellular signal
transduction;GO:00
21819|layer
formation in
cerebral
cortex;GO:0046426|
negative regulation
of JAK-STAT
cascade;GO:000646
9|negative
regulation of
protein kinase
activity;GO:0016567
|protein
ubiquitination;GO:0
021942|radial glia
guided migration of
Purkinje
cell;GO:0040008|reg
ulation of growth;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005886|pl
asma membrane;

GO:0004860|protein
kinase inhibitor
activity;GO:0017124
|SH3 domain
binding;

K04699

SOCS6_7;
suppressor of
cytokine signaling
6/7



ENSG00000274423 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no AC242843.1 unprocessed_pseud
ogene

chr1:149345661-
149357612:+

gi|317373544|sp|O7
5396.4|SC22B_HU
MAN

914 7.00E-123

RecName:
Full=Vesicle-
trafficking protein
SEC22b; AltName:
Full=ER-Golgi
SNARE of 24 kDa;
Short=ERS-24;
Short=ERS24;
AltName:
Full=SEC22 vesicle-
trafficking protein
homolog B;
AltName:
Full=SEC22 vesicle-
trafficking protein-
like 1

gi|426331065|ref|XR
_173663.1| 555 0

PREDICTED:
Gorilla gorilla
gorilla vesicle-
trafficking protein
SEC22b-like
(LOC101129940),
misc_RNA

O75396 356 3.00E-124 Vesicle-trafficking
protein SEC22b SPBC2A9.08c 146 2.00E-42 COG5143 pfam13774 Longin

Regulated-SNARE-
like domain. Longin
is one of the
approximately 26
components
required for
transporting
proteins from the
ER to the plasma
membrane, via the
Golgi apparatus. It
is necessary for the
steps of the transfer
from the ER to the
Golgi complex.
Longins are the only
R-SNAREs that are
common to all
eukaryotes, and
they are
characterized by a
conserved N-
terminal domain
with a profilin-like
fold called a longin
domain.

GO:0048208|COPII
vesicle
coating;GO:0006888
|ER to Golgi
vesicle-mediated
transport;GO:00457
32|positive
regulation of
protein catabolic
process;GO:001503
1|protein
transport;GO:00330
43|regulation of
organelle
organization;GO:00
06890|retrograde
vesicle-mediated
transport, Golgi to
ER;GO:0048280|ves
icle fusion with
Golgi apparatus;

GO:0005789|endopl
asmic reticulum
membrane;GO:0005
793|endoplasmic
reticulum-Golgi
intermediate
compartment;GO:00
33116|endoplasmic
reticulum-Golgi
intermediate
compartment
membrane;GO:0012
507|ER to Golgi
transport vesicle
membrane;GO:0000
139|Golgi
membrane;GO:0016
021|integral
component of
membrane;GO:0042
470|melanosome;G
O:0031201|SNARE
complex;GO:003013
3|transport vesicle;

GO:0005484|SNAP
receptor
activity;GO:0000149
|SNARE binding;

K08517
SEC22; vesicle
transport protein
SEC22

ENSG00000274487 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no AC244154.1 unprocessed_pseud
ogene

chr17:38195740-
38257152:-

gi|205371863|sp|A6
NEC2.3|PSAL_HU
MAN

1575 0

RecName:
Full=Puromycin-
sensitive
aminopeptidase-like
protein

gi|594191204|ref|NR
_036750.2| 1555 0

Homo sapiens
aminopeptidase
puromycin sensitive
pseudogene
(LOC440434), non-
coding RNA

P55786 606 0 Puromycin-sensitive
aminopeptidase YHR047c 298 6.00E-93 COG0308 pfam01433 Peptidase_M1

Peptidase family
M1. Members of
this family are
aminopeptidases.
The members differ
widely in
specificity,
hydrolysing acidic,
basic or neutral N-
terminal residues.
This family includes
leukotriene-A4
hydrolase, this
enzyme also has an
aminopeptidase
activity.

GO:0071456|cellular
response to
hypoxia;GO:004317
1|peptide catabolic
process;GO:190395
5|positive regulation
of protein targeting
to
mitochondrion;GO:
0000209|protein
polyubiquitination;

GO:0005829|cytosol
;GO:0070062|extrac
ellular
exosome;GO:00056
34|nucleus;GO:0005
886|plasma
membrane;

GO:0004177|amino
peptidase
activity;GO:0070006
|metalloaminopeptid
ase
activity;GO:0042277
|peptide
binding;GO:000827
0|zinc ion binding;

K08776

NPEPPS;
puromycin-sensitive
aminopeptidase
[EC:3.4.11.-]

ENSG00000274615 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no AC233968.1 unprocessed_pseud
ogene

chr17:38078262-
38124770:+

gi|205371863|sp|A6
NEC2.3|PSAL_HU
MAN

1575 0

RecName:
Full=Puromycin-
sensitive
aminopeptidase-like
protein

gi|594191204|ref|NR
_036750.2| 1300 0

Homo sapiens
aminopeptidase
puromycin sensitive
pseudogene
(LOC440434), non-
coding RNA

A6NEC2 611 0
Puromycin-sensitive
aminopeptidase-like
protein

YHR047c 298 7.00E-91 COG0308 pfam01433 Peptidase_M1

Peptidase family
M1. Members of
this family are
aminopeptidases.
The members differ
widely in
specificity,
hydrolysing acidic,
basic or neutral N-
terminal residues.
This family includes
leukotriene-A4
hydrolase, this
enzyme also has an
aminopeptidase
activity.

GO:0043171|peptide
catabolic
process;GO:000650
8|proteolysis;

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00058
86|plasma
membrane;

GO:0070006|metallo
aminopeptidase
activity;GO:0042277
|peptide
binding;GO:000827
0|zinc ion binding;

. .

ENSG00000275023 0 0 0 0 1.589066286 8 4 0 4 -3.868507986 0.01995783 0.058923116 down no MLLT6 protein_coding chr17:38705542-
38729803:+

gi|40352831|gb|AAH
64612.1| 1513 0 MLLT6 protein

[Homo sapiens]
gi|133908639|ref|N
M_005937.3| 7500 0

Homo sapiens
myeloid/lymphoid
or mixed-lineage
leukemia;
translocated to, 6
(MLLT6), mRNA

O54826 134 1.00E-34 Protein AF-10 YPR031w 134 2.00E-31 COG5141 pfam13832 zf-HC5HC2H_2 PHD-zinc-finger
like domain.

GO:0016569|covale
nt chromatin
modification;GO:00
40016|embryonic
cleavage;GO:190153
6|negative
regulation of DNA
demethylation;GO:0
044726|protection
of DNA
demethylation of
female
pronucleus;GO:200
0653|regulation of
genetic imprinting;

GO:0005737|cytopla
sm;GO:0001939|fem
ale
pronucleus;GO:000
5634|nucleus;

GO:0035064|methyl
ated histone
binding;

. .

ENSG00000275052 0 0 2 5 3.791360327 8 6 8 7 -1.593185703 0.066491788 0.138837964 down no PPP4R3B protein_coding chr2:55547292-
55618880:-

gi|7243155|dbj|BAA
92625.1| 4498 0 KIAA1387 protein

[Homo sapiens]
gi|544583516|ref|N
M_020463.3| 5243 0

Homo sapiens
protein phosphatase
4, regulatory
subunit 3B
(PPP4R3B),
transcript variant 2,
mRNA

Q5MIZ7 312 3.00E-99

Serine/threonine-
protein phosphatase
4 regulatory subunit
3B

. . . . pfam04802 SMK-1

Component of IIS
longevity pathway
SMK-1. SMK-1 is a
component of the
IIs longevity
pathway which
regulates aging in
C.elegans.
Specifically, SMK-1
influences DAF-16-
dependant
regulation of the
aging process by
regulating the
transcriptional
specificity of DAF-
16 activity. SMK-1
plays a role in
longevity by
modulating the
transcriptional
specificity of DAF-
16.

GO:0045722|positiv
e regulation of
gluconeogenesis;GO
:0006470|protein
dephosphorylation;
GO:0019216|regulati
on of lipid
metabolic process;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000565
4|nucleoplasm;GO:0
005634|nucleus;GO:
0030289|protein
phosphatase 4
complex;

. K17491

SMEK, PPP4R3;
protein phosphatase
4 regulatory subunit
3

ENSG00000275066 0 0 0 0 0.096182065 0 0 0 1 -0.152317207 0.96561958 NA down no SYNRG protein_coding chr17:37514797-
37609496:-

gi|38569409|ref|NP_
009178.3| 5976 0

synergin gamma
isoform 1 [Homo
sapiens]

gi|594140686|ref|N
M_007247.5| 8171 0

Homo sapiens
synergin, gamma
(SYNRG),
transcript variant 1,
mRNA

Q5SV85 223 7.00E-61 Synergin gamma . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006897|endocy
tosis;GO:0015031|pr
otein transport;

GO:0005829|cytosol
;GO:0005794|Golgi
apparatus;GO:00160
20|membrane;

. . .

ENSG00000275131 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no AC241952.1 transcribed_unproc
essed_pseudogene

chr1:120489860-
120701289:-

gi|525313643|ref|NP
_055459.5| 5908 0

myomegalin
isoform 1 [Homo
sapiens]

gi|51476275|emb|CR
749273.1| 4214 0

Homo sapiens
mRNA; cDNA
DKFZp781J054
(from clone
DKFZp781J054)

Q5VU43 80.1 3.00E-13 Myomegalin . . . . pfam07989 Microtub_assoc

Microtubule
associated. This
presumed domain
has been identified
in two microtubule
associated proteins
in
Schizosaccharomyc
es pombe, Mto1 and
Pcp1. Mto1 has
been identified in
association with
spindle pole body
and non-spindle
pole body
microtubules. The
pericentrin homolog
Pcp1 is also
associated with the
fungal centrosome
or spindle pole
body (SPB).

GO:0043623|cellular
protein complex
assembly;

GO:0005813|centros
ome;GO:0005737|cy
toplasm;GO:000579
4|Golgi
apparatus;GO:00300
16|myofibril;GO:00
05634|nucleus;

GO:0019899|enzym
e binding; K16549 PDE4DIP;

myomegalin

ENSG00000275215 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no RNA5-8S5 rRNA chr21:8395607-
8395759:+

gi|671403132|emb|C
DQ07297.1| 118 5.00E-06

Protein Bm11561,
isoform b, partial
[Brugia malayi]

gi|577019615|ref|NR
_046233.2| 153 1.00E-73

Mus musculus 45S
pre-ribosomal RNA
(Rn45s), ribosomal
RNA

. . . . . . . . pfam05346 DUF747

Eukaryotic
membrane protein
family. This family
is a family of
eukaryotic
membrane proteins.
It was previously
annotated as
including a putative
receptor for human
cytomegalovirus gH
but this has has
since been disputed.
Analysis of the
mouse Tapt1
protein
(transmembrane
anterior posterior
transformation 1)
has shown it to be
involved in
patterning of the
vertebrate axial
skeleton.

. . . . .

ENSG00000275832 0 2 0 3 5.353765373 16 14 7 11 -2.80204896 0.001162242 0.007417841 down yes ARHGAP23 protein_coding chr17:38419280-
38512392:+

gi|578831176|ref|XP
_006722054.1| 6476 0

PREDICTED: rho
GTPase-activating
protein 23 isoform
X2 [Homo sapiens]

gi|313661469|ref|N
M_001199417.1| 5903 0

Homo sapiens Rho
GTPase activating
protein 23
(ARHGAP23),
mRNA

Q9P227 2086 0 Rho GTPase-
activating protein 23 . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0043547|positiv
e regulation of
GTPase
activity;GO:0051056
|regulation of small
GTPase mediated
signal
transduction;GO:00
07165|signal
transduction;

GO:0005829|cytosol
;GO:0070062|extrac
ellular exosome;

GO:0005096|GTPas
e activator activity; . .

ENSG00000275895 3 5 1 2 3.522692652 4 5 6 4 -0.247989325 0.745428619 0.820065959 down no U2AF1L5 protein_coding chr21:6484623-
6499261:-

gi|829810149|ref|XP
_012629014.1| 879 3.00E-114

PREDICTED:
splicing factor
U2AF 35 kDa
subunit
[Microcebus
murinus]

gi|34191746|gb|BC0
32521.2| 4670 0

Homo sapiens U2
small nuclear RNA
auxiliary factor 1,
mRNA (cDNA
clone
IMAGE:5498733),
with apparent
retained intron

A1A4K8 241 4.00E-70
Splicing factor
U2AF 35 kDa
subunit

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0031124|mRNA
3'-end
processing;GO:0006
406|mRNA export
from
nucleus;GO:000639
7|mRNA
processing;GO:0000
398|mRNA splicing,
via
spliceosome;GO:19
03955|positive
regulation of
protein targeting to
mitochondrion;GO:
1903146|regulation
of
mitophagy;GO:0006
405|RNA export
from
nucleus;GO:000838
0|RNA
splicing;GO:000636
9|termination of
RNA polymerase II
transcription;

GO:0015030|Cajal
body;GO:0071013|c
atalytic step 2
spliceosome;GO:00
16607|nuclear
speck;GO:0005654|
nucleoplasm;GO:00
05681|spliceosomal
complex;GO:008970
1|U2AF;

GO:0046872|metal
ion
binding;GO:000016
6|nucleotide
binding;GO:004482
2|poly(A) RNA
binding;GO:003062
8|pre-mRNA 3'-
splice site binding;

K12836
U2AF1; splicing
factor U2AF 35 kDa
subunit



ENSG00000276045 0 0 0 1 0.306876558 0 0 1 1 -0.14757455 0.953528055 NA down no ORAI1 protein_coding chr12:121626550-
121642677:+

gi|75771974|gb|AAI
04634.1| 1342 2.00E-178

ORAI1 protein,
partial [Homo
sapiens]

gi|14042003|dbj|AK
027372.1| 1828 0

Homo sapiens
cDNA FLJ14466 fis,
clone
MAMMA1000416

Q96D31 521 1.00E-179
Calcium release-
activated calcium
channel protein 1

. . . . pfam07856 Orai-1

Mediator of CRAC
channel activity.
ORAI-1 is a protein
homologue of
Drosophila Orai and
human Orai1, Orai2
and Orai3. ORAI-1
GFP reporters are
co- expressed with
STIM-1 (ER
CA(2+) sensors) in
the gonad and
intestine. The
protein has four
predicted
transmembrane
domains with a
highly conserved
region between
TM2 ad TM3. This
conserved domain
is thought to
function in channel
regulation. ORAI1-
related proteins are
required for the
production of the
calcium channel,
CRAC, along with
STIM1-related
proteins.

GO:0002250|adaptiv
e immune
response;GO:00519
28|positive
regulation of
calcium ion
transport;GO:00519
24|regulation of
calcium ion
transport;GO:00021
15|store-operated
calcium entry;

GO:0005776|autoph
agosome;GO:00314
10|cytoplasmic
vesicle;GO:0005887|
integral component
of plasma
membrane;GO:0016
020|membrane;

GO:0015279|store-
operated calcium
channel activity;

K16056

ORAI1; calcium
release-activated
calcium channel
protein 1

ENSG00000276293 0 1 2 6 7.627987163 22 16 1 27 -2.443093668 0.011117795 0.038240726 down yes PIP4K2B protein_coding chr17:38765689-
38800126:-

gi|685597877|ref|XP
_009188737.1| 1965 0

PREDICTED:
phosphatidylinositol
5-phosphate 4-
kinase type-2 beta
isoform X1 [Papio
anubis]

gi|117938278|ref|N
M_003559.4| 5732 0

Homo sapiens
phosphatidylinositol
-5-phosphate 4-
kinase, type II, beta
(PIP4K2B), mRNA

P78356 761 0
Phosphatidylinositol
5-phosphate 4-
kinase type-2 beta

YDR208w 160 4.00E-39 COG5253 pfam01504 PIP5K

Phosphatidylinositol
-4-phosphate 5-
Kinase. This family
contains a region
from the common
kinase core found
in the type I
phosphatidylinositol
-4-phosphate 5-
kinase (PIP5K)
family as described
in. The family
consists of various
type I, II and III
PIP5K enzymes.
PIP5K catalyses the
formation of
phosphoinositol-
4,5-bisphosphate
via the
phosphorylation of
phosphatidylinositol
-4-phosphate a
precursor in the
phosphinositide
signaling pathway.

GO:0046488|phosph
atidylinositol
metabolic
process;GO:200078
6|positive regulation
of autophagosome
assembly;GO:00105
06|regulation of
autophagy;

GO:0005776|autoph
agosome;GO:00057
89|endoplasmic
reticulum
membrane;GO:0005
654|nucleoplasm;G
O:0005886|plasma
membrane;

GO:0016308|1-
phosphatidylinositol
-4-phosphate 5-
kinase
activity;GO:0016309
|1-
phosphatidylinositol
-5-phosphate 4-
kinase
activity;GO:0005524
|ATP binding;

K00920

PIP4K2; 1-
phosphatidylinositol
-5-phosphate 4-
kinase
[EC:2.7.1.149]

ENSG00000276644 14 9 27 12 13.72207678 5 7 18 7 1.400754423 0.026056409 0.070900108 up no DACH1 protein_coding chr13:71437966-
71867192:-

gi|767977319|ref|XP
_011533241.1| 2593 0

PREDICTED:
dachshund homolog
1 isoform X1
[Homo sapiens]

gi|629266049|ref|N
M_080759.5| 5230 0

Homo sapiens
dachshund family
transcription factor
1 (DACH1),
transcript variant 1,
mRNA

Q9UI36 243 1.00E-65 Dachshund
homolog 1 . . . . pfam02437 Ski_Sno

SKI/SNO/DAC
family. This family
contains a presumed
domain that is about
100 amino acids
long. All members
of this family
contain a conserved
CLPQ motif. The c-
ski proto-oncogene
has been shown to
influence
proliferation,
morphological
transformation and
myogenic
differentiation. Sno,
a Ski proto-
oncogene
homologue, is
expressed in two
isoforms and plays
a role in the
response to
proliferation
stimuli. Dachshund
also contains this
domain. It is
involved in various
aspects of
development.

GO:0008283|cell
proliferation;GO:00
46545|development
of primary female
sexual
characteristics;GO:0
007275|multicellular
organismal
development;GO:00
30336|negative
regulation of cell
migration;GO:00602
44|negative
regulation of cell
proliferation
involved in contact
inhibition;GO:20002
79|negative
regulation of DNA
biosynthetic
process;GO:004814
7|negative
regulation of
fibroblast
proliferation;GO:00
10944|negative
regulation of
transcription by
competitive
promoter
binding;GO:004589
2|negative
regulation of
transcription, DNA-
templated;GO:00332

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;GO:0005667|tra
nscription factor
complex;

GO:0003677|DNA
binding;GO:000107
5|transcription
factor activity, RNA
polymerase II core
promoter sequence-
specific binding
involved in
preinitiation
complex
assembly;GO:00010
78|transcriptional
repressor activity,
RNA polymerase II
core promoter
proximal region
sequence-specific
binding;

. .

ENSG00000276790 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no AC068234.2 antisense chr17:47279526-
47280047:- . . . . gi|427197667|ref|NG

_008332.2| 522 0

Homo sapiens
integrin, beta 3
(platelet
glycoprotein IIIa,
antigen CD61)
(ITGB3),
RefSeqGene on
chromosome 17

. . . . . . . . pfam15620 CENP-C_mid

Centromere
assembly
component CENP-C
middle DNMT3B-
binding region.
CENP-C is a
component of the
centromere
assembly complex
in eukaryotes.
CENP-C recruits the
DNA
methyltransferases
DNMT3B, in order
to establish the
necessary epigenetic
DNA-methylation
essential for
maintenance of
chromatin structure
and genomic
stability. This
middle region of
CENP-C is the
binding-domain for
DNMT3B. Binding
of CENP-C and
DNMT3B to DNA
occurs at both
centromeric and
peri-centromeric
satellite repeats.
CENP-C and
DNMT3B regulate
the histone code in

. . . . .

ENSG00000277083 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no PRSS3P3 transcribed_unproc
essed_pseudogene

chr7:142287251-
142291597:-

gi|829996977|ref|XP
_012576253.1| 505 3.00E-93

PREDICTED:
trypsin-like
[Condylura cristata]

gi|426358189|ref|X
M_004046354.1| 641 0

PREDICTED:
Gorilla gorilla
gorilla cationic
trypsin-3-like
(LOC101128494),
mRNA

P00761 81.3 4.00E-17 Trypsin mlr3307 57 8.00E-09 COG5640 pfam00089 Trypsin Trypsin. GO:0007586|digesti
on;

GO:0005615|extrace
llular space;

GO:0046872|metal
ion
binding;GO:000425
2|serine-type
endopeptidase
activity;

. .

ENSG00000277304 0 0 0 0 0.204760748 1 0 1 0 -0.899687955 0.790298658 NA down no AC142086.6 unprocessed_pseud
ogene

chr16:32916974-
32946392:+

gi|767995434|ref|XP
_011523376.1| 1586 0

PREDICTED: rho
GTPase-activating
protein 23 isoform
X3 [Homo sapiens]

gi|7959262|dbj|AB0
40934.1| 1601 0

Homo sapiens
mRNA for
KIAA1501 protein,
partial cds

Q9P227 358 0 Rho GTPase-
activating protein 23 . . . . pfam00620 RhoGAP

RhoGAP domain.
GTPase activator
proteins towards
Rho/Rac/Cdc42-like
small GTPases.

GO:0043547|positiv
e regulation of
GTPase
activity;GO:0051056
|regulation of small
GTPase mediated
signal
transduction;GO:00
07165|signal
transduction;

GO:0005829|cytosol
;GO:0070062|extrac
ellular exosome;

GO:0005096|GTPas
e activator activity; . .

ENSG00000277363 0 4 0 2 2.012834886 5 4 1 3 -0.694443354 0.530211708 0.648820736 down no SRCIN1 protein_coding chr17:38530016-
38605930:-

gi|544499520|ref|XP
_005584024.1| 5258 0

PREDICTED: SRC
kinase signaling
inhibitor 1 isoform
X4 [Macaca
fascicularis]

gi|115334681|ref|N
M_025248.2| 7050 0

Homo sapiens SRC
kinase signaling
inhibitor 1
(SRCIN1), mRNA

Q9C0H9 1622 0 SRC kinase
signaling inhibitor 1 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0006887|exocyt
osis;GO:0007162|ne
gative regulation of
cell
adhesion;GO:00610
99|negative
regulation of
protein tyrosine
kinase
activity;GO:0061098
|positive regulation
of protein tyrosine
kinase
activity;GO:0030334
|regulation of cell
migration;GO:00610
01|regulation of
dendritic spine
morphogenesis;GO:
0034446|substrate
adhesion-dependent
cell spreading;

GO:0015629|actin
cytoskeleton;GO:00
30424|axon;GO:003
0054|cell
junction;GO:000573
7|cytoplasm;GO:003
0425|dendrite;GO:0
014069|postsynaptic
density;GO:0045211
|postsynaptic
membrane;GO:0045
202|synapse;

GO:0019901|protein
kinase binding; . .

ENSG00000277443 26 20 20 29 16.67633636 1 6 12 4 2.626158364 4.27E-06 9.62E-05 up yes MARCKS protein_coding chr6:113857362-
113863471:+

gi|297291914|ref|XP
_002803994.1| 252 3.00E-22

PREDICTED:
hypothetical protein
LOC100423139
[Macaca mulatta]

gi|440546336|emb|F
O393415.1| 3791 0

Human DNA
sequence from
clone RP11-544L8
on chromosome 6,
complete sequence

P29966 85.9 2.00E-16
Myristoylated
alanine-rich C-
kinase substrate

. . . . pfam02063 MARCKS MARCKS family.
GO:0050796|regulati
on of insulin
secretion;

GO:0015629|actin
cytoskeleton;GO:00
05938|cell
cortex;GO:0005813|
centrosome;GO:007
0062|extracellular
exosome;GO:00059
25|focal
adhesion;GO:00425
85|germinal
vesicle;GO:0005886|
plasma membrane;

GO:0051015|actin
filament
binding;GO:000551
6|calmodulin
binding;

K12561

MARCKS;
myristoylated
alanine-rich C-
kinase substrate



ENSG00000277586 3 19 7 11 10.36420724 12 17 5 16 0.162903729 0.772526948 0.841346789 up no NEFL protein_coding chr8:24950955-
24957110:-

gi|105990539|ref|NP
_006149.2| 1883 0

neurofilament light
polypeptide [Homo
sapiens]

gi|427197592|ref|N
M_006158.4| 3841 0

Homo sapiens
neurofilament, light
polypeptide
(NEFL), mRNA

Q5R408 526 0 Neurofilament light
polypeptide . . . . pfam00038 Filament Intermediate

filament protein.

GO:0008089|anterog
rade axon cargo
transport;GO:00198
96|axon transport of
mitochondrion;GO:
0040011|locomotion
;GO:0000226|microt
ubule cytoskeleton
organization;GO:00
43524|negative
regulation of
neuron apoptotic
process;GO:003369
3|neurofilament
bundle
assembly;GO:00508
85|neuromuscular
process controlling
balance;GO:004881
2|neuron projection
morphogenesis;GO:
0014012|peripheral
nervous system
axon
regeneration;GO:00
50772|positive
regulation of
axonogenesis;GO:00
31133|regulation of
axon
diameter;GO:000809
0|retrograde axon
cargo transport;

GO:1904115|axon
cytoplasm;GO:0043
209|myelin
sheath;GO:0005883|
neurofilament;GO:0
033596|TSC1-TSC2
complex;

GO:0005200|structu
ral constituent of
cytoskeleton;

K04572
NEFL, NF-L;
neurofilament light
polypeptide

ENSG00000278311 84 105 98 87 80.04460313 42 73 66 53 1.271955203 4.17E-05 0.000543975 up yes GGNBP2 protein_coding chr17:36544888-
36589848:+

gi|675659304|ref|XP
_002748238.3| 3537 0

PREDICTED:
gametogenetin-
binding protein 2
isoform X5
[Callithrix jacchus]

gi|13752271|gb|AF2
68387.1| 3421 0

Homo sapiens
laryngeal carcinoma
related protein 1
mRNA, complete
cds

Q6GVH5 69.7 6.00E-11 Gametogenetin-
binding protein 2 . . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0030154|cell
differentiation;GO:0
007275|multicellular
organismal
development;GO:00
07283|spermatogene
sis;

GO:0005737|cytopla
sm;GO:0016023|cyt
oplasmic
membrane-bounded
vesicle;GO:0005634|
nucleus;

. . .

ENSG00000278540 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no ACACA protein_coding chr17:37084988-
37406818:-

gi|38679960|ref|NP_
942131.1| 12580 0

acetyl-CoA
carboxylase 1
isoform 1 [Homo
sapiens]

gi|631790825|ref|N
M_198834.2| 9957 0

Homo sapiens
acetyl-CoA
carboxylase alpha
(ACACA),
transcript variant 1,
mRNA

P11029 272 4.00E-82 Acetyl-CoA
carboxylase SPAC56E4.04c_3 706 0 COG4799 pfam08326 ACC_central

Acetyl-CoA
carboxylase, central
region. The region
featured in this
family is found in
various eukaryotic
acetyl-CoA
carboxylases, N-
terminal to the
catalytic domain
(pfam01039). This
enzyme (EC:6.4.1.2)
is involved in the
synthesis of long-
chain fatty acids, as
it catalyses the rate-
limiting step in this
process.

GO:0006633|fatty
acid biosynthetic
process;GO:200129
5|malonyl-CoA
biosynthetic
process;GO:001062
8|positive regulation
of gene
expression;GO:0045
893|positive
regulation of
transcription, DNA-
templated;GO:00650
08|regulation of
biological
quality;GO:0040029|
regulation of gene
expression,
epigenetic;GO:0009
743|response to
carbohydrate;GO:00
70542|response to
fatty
acid;GO:0097066|re
sponse to thyroid
hormone;GO:00068
10|transport;

GO:0005623|cell;G
O:0005737|cytoplas
m;

GO:0003989|acetyl-
CoA carboxylase
activity;GO:0005524
|ATP
binding;GO:000937
4|biotin
binding;GO:000407
5|biotin carboxylase
activity;GO:0050692
|DBD domain
binding;GO:004687
2|metal ion
binding;GO:000510
2|receptor
binding;GO:003281
0|sterol response
element
binding;GO:004696
6|thyroid hormone
receptor binding;

K11262

ACACA; acetyl-
CoA carboxylase /
biotin carboxylase 1
[EC:6.4.1.2
6.3.4.14]

ENSG00000278552 0 0 0 0 0.103280207 0 0 1 0 -0.152317207 0.96561958 NA down no AC116165.3 unprocessed_pseud
ogene

chr15:23225876-
23226391:-

gi|634886538|ref|XP
_007952761.1| 424 2.00E-56

PREDICTED:
alpha/beta hydrolase
domain-containing
protein 17A
[Orycteropus afer
afer]

gi|544507584|ref|X
M_005587431.1| 334 1.00E-173

PREDICTED:
Macaca fascicularis
abhydrolase domain
containing 17A
(ABHD17A),
transcript variant
X2, mRNA

Q96GS6 75.5 3.00E-57 Protein ABHD17A all8511 54.3 1.00E-10 COG1073 pfam12695 Abhydrolase_5

Alpha/beta
hydrolase family.
This family contains
a diverse range of
alpha/beta hydrolase
enzymes.

.

GO:0005576|extrace
llular
region;GO:0016020|
membrane;

GO:0016787|hydrol
ase activity; . .

ENSG00000278736 0 0 1 0 0.177093957 0 0 0 0 1.290355314 0.715002813 NA up no FO393412.1 processed_pseudog
ene

chr6:48701491-
48701872:-

gi|719733360|ref|XP
_010218872.1| 250 5.00E-41

PREDICTED:
patched domain-
containing protein 4
isoform X1
[Tinamus guttatus]

gi|440546333|emb|F
O393412.1| 382 0

Human DNA
sequence from
clone RP11-193P4
on chromosome 6,
complete sequence

B9EKX1 120 1.00E-30 Patched domain-
containing protein 4 . . . . pfam03154 Atrophin-1

Atrophin-1 family.
Atrophin-1 is the
protein product of
the dentatorubral-
pallidoluysian
atrophy (DRPLA)
gene. DRPLA
OMIM:125370 is a
progressive
neurodegenerative
disorder. It is
caused by the
expansion of a CAG
repeat in the
DRPLA gene on
chromosome 12p.
This results in an
extended
polyglutamine
region in atrophin-
1, that is thought to
confer toxicity to
the protein, possibly
through altering its
interactions with
other proteins. The
expansion of a CAG
repeat is also the
underlying defect in
six other
neurodegenerative
disorders, including
Huntington's
disease. One
interaction of

.
GO:0016021|integral
component of
membrane;

. . .

ENSG00000279089 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC005839.1 TEC chr17:51183191-
51186403:-

gi|545179250|ref|XP
_005597556.1| 339 8.00E-30

PREDICTED: MBT
domain-containing
protein 1 isoform
X1 [Equus caballus]

gi|4079626|gb|AC00
5839.1|AC005839 3213 0

Homo sapiens
chromosome 17,
clone
hRPK.481_C_4,
complete sequence

Q8N2A0 82.4 5.00E-16

Putative
uncharacterized
protein encoded by
LINC00269

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

GO:0001731|formati
on of translation
preinitiation
complex;GO:007552
2|IRES-dependent
viral translational
initiation;GO:00165
79|protein
deubiquitination;GO
:0006446|regulation
of translational
initiation;GO:00064
13|translational
initiation;

GO:0005829|cytosol
;GO:0016282|eukary
otic 43S
preinitiation
complex;GO:003329
0|eukaryotic 48S
preinitiation
complex;GO:000585
2|eukaryotic
translation initiation
factor 3
complex;GO:007154
1|eukaryotic
translation initiation
factor 3 complex,
eIF3m;GO:0016020|
membrane;

GO:0004843|ubiquit
in-specific protease
activity;GO:0003743
|translation initiation
factor
activity;GO:0031369
|translation initiation
factor binding;

. .

ENSG00000279166 0 0 0 3 0.322242858 0 0 0 0 2.243785975 0.52253313 NA up no AC009951.1 TEC chr2:144494265-
144496878:- . . . . gi|284520149|ref|NG

_016431.1| 2614 0

Homo sapiens zinc
finger E-box
binding homeobox
2 (ZEB2),
RefSeqGene on
chromosome 2

. . . . . . . . pfam03878 YIF1

YIF1. YIF1 (Yip1
interacting factor) is
an integral
membrane protein
that is required for
membrane fusion of
ER derived vesicles.
It also plays a role
in the biogenesis of
ER derived COPII
transport vesicles.

. . . . .

ENSG00000279392 71 55 66 53 55.1381246 43 48 40 36 1.190230873 0.000887572 0.005995427 up yes AL158801.5 processed_pseudog
ene

chr14:55229217-
55229681:+

gi|10444495|gb|AA
G17922.1|AF300336
_1

723 2.00E-95
ubiquitin-
conjugating enzyme
[Homo sapiens]

gi|198042061|ref|NG
_002490.3| 465 0

Homo sapiens
ubiquitin-
conjugating enzyme
E2L 1 (pseudogene)
(UBE2L1) on
chromosome 14

P68037 277 1.00E-94
Ubiquitin-
conjugating enzyme
E2 L3

YBR082c 85.5 2.00E-20 COG5078 pfam00179 UQ_con

Ubiquitin-
conjugating enzyme.
Proteins destined
for proteasome-
mediated
degradation may be
ubiquitinated.
Ubiquitination
follows conjugation
of ubiquitin to a
conserved cysteine
residue of UBC
homologues.
TSG101 is one of
several UBC
homologues that
lacks this active site
cysteine.

GO:0044770|cell
cycle phase
transition;GO:00082
83|cell
proliferation;GO:00
71385|cellular
response to
glucocorticoid
stimulus;GO:007138
3|cellular response
to steroid hormone
stimulus;GO:190395
5|positive regulation
of protein targeting
to
mitochondrion;GO:
0031398|positive
regulation of
protein
ubiquitination;GO:0
051443|positive
regulation of
ubiquitin-protein
transferase
activity;GO:0070979
|protein K11-linked
ubiquitination;GO:0
000209|protein
polyubiquitination;
GO:0016567|protein
ubiquitination;GO:0
042787|protein
ubiquitination
involved in
ubiquitin dependent

GO:0005737|cytopla
sm;GO:0070062|extr
acellular
exosome;GO:00056
34|nucleus;

GO:0005524|ATP
binding;GO:004482
2|poly(A) RNA
binding;GO:000371
3|transcription
coactivator
activity;GO:0061631
|ubiquitin
conjugating enzyme
activity;GO:0031625
|ubiquitin protein
ligase
binding;GO:009702
7|ubiquitin-protein
transferase activator
activity;GO:0004842
|ubiquitin-protein
transferase activity;

K04552

UBE2L3, UBCH7;
ubiquitin-
conjugating enzyme
E2 L3 [EC:2.3.2.23]

ENSG00000280128 1 0 0 0 0.198988983 0 0 0 0 1.290355314 0.715002813 NA up no AL662795.2 TEC chr6:30282349-
30286054:-

gi|795338778|ref|XP
_011929395.1| 179 8.00E-37

PREDICTED:
uncharacterized
protein
LOC105592224
[Cercocebus atys]

gi|18369678|emb|AL
662795.5| 3706 0

Human DNA
sequence from
clone CH501-
283O16 on
chromosome 6,
complete sequence

O00370 91.7 3.00E-17

LINE-1
retrotransposable
element ORF2
protein

. . . . pfam14529 Exo_endo_phos_2

Endonuclease-
reverse
transcriptase. This
domain represents
the endonuclease
region of
retrotransposons
from a range of
bacteria, archaea
and eukaryotes.
These are enzymes
largely from class
EC:2.7.7.49.

GO:0006310|DNA
recombination;GO:0
090305|nucleic acid
phosphodiester
bond
hydrolysis;GO:0032
199|reverse
transcription
involved in RNA-
mediated
transposition;GO:00
32197|transposition,
RNA-mediated;

.

GO:0046872|metal
ion
binding;GO:000396
4|RNA-directed
DNA polymerase
activity;GO:0009036
|Type II site-specific
deoxyribonuclease
activity;

. .

ENSG00000280374 0 1 0 0 0.126570877 0 0 0 0 1.290355314 0.715002813 NA up no AC019080.5 sense_intronic chr2:177317715-
177318471:- . . . . gi|15145267|gb|AC0

19080.6| 757 0

Homo sapiens BAC
clone RP11-337N6
from 2, complete
sequence

. . . . . . . . . . . . . . . .



ENSG00000280614 1 2 2 1 1.211460327 1 2 0 0 1.579247376 0.251056233 0.375977186 up no FP236383.2 lincRNA chr21:8393419-
8394341:-

gi|296473176|tpg|D
AA15291.1| 589 3.00E-72

TPA: hypothetical
protein BOS_23236
[Bos taurus]

gi|374429547|ref|NR
_046235.1| 923 0

Homo sapiens RNA,
45S pre-ribosomal 5
(RNA45S5),
ribosomal RNA

Q5DU56 72.4 8.00E-13 Protein NLRC3 . . . . pfam11847 DUF3367

Domain of
unknown function
(DUF3367). This
domain is
functionally
uncharacterized.
This domain is
found in bacteria
and archaea. This
presumed domain is
typically between
667 to 694 amino
acids in length.

GO:0007249|I-
kappaB kinase/NF-
kappaB
signaling;GO:00431
24|negative
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00326
91|negative
regulation of
interleukin-1 beta
production;GO:0032
695|negative
regulation of
interleukin-12
production;GO:0032
715|negative
regulation of
interleukin-6
production;GO:0032
088|negative
regulation of NF-
kappaB
transcription factor
activity;GO:0032720
|negative regulation
of tumor necrosis
factor
production;GO:0031
396|regulation of
protein
ubiquitination;GO:0
032496|response to
lipopolysaccharide;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding; . .

ENSG00000280800 0 1 2 3 1.693716857 4 2 0 3 -0.102493873 0.929975646 0.958692234 down no FP671120.3 lincRNA chr21:8210384-
8211306:-

gi|296473176|tpg|D
AA15291.1| 589 3.00E-72

TPA: hypothetical
protein BOS_23236
[Bos taurus]

gi|374429547|ref|NR
_046235.1| 923 0

Homo sapiens RNA,
45S pre-ribosomal 5
(RNA45S5),
ribosomal RNA

Q5DU56 72.4 8.00E-13 Protein NLRC3 . . . . pfam11847 DUF3367

Domain of
unknown function
(DUF3367). This
domain is
functionally
uncharacterized.
This domain is
found in bacteria
and archaea. This
presumed domain is
typically between
667 to 694 amino
acids in length.

GO:0007249|I-
kappaB kinase/NF-
kappaB
signaling;GO:00431
24|negative
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00326
91|negative
regulation of
interleukin-1 beta
production;GO:0032
695|negative
regulation of
interleukin-12
production;GO:0032
715|negative
regulation of
interleukin-6
production;GO:0032
088|negative
regulation of NF-
kappaB
transcription factor
activity;GO:0032720
|negative regulation
of tumor necrosis
factor
production;GO:0031
396|regulation of
protein
ubiquitination;GO:0
032496|response to
lipopolysaccharide;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding; . .

ENSG00000280953 0 0 0 0 0.293844671 1 0 0 2 -1.436688986 0.635233166 NA down no LINC01163 lincRNA chr10:128181032-
128317726:+

gi|119569561|gb|EA
W49176.1| 358 2.00E-36 hCG2044977

[Homo sapiens]
gi|34529971|dbj|AK
124226.1| 3064 0

Homo sapiens
cDNA FLJ42232 fis,
clone
THYMU3000224

. . . . . . . . pfam02106 Fanconi_C Fanconi anaemia
group C protein. . . . . .

ENSG00000281181 406 364 612 403 430.3375402 661 306 281 267 0.874303411 0.039732334 0.096828014 up no FP236383.3 lincRNA chr21:8437629-
8438551:-

gi|296473176|tpg|D
AA15291.1| 589 3.00E-72

TPA: hypothetical
protein BOS_23236
[Bos taurus]

gi|374429547|ref|NR
_046235.1| 923 0

Homo sapiens RNA,
45S pre-ribosomal 5
(RNA45S5),
ribosomal RNA

Q5DU56 72.4 8.00E-13 Protein NLRC3 . . . . pfam11847 DUF3367

Domain of
unknown function
(DUF3367). This
domain is
functionally
uncharacterized.
This domain is
found in bacteria
and archaea. This
presumed domain is
typically between
667 to 694 amino
acids in length.

GO:0007249|I-
kappaB kinase/NF-
kappaB
signaling;GO:00431
24|negative
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00326
91|negative
regulation of
interleukin-1 beta
production;GO:0032
695|negative
regulation of
interleukin-12
production;GO:0032
715|negative
regulation of
interleukin-6
production;GO:0032
088|negative
regulation of NF-
kappaB
transcription factor
activity;GO:0032720
|negative regulation
of tumor necrosis
factor
production;GO:0031
396|regulation of
protein
ubiquitination;GO:0
032496|response to
lipopolysaccharide;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding; . .

ENSG00000281383 1 0 0 0 0.59805522 1 1 1 1 -1.152415843 0.505484009 NA down no FP671120.4 lincRNA chr21:8254592-
8255514:-

gi|669214567|emb|C
DW61368.1| 327 3.00E-50

hypothetical protein
TTRE_0000982701,
partial [Trichuris
trichiura]

gi|374429547|ref|NR
_046235.1| 911 0

Homo sapiens RNA,
45S pre-ribosomal 5
(RNA45S5),
ribosomal RNA

Q5DU56 72.4 8.00E-13 Protein NLRC3 . . . . pfam11847 DUF3367

Domain of
unknown function
(DUF3367). This
domain is
functionally
uncharacterized.
This domain is
found in bacteria
and archaea. This
presumed domain is
typically between
667 to 694 amino
acids in length.

GO:0007249|I-
kappaB kinase/NF-
kappaB
signaling;GO:00431
24|negative
regulation of I-
kappaB kinase/NF-
kappaB
signaling;GO:00326
91|negative
regulation of
interleukin-1 beta
production;GO:0032
695|negative
regulation of
interleukin-12
production;GO:0032
715|negative
regulation of
interleukin-6
production;GO:0032
088|negative
regulation of NF-
kappaB
transcription factor
activity;GO:0032720
|negative regulation
of tumor necrosis
factor
production;GO:0031
396|regulation of
protein
ubiquitination;GO:0
032496|response to
lipopolysaccharide;

GO:0005737|cytopla
sm;

GO:0005524|ATP
binding; . .

ENSG00000281649 0 0 0 0 0.196246849 0 2 0 0 -0.871093228 0.805197237 NA down no EBLN3P lincRNA chr9:37079857-
37090507:+

gi|795322422|ref|XP
_011825512.1| 681 5.00E-87

PREDICTED:
uncharacterized
protein
LOC105532051
[Mandrillus
leucophaeus]

gi|305632840|ref|NR
_036592.1| 4375 0

Homo sapiens
endogenous
Bornavirus-like
nucleoprotein 3
(EBLN3), non-
coding RNA

P0CF75 89.4 2.00E-17
Endogenous
Bornavirus-like
nucleoprotein 1

. . . . pfam06407 BDV_P40

Borna disease virus
P40 protein. This
family consists of
several Borna
disease virus P40
proteins. Borna
disease (BD) is a
persistent viral
infection of the
central nervous
system caused by
the single-negative-
strand,
nonsegmented RNA
Borna disease virus
(BDV). P40 is
known to be a
nucleoprotein.

GO:0006355|regulati
on of transcription,
DNA-
templated;GO:00063
51|transcription,
DNA-templated;

GO:0005634|nucleu
s;

GO:0003677|DNA
binding; . .

ENSG00000282978 0 1 0 1 0.335465704 1 0 0 0 1.211350038 0.622258782 NA up no AC110994.2 processed_pseudog
ene

chr3:101457241-
101457732:-

gi|556776133|ref|XP
_005983174.1| 730 4.00E-96

PREDICTED:
transcription factor
BTF3-like
[Pantholops
hodgsonii]

gi|310688901|ref|NG
_005360.6| 492 0

Homo sapiens basic
transcription factor
3 pseudogene 16
(BTF3P16) on
chromosome 3

P20290 281 3.00E-95 Transcription factor
BTF3 . . . . pfam01849 NAC NAC domain.

GO:0001701|in
utero embryonic
development;GO:00
15031|protein
transport;GO:00063
55|regulation of
transcription, DNA-
templated;GO:00063
66|transcription
from RNA
polymerase II
promoter;

GO:0005737|cytopla
sm;GO:0005634|nuc
leus;

GO:0044822|poly(A
) RNA binding; K01527

EGD1, BTF3;
nascent
polypeptide-
associated complex
subunit beta

ENSG00000283154 0 1 0 4 1.044378181 1 1 0 3 0.335564823 0.825468099 0.884029994 up no IQCJ-SCHIP1 protein_coding chr3:158962235-
159897366:+

gi|308193361|ref|NP
_001184042.1| 1880 0

IQ motif containing
J-schwannomin
interacting protein 1
fusion protein
isoform 1 [Homo
sapiens]

gi|308193342|ref|N
M_014575.3| 2630 0

Homo sapiens
schwannomin
interacting protein 1
(SCHIP1), transcript
variant 1, mRNA

Q1A5X6 103 3.00E-32 IQ domain-
containing protein J . . . . pfam10148 SCHIP-1

Schwannomin-
interacting protein
1. Members of this
family are coiled
coil protein
involved in linking
membrane proteins
to the cytoskeleton.

GO:0016556|mRNA
modification;GO:00
32781|positive
regulation of
ATPase
activity;GO:0006457
|protein folding;

GO:0005788|endopl
asmic reticulum
lumen;GO:0016020|
membrane;GO:0005
634|nucleus;

. . .

ENSG00000283366 0 0 0 0 0.098123424 0 1 0 0 -0.152317207 0.96561958 NA down no AC000095.2 transcribed_unproc
essed_pseudogene

chr22:18998274-
19014786:+

gi|694981878|ref|XP
_003953869.2| 166 4.00E-11

PREDICTED:
uncharacterized
protein
LOC101058076
[Pan troglodytes]

gi|551892318|tpe|HG
511990.1| 768 0

TPA: Homo sapiens
long non-coding
RNA
OTTHUMT0000031
6503.1 (DGCR5
gene), antisense

Q2KNA1 67.8 1.00E-11 Cytospin-A . . . . pfam07264 EI24

Etoposide-induced
protein 2.4 (EI24).
This family contains
a number of
eukaryotic
etoposide-induced
2.4 (EI24) proteins
approximately 350
residues long as
well as bacterial
CysZ proteins
(formerly known as
DUF540). In cells
treated with the
cytotoxic drug
etoposide, EI24 is
induced by p53. It
has been suggested
to play an important
role in negative cell
growth control.

GO:0007049|cell
cycle;GO:0051301|c
ell division;

GO:0005737|cytopla
sm;GO:0005921|gap
junction;GO:000581
9|spindle;

. . .



ENSG00000283405 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no AL121759.2 lincRNA chr20:21089696-
21090509:+ . . . . gi|9408123|emb|AL1

21759.25| 398 0

Human DNA
sequence from
clone RP5-872K7
on chromosome 20,
complete sequence

. . . . . . . . pfam07487 SopE_GEF

SopE GEF domain.
This family
represents the C-
terminal guanine
nucleotide exchange
factor (GEF)
domain of SopE.
Salmonella
typhimurium
employs a type III
secretion system to
inject bacterial
toxins into the host
cell cytosol. These
toxins transiently
activate Rho family
GTP-binding
protein-dependent
signaling cascades
to induce
cytoskeletal
rearrangements.
SopE, can activate
Cdc42, an essential
component of the
host cellular
signaling cascade, in
a Dbl-like fashion
despite its lack of
sequence similarity
to Dbl-like proteins,
the Rho-specific
eukaryotic guanine
nucleotide exchange
factors

. . . . .

ENSG00000283602 0 0 0 0 0.101480541 1 0 0 0 -0.152317207 0.96561958 NA down no AC116353.5 transcribed_unitary
_pseudogene

chr5:140569962-
140594570:-

gi|795415421|ref|XP
_011945899.1| 1099 0

PREDICTED: LOW
QUALITY
PROTEIN:
uncharacterized
protein
LOC105599888
[Cercocebus atys]

gi|488585133|ref|X
M_004477875.1| 530 0

PREDICTED:
Dasypus
novemcinctus
uncharacterized
LOC101438157
(LOC101438157),
mRNA

Q96CB5 52.8 3.00E-08
Putative
uncharacterized
protein C8orf44

. . . . pfam13900 GVQW

Putative binding
domain. This short
domain is often
found nested inside
other longer
domains. The
function is not
known, but the
domain carries a
highly conserved
GVQW motif. The
members are rich in
proline and
cysteine. This may
be a binding
domain.

. GO:0005654|nucleo
plasm; . . .

ENSG00000284048 0 1 0 0 1.31525569 2 5 2 3 -2.730452232 0.05241949 0.117419657 down no AC073111.4 processed_transcrip
t

chr7:150379329-
150410597:+

gi|724904429|ref|XP
_010378031.1| 765 6.00E-98

PREDICTED: zinc
finger and SCAN
domain-containing
protein 2-like
[Rhinopithecus
roxellana]

gi|219521235|gb|BC
143767.1| 1024 0

Homo sapiens
cDNA clone
MGC:177298
IMAGE:9052281,
complete cds

Q7Z7L9 115 9.00E-27
Zinc finger and
SCAN domain-
containing protein 2

. . . . pfam13465 zf-H2C2_2 Zinc-finger double
domain.

GO:0030154|cell
differentiation;GO:0
007275|multicellular
organismal
development;GO:00
06355|regulation of
transcription, DNA-
templated;GO:00072
83|spermatogenesis;
GO:0006351|transcri
ption, DNA-
templated;

GO:0005634|nucleu
s;

GO:0046872|metal
ion
binding;GO:000097
7|RNA polymerase
II regulatory region
sequence-specific
DNA
binding;GO:000370
0|transcription
factor activity,
sequence-specific
DNA binding;

K09230
SCAN; SCAN
domain-containing
zinc finger protein


