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Gene Set  104 : KEGG_NEUROACTIVE_LIGAND_RECEPTOR_INTERACTION

Number of genes: 18565 (in list), 234 (in gene set)
Gene List Index

R
un

ni
ng

 E
nr

ic
hm

en
t S

co
re

 (
R

E
S

)

"clus3" "NON.clus3" 

Peak at 2485
Zero crossing at 7660

−0.6 −0.4 −0.2 0.0 0.2 0.4 0.6
0

1
2

3

Gene Set Null Distribution

ES = 0.483  NES = 1.33 Nom. p−val= 0.0587 FWER= 0.984 FDR= 0.204
ES

P
(E

S
)

Gene Set Null Density
Observed Gene Set ES value

Neg. ES "NON.clus3"  Pos. ES: "clus3" 

 Heat Map for Genes in Gene Set

 

 

GRM7
GPR156

ADCYAP1R1
SSTR3

CHRND
GPR83

LHCGR
GRIK4

ADRA2B
CRHR2

CNR1
CHRNB2

FSHR
SCTR

HTR1D
GLP1R
GCGR
GRIK5

GABRG1
HRH3

LPAR3
GLRA2
HTR1E

CHRNG
GPR35
SSTR1

CCKBR
GALR2

CHRNA9
CHRM2
NMUR2

GRM6
MC4R

CHRM4
F2

VIPR1
GPR50
NPY2R

DRD2
GRIN2C

GRM4
TACR2

CHRNA10
NPFFR2

PRSS3
CHRNA4
GABRR1

P2RX2
GABRQ

DRD5
GRIN1
TRPV1

GABRG2
NTSR2
GRM8
GRID2

GALR3
CHRM1

LEPR
GRPR
MAS1

LPAR2
GRM5
P2RY4

GNRHR
LTB4R
AGTR2

NPFFR1
P2RY11
LTB4R2

BRS3
VIPR2
MLNR

ADRB3
RXFP1

GRIN2A
GRM3
NMBR

GRIN3B
TRHR
THRA

S1PR2
HTR6

CHRNA2
P2RX5

GIPR
GABRR2

LHB
MC5R

GABBR1
THRB

HTR2C
GRIA2

NMUR1
GABRA1

OPRK1
PPYR1
GRM1
GRM2
GLRB

GABRA3
CHRNA5

P2RX6
CHRNB4

ADORA2B
P2RX4

GRIN2B
HCRTR1
GABRA2

OPRL1
CHRNA7

PTH2R
AVPR2
PRSS1

CHRNE
PARD3

NPBWR2
GABRA5

GRIK1
MTNR1A
AVPR1B

F2RL1
UTS2R
HRH4

CHRM3
GLRA3

PTGER1
ADORA1

GALR1
CRHR1

CHRNA6
CHRNB1

P2RX3
CHRNA3

NTSR1
CALCR
TACR1
PRLR

ADRA2C
GRIK3
TSPO

S1PR3
CHRM5
GABRP

DRD4
GRIA4
GRIK2

GABRG3
KISS1R

TSHR
MC1R

P2RY1
GABRB3
GABBR2
GRIN2D
PTH1R
NR3C1
OXTR
CNR2

HCRTR2
P2RY2

PRL
F2RL3

EDNRB
NPY1R

ADRA1D
ADRB1
GRIA1
SSTR2
NPY5R
S1PR1
HRH1

ADORA2A
P2RX1
LPAR6
DRD1

HTR1F
GABRE

CALCRL
ADORA3
PTGER2
ADRA1A

CTSG
LPAR1
P2RX7
P2RY6

GRIN3A
FPR2

F2R
CYSLTR1
PTGER4

PTAFR
LEP

GABRD
GRIA3
C5AR1

ADRA2A
ADRB2
S1PR5
HTR2B

BDKRB2
GLP2R

ADRA1B
GHR

C3AR1
GRID1

P2RY13
FPR3

GABRB2
TBXA2R
BDKRB1

S1PR4
FPR1

HTR2A
P2RY8
HTR1B
MCHR1
APLNR
GZMA

CHRNA1
F2RL2

CYSLTR2
P2RY10

HRH2
HTR7

EDNRA
P2RY14

AVPR1A
LPAR4
PTGFR
PTGDR
AGTR1
PTGIR

PTGER3
Class

T
C

G
A

_0
9_

16
59

_0
1

T
C

G
A

_0
9_

16
62

_0
1

T
C

G
A

_0
9_

16
67

_0
1

T
C

G
A

_0
9_

16
68

_0
1

T
C

G
A

_1
3_

08
90

_0
1

T
C

G
A

_1
3_

08
97

_0
1

T
C

G
A

_1
3_

14
03

_0
1

T
C

G
A

_1
3_

14
05

_0
1

T
C

G
A

_1
3_

14
10

_0
1

T
C

G
A

_1
3_

14
11

_0
1

T
C

G
A

_1
3_

14
81

_0
1

T
C

G
A

_1
3_

14
97

_0
1

T
C

G
A

_1
3_

15
05

_0
1

T
C

G
A

_1
3_

15
07

_0
1

T
C

G
A

_1
3_

15
11

_0
1

T
C

G
A

_1
3_

15
12

_0
1

T
C

G
A

_1
3_

20
60

_0
1

T
C

G
A

_2
0_

16
82

_0
1

T
C

G
A

_2
0_

16
87

_0
1

T
C

G
A

_2
3_

10
23

_0
1

T
C

G
A

_2
3_

10
27

_0
1

T
C

G
A

_2
3_

11
09

_0
1

T
C

G
A

_2
3_

11
20

_0
1

T
C

G
A

_2
3_

20
78

_0
1

T
C

G
A

_2
4_

09
75

_0
1

T
C

G
A

_2
4_

14
17

_0
1

T
C

G
A

_2
4_

14
18

_0
1

T
C

G
A

_2
4_

14
25

_0
1

T
C

G
A

_2
4_

14
27

_0
1

T
C

G
A

_2
4_

14
34

_0
1

T
C

G
A

_2
4_

14
35

_0
1

T
C

G
A

_2
4_

14
36

_0
1

T
C

G
A

_2
4_

14
63

_0
1

T
C

G
A

_2
4_

15
45

_0
1

T
C

G
A

_2
4_

15
46

_0
1

T
C

G
A

_2
4_

15
50

_0
1

T
C

G
A

_2
4_

15
52

_0
1

T
C

G
A

_2
4_

15
62

_0
1

T
C

G
A

_2
4_

15
63

_0
1

T
C

G
A

_2
4_

15
64

_0
1

T
C

G
A

_2
4_

18
42

_0
1

T
C

G
A

_2
4_

18
46

_0
1

T
C

G
A

_2
4_

18
49

_0
1

T
C

G
A

_2
4_

18
50

_0
1

T
C

G
A

_2
4_

19
28

_0
1

T
C

G
A

_2
4_

19
30

_0
1

T
C

G
A

_2
4_

20
24

_0
1

T
C

G
A

_2
4_

20
33

_0
1

T
C

G
A

_2
4_

20
35

_0
1

T
C

G
A

_2
4_

22
61

_0
1

T
C

G
A

_2
4_

22
62

_0
1

T
C

G
A

_2
4_

22
71

_0
1

T
C

G
A

_2
4_

22
88

_0
1

T
C

G
A

_2
4_

22
89

_0
1

T
C

G
A

_2
4_

22
90

_0
1

T
C

G
A

_2
4_

22
93

_0
1

T
C

G
A

_2
4_

22
98

_0
1

T
C

G
A

_2
5_

13
14

_0
1

T
C

G
A

_2
5_

13
18

_0
1

T
C

G
A

_2
5_

13
20

_0
1

T
C

G
A

_2
5_

13
26

_0
1

T
C

G
A

_2
5_

13
28

_0
1

T
C

G
A

_2
5_

13
29

_0
1

T
C

G
A

_2
5_

16
23

_0
1

T
C

G
A

_2
5_

16
26

_0
1

T
C

G
A

_2
5_

16
28

_0
1

T
C

G
A

_2
5_

16
33

_0
1

T
C

G
A

_2
5_

16
35

_0
1

T
C

G
A

_2
5_

20
42

_0
1

T
C

G
A

_2
5_

23
98

_0
1

T
C

G
A

_2
5_

23
99

_0
1

T
C

G
A

_2
5_

24
01

_0
1

T
C

G
A

_2
9_

16
93

_0
1

T
C

G
A

_2
9_

16
95

_0
1

T
C

G
A

_2
9_

16
98

_0
1

T
C

G
A

_2
9_

16
99

_0
1

T
C

G
A

_2
9_

17
01

_0
1

T
C

G
A

_2
9_

17
05

_0
1

T
C

G
A

_2
9_

17
10

_0
1

T
C

G
A

_2
9_

17
11

_0
1

T
C

G
A

_2
9_

17
70

_0
1

T
C

G
A

_2
9_

17
81

_0
1

T
C

G
A

_2
9_

17
85

_0
1

T
C

G
A

_2
9_

24
27

_0
1

T
C

G
A

_2
9_

24
28

_0
1

T
C

G
A

_3
0_

17
18

_0
1

T
C

G
A

_3
0_

18
55

_0
1

T
C

G
A

_3
0_

18
57

_0
1

T
C

G
A

_3
0_

18
61

_0
1

T
C

G
A

_3
0_

18
62

_0
1

T
C

G
A

_3
0_

18
91

_0
1

T
C

G
A

_3
1_

19
46

_0
1

T
C

G
A

_3
1_

19
51

_0
1

T
C

G
A

_3
1_

19
53

_0
1

T
C

G
A

_3
1_

19
56

_0
1

T
C

G
A

_3
1_

19
59

_0
1

T
C

G
A

_3
6_

15
68

_0
1

T
C

G
A

_3
6_

15
69

_0
1

T
C

G
A

_3
6_

15
76

_0
1

T
C

G
A

_3
6_

15
78

_0
1

T
C

G
A

_3
6_

15
80

_0
1

T
C

G
A

_5
7_

15
82

_0
1

T
C

G
A

_5
7_

15
85

_0
1

T
C

G
A

_5
9_

23
48

_0
1

T
C

G
A

_6
1_

17
21

_0
1

T
C

G
A

_6
1_

17
25

_0
1

T
C

G
A

_6
1_

17
37

_0
1

T
C

G
A

_6
1_

17
40

_0
1

T
C

G
A

_6
1_

19
19

_0
1

T
C

G
A

_6
1_

20
00

_0
1

T
C

G
A

_6
1_

20
02

_0
1

T
C

G
A

_6
1_

20
03

_0
1

T
C

G
A

_6
1_

20
09

_0
1

T
C

G
A

_6
1_

21
01

_0
1

T
C

G
A

_6
1_

21
13

_0
1

T
C

G
A

_0
4_

13
48

_0
1

T
C

G
A

_0
4_

13
57

_0
1

T
C

G
A

_0
4_

13
62

_0
1

T
C

G
A

_0
4_

13
64

_0
1

T
C

G
A

_0
4_

13
65

_0
1

T
C

G
A

_0
4_

15
14

_0
1

T
C

G
A

_0
4_

15
19

_0
1

T
C

G
A

_0
9_

03
64

_0
1

T
C

G
A

_0
9_

03
66

_0
1

T
C

G
A

_0
9_

03
67

_0
1

T
C

G
A

_0
9_

03
69

_0
1

T
C

G
A

_0
9_

16
66

_0
1

T
C

G
A

_0
9_

16
69

_0
1

T
C

G
A

_0
9_

16
70

_0
1

T
C

G
A

_0
9_

16
73

_0
1

T
C

G
A

_0
9_

16
74

_0
1

T
C

G
A

_0
9_

20
44

_0
1

T
C

G
A

_0
9_

20
45

_0
1

T
C

G
A

_0
9_

20
48

_0
1

T
C

G
A

_0
9_

20
51

_0
1

T
C

G
A

_0
9_

20
54

_0
1

T
C

G
A

_0
9_

20
56

_0
1

T
C

G
A

_1
0_

09
28

_0
1

T
C

G
A

_1
0_

09
36

_0
1

T
C

G
A

_1
3_

07
30

_0
1

T
C

G
A

_1
3_

07
99

_0
1

T
C

G
A

_1
3_

08
00

_0
1

T
C

G
A

_1
3_

08
01

_0
1

T
C

G
A

_1
3_

08
93

_0
1

T
C

G
A

_1
3_

08
99

_0
1

T
C

G
A

_1
3_

09
13

_0
1

T
C

G
A

_1
3_

09
16

_0
1

T
C

G
A

_1
3_

09
20

_0
1

T
C

G
A

_1
3_

09
24

_0
1

T
C

G
A

_1
3_

14
98

_0
1

T
C

G
A

_1
3_

15
06

_0
1

T
C

G
A

_1
3_

A
5F

T
_0

1
T

C
G

A
_2

0_
16

83
_0

1
T

C
G

A
_2

0_
16

84
_0

1
T

C
G

A
_2

0_
16

85
_0

1
T

C
G

A
_2

3_
10

26
_0

1
T

C
G

A
_2

3_
10

29
_0

1
T

C
G

A
_2

3_
11

11
_0

1
T

C
G

A
_2

3_
11

14
_0

1
T

C
G

A
_2

3_
11

22
_0

1
T

C
G

A
_2

3_
11

23
_0

1
T

C
G

A
_2

3_
18

09
_0

1
T

C
G

A
_2

3_
20

77
_0

1
T

C
G

A
_2

3_
20

81
_0

1
T

C
G

A
_2

3_
20

84
_0

1
T

C
G

A
_2

4_
11

03
_0

1
T

C
G

A
_2

4_
14

13
_0

1
T

C
G

A
_2

4_
14

16
_0

1
T

C
G

A
_2

4_
14

19
_0

1
T

C
G

A
_2

4_
14

23
_0

1
T

C
G

A
_2

4_
14

24
_0

1
T

C
G

A
_2

4_
14

28
_0

1
T

C
G

A
_2

4_
14

30
_0

1
T

C
G

A
_2

4_
14

67
_0

1
T

C
G

A
_2

4_
14

69
_0

1
T

C
G

A
_2

4_
14

74
_0

1
T

C
G

A
_2

4_
15

44
_0

1
T

C
G

A
_2

4_
15

48
_0

1
T

C
G

A
_2

4_
15

49
_0

1
T

C
G

A
_2

4_
15

51
_0

1
T

C
G

A
_2

4_
15

53
_0

1
T

C
G

A
_2

4_
15

55
_0

1
T

C
G

A
_2

4_
15

56
_0

1
T

C
G

A
_2

4_
15

57
_0

1
T

C
G

A
_2

4_
15

58
_0

1
T

C
G

A
_2

4_
15

60
_0

1
T

C
G

A
_2

4_
15

67
_0

1
T

C
G

A
_2

4_
16

03
_0

1
T

C
G

A
_2

4_
16

04
_0

1
T

C
G

A
_2

4_
16

16
_0

1
T

C
G

A
_2

4_
18

43
_0

1
T

C
G

A
_2

4_
18

44
_0

1
T

C
G

A
_2

4_
18

47
_0

1
T

C
G

A
_2

4_
19

24
_0

1
T

C
G

A
_2

4_
20

19
_0

1
T

C
G

A
_2

4_
20

20
_0

1
T

C
G

A
_2

4_
20

23
_0

1
T

C
G

A
_2

4_
20

26
_0

1
T

C
G

A
_2

4_
20

27
_0

1
T

C
G

A
_2

4_
20

36
_0

1
T

C
G

A
_2

4_
20

38
_0

1
T

C
G

A
_2

4_
22

54
_0

1
T

C
G

A
_2

4_
22

67
_0

1
T

C
G

A
_2

4_
22

81
_0

1
T

C
G

A
_2

4_
22

97
_0

1
T

C
G

A
_2

5_
13

12
_0

1
T

C
G

A
_2

5_
13

13
_0

1
T

C
G

A
_2

5_
13

15
_0

1
T

C
G

A
_2

5_
13

16
_0

1
T

C
G

A
_2

5_
13

17
_0

1
T

C
G

A
_2

5_
13

19
_0

1
T

C
G

A
_2

5_
13

21
_0

1
T

C
G

A
_2

5_
13

22
_0

1
T

C
G

A
_2

5_
13

23
_0

1
T

C
G

A
_2

5_
13

24
_0

1
T

C
G

A
_2

5_
16

25
_0

1
T

C
G

A
_2

5_
16

27
_0

1
T

C
G

A
_2

5_
16

30
_0

1
T

C
G

A
_2

5_
16

31
_0

1
T

C
G

A
_2

5_
16

32
_0

1
T

C
G

A
_2

5_
16

34
_0

1
T

C
G

A
_2

5_
18

70
_0

1
T

C
G

A
_2

5_
18

71
_0

1
T

C
G

A
_2

5_
23

91
_0

1
T

C
G

A
_2

5_
23

92
_0

1
T

C
G

A
_2

5_
23

93
_0

1
T

C
G

A
_2

5_
23

96
_0

1
T

C
G

A
_2

5_
23

97
_0

1
T

C
G

A
_2

5_
24

00
_0

1
T

C
G

A
_2

5_
24

04
_0

1
T

C
G

A
_2

5_
24

09
_0

1
T

C
G

A
_2

9_
16

88
_0

1
T

C
G

A
_2

9_
16

90
_0

1
T

C
G

A
_2

9_
16

91
_0

1
T

C
G

A
_2

9_
16

94
_0

1
T

C
G

A
_2

9_
16

96
_0

1
T

C
G

A
_2

9_
16

97
_0

1
T

C
G

A
_2

9_
17

02
_0

1
T

C
G

A
_2

9_
17

03
_0

1
T

C
G

A
_2

9_
17

61
_0

1
T

C
G

A
_2

9_
17

62
_0

1
T

C
G

A
_2

9_
17

63
_0

1
T

C
G

A
_2

9_
17

76
_0

1
T

C
G

A
_2

9_
17

78
_0

1
T

C
G

A
_2

9_
17

83
_0

1
T

C
G

A
_2

9_
17

84
_0

1
T

C
G

A
_2

9_
24

14
_0

1
T

C
G

A
_2

9_
24

25
_0

1
T

C
G

A
_2

9_
A

5N
Z

_0
1

T
C

G
A

_3
0_

18
60

_0
1

T
C

G
A

_3
1_

19
44

_0
1

T
C

G
A

_3
6_

15
70

_0
1

T
C

G
A

_3
6_

15
71

_0
1

T
C

G
A

_3
6_

15
74

_0
1

T
C

G
A

_3
6_

15
75

_0
1

T
C

G
A

_3
6_

15
77

_0
1

T
C

G
A

_3
6_

15
81

_0
1

T
C

G
A

_3
P

_A
9W

A
_0

1
T

C
G

A
_5

7_
15

83
_0

1
T

C
G

A
_5

7_
15

84
_0

1
T

C
G

A
_5

7_
19

93
_0

1
T

C
G

A
_5

7_
19

94
_0

1
T

C
G

A
_5

9_
23

50
_0

1
T

C
G

A
_5

9_
23

51
_0

1
T

C
G

A
_5

9_
23

52
_0

1
T

C
G

A
_5

9_
23

54
_0

1
T

C
G

A
_5

9_
23

55
_0

1
T

C
G

A
_5

9_
23

63
_0

1
T

C
G

A
_5

9_
A

5P
D

_0
1

T
C

G
A

_5
X

_A
A

5U
_0

1
T

C
G

A
_6

1_
17

24
_0

1
T

C
G

A
_6

1_
17

28
_0

1
T

C
G

A
_6

1_
17

33
_0

1
T

C
G

A
_6

1_
17

36
_0

1
T

C
G

A
_6

1_
17

38
_0

1
T

C
G

A
_6

1_
17

41
_0

1
T

C
G

A
_6

1_
17

43
_0

1
T

C
G

A
_6

1_
19

00
_0

1
T

C
G

A
_6

1_
19

07
_0

1
T

C
G

A
_6

1_
19

10
_0

1
T

C
G

A
_6

1_
19

14
_0

1
T

C
G

A
_6

1_
19

17
_0

1
T

C
G

A
_6

1_
19

18
_0

1
T

C
G

A
_6

1_
19

95
_0

1
T

C
G

A
_6

1_
19

98
_0

1
T

C
G

A
_6

1_
20

08
_0

1
T

C
G

A
_6

1_
20

12
_0

1
T

C
G

A
_6

1_
20

16
_0

1
T

C
G

A
_6

1_
20

88
_0

1
T

C
G

A
_6

1_
20

92
_0

1
T

C
G

A
_6

1_
20

94
_0

1
T

C
G

A
_6

1_
20

95
_0

1
T

C
G

A
_6

1_
20

97
_0

1
T

C
G

A
_6

1_
20

98
_0

1
T

C
G

A
_6

1_
21

02
_0

1
T

C
G

A
_6

1_
21

04
_0

1
T

C
G

A
_6

1_
21

09
_0

1
T

C
G

A
_6

1_
21

10
_0

1
T

C
G

A
_6

1_
21

11
_0

1
T

C
G

A
_O

Y
_A

56
P

_0
1

T
C

G
A

_O
Y

_A
56

Q
_0

1
T

C
G

A
_V

G
_A

8L
O

_0
1

T
C

G
A

_W
R

_A
83

8_
01

clus3 NON.clus3


