Num

Avg num in

Instance

ID_1 Name_1 ID_2 Name_2 FDR in yeast random networks in human?
PB000002 Pfam-B_2 PB000002 Pfam-B_2 0 7 0.58 Y
PB000002 Pfam-B_2 PF02463 SMC.N 0 8 0.42 N
PB000497 Pfam-B_497 PF00004  AAA 0 6 0.13 Y
PB000521 Pfam-B_521 PF01105 EMP24 GP25L 0 6 0.47 N
PB006792 PB006792 PF00069  Pkinase 0 7 1.01 N
PB042766 PB042766 PF00069  Pkinase 0 10 1.15 N
PF00004  AAA PF00004  AAA 0 13 0.67 Y
PF00012  HSP70 PF00226  Dnal 0 6 0.15 Y
PF00018  SH3_.1 PF00018  SH3_1 0 24 5.51 Y
PF00018  SH3.1 PF00069  Pkinase 0 24 15.55 Y
PF00018  SH3_.1 PF00168  C2 0 8 1.66 Y
PF00018  SH3_1 PF00169 PH 0 10 2.79 Y
PF00018  SH3_1 PF00786  PBD 0 9 2.28 Y
PF00018  SH3.1 PF02205  WH2 0 17 1.26 Y
PF00022 Actin PF00063 Myosin_head 0 ) 0.23 Y
PF00025  Arf PF01412  ArfGap 0 5 0.04 Y
PF00036  efhand PF00063  Myosin_head 0 6 0.54 Y
PF00036  efhand PF0O0612  1IQ 0 5 0.24 Y
PF00069  Pkinase PF00069  Pkinase 0 49 14.66 Y
PF00069  Pkinase PF00096  zf-C2H2 0 15 4.16 Y
PF00069  Pkinase PF00134  Cyclin.N 0 15 3.28 Y
PF00069  Pkinase PF00735 GTP_.CDC 0 13 3.44 Y
PF00069  Pkinase PF00782  DSPc 0 7 0.97 Y
PF00069  Pkinase PF03637  Mobl_phocein 0 6 0.46 N
PF00071 Ras PF00412 LIM 0 9 0.33 N
PF00071 Ras PF00566  TBC 0 14 0.83 Y
PF00071 Ras PF00617  RasGEF 0 7 0.47 Y
PF00071 Ras PF00620 RhoGAP 0 17 0.72 Y
PF00071 Ras PF00996  GDI 0 12 0.44 Y
PF00071 Ras PF04893  Yipl 0 17 0.91 N
PF00076  RRM_1 PF00076  RRM._1 0 9 1.36 Y
PF00076  RRM_1 PF00271  Helicase C 0 8 2.21 Y
PF0O0083  Sugar_tr PF0O0674  PF00674 0 10 1.7 N
PF00097  zf-C3HCA4 PF00179  UQ-con 0 8 0.16 Y
PF00125  Histone PF00125  Histone 0 6 0.32 N
PF00125 Histone PF00439 Bromodomain 0 12 0.28 Y
PF00125  Histone PF00583  Acetyltransf_1 0 8 0.21 N
PF00125  Histone PF02985  HEAT 0 6 0.77 Y
PF00125  Histone PF03810 IBN.N 0 6 0.46 Y
PF00169 PH PB063688 PB063688 0 5 0.29 N
PF00169 PH PF00786  PBD 0 6 0.47 Y
PF00172  PF00172 PF00172  PF00172 0 7 0.35 N
PF00227 Proteasome PF00227  Proteasome 0 14 0.1 Y
PF00320 GATA PF00454  PI3_PI4 kinase 0 5 0.12 N
PF00324  AA_permease PF00674  PF00674 0 14 1.91 N
PF00324  AA_permease PF01105 EMP24 GP25L 0 10 1.01 N
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PF00735
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PF00957
PF01174
PF01398
PF01423
PF02463
PF02985
PF05739
PF05739
PF05739
PF05739
PF06371
PFOT647
PF07690
PFO07690
PF07690
PB046617
PB073262
PF00012
PF00018
PF00025
PF00069
PF00071
PF00071
PF00076
PF00091
PF00096
PF00102
PF00136
PF00153
PF00149
PF00156
PF00169
PF00179
PF00271
PF00271
PF00400
PF00439
PF00454
PF00454
PF00493
PF00564
PF00928

AA _permease
WD40
PF00674
GTP_CDC
GTP_CDC
PBD
Synaptobrevin
PF01174
Mov34

LSM

SMC_N

HEAT
SNARE
SNARE
SNARE
SNARE
Drf_GBD
SAM_2

MFS_1

MFS_1

MFS_1
PB046617
PB073262
HSP70

SH3_1

Arf

Pkinase

Ras

Ras

RRM_1
Tubulin
zf-C2H2

Y _phosphatase
DNA_pol_B
Mito_carr
Metallophos
Pribosyltran
PH

UQ-con
Helicase_C
Helicase_C
WD40
Bromodomain
PI3_PI4_kinase
PI3_PI4_kinase
MCM

PB1
Adap_comp_sub

PF03198
PF00400
PF00674
PF00735
PF00786
PB063688
PF05008
PF01680
PF01399
PF01423
PF02463
PF04096
PF00957
PF00995
PF05008
PF05739
PF00018
PF00069
PF00137
PF00674
PF01105
PF00957
PF00169
PF00515
PF00611
PF00790
PF00400
PF00612
PF00786
PF02854
PF01302
PF00515
PF00069
PF04042
PF00674
PF03095
PF00156
PF00735
PF02037
PF00271
PF01423
PF00515
PF04433
PF00498
PF01336
PF00493
PF00786
PF01602

PF03198
WD40
PF00674
GTP_CDC
PBD
PB063688
V-SNARE
PF01680
PCI

LSM

SMC_N
Nucleoporin2
Synaptobrevin
Secl
V-SNARE
SNARE
SH3_1
Pkinase
ATP-synt_C
PF00674
EMP24_GP25L
Synaptobrevin
PH

TPR_1

FCH

VHS

WD40

1Q

PBD

MIF4G
CAP_GLY
TPR_1
Pkinase
DNA_pol.EB
PF00674
PTPA
Pribosyltran
GTP_CDC
SAP
Helicase_C
LSM

TPR_1
SWIRM
FHA

tRNA _anti
MCM

PBD
Adaptin_ N

OO OO OO DD OO0 o oo

o

0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01

0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01
0.01

co

—_

o R R R R J 00 U UL OO GO GO U R J O 0NN O OO OO0 kUt Ut 0w

0.77
2.05
1.26
0.15
0.47
0.25
0.26
0.02
0.09
2.75
0.07
0.23
0.78
0.22
0.4
0.56
0.91
1.84
0.52
241
1.32
0.14
0.15
0.62
1.61
0.07
10.91
0.46
1.25
0.34
0.02
0.52
0.32

0.76
0.06
0.02
0.48
0.06
0.62
2.66
1.83
0.02
0.06
0.07
0.03
0.11
0.02

KZRKHRZHAKHKRZKRKKZZ AR KKK KR 22222 22K R K2 2Z222<2<2Z



PF00957
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PF01399
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