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Uniprot. PDB.cha Prosite_A Start A End_B Uniprot. PDB.cha Prosite_B Start_B Ca.dist Ca.dist
ID_A in.ID_A ID_B in.ID_B (min) (ave.)

P09326 2edoA PSO0001 25 28 P09326 2edoA PSO0006 29 32 3.804 10.017
P15424 3i61A PS00008 560 565 P15424 3i61A PS51194 355 512 9.029 27.395
P63577 3p32A PS00005 35 37 P63577 3p32A PSO00006 31 34 3.838 7.817

P38501 3h4fA PS00006 5 8 P38501 3h4fB PSO0008 225 230 35.963 39.736
Q9X273 3azrB PS00008 252 257 Q9X273 3azrB PS00008 293 298 8.404 16.302

Prosite EF— 7% 2,006
#PDBchain#i: 221,581
WA INDEH: 28,865
EF—THit#: 3,163,170

EF—TJHAEHLEE: 146,673,695 10
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Motif_combination Nyp
PS00115_PS51133 2362
PS00783_PS01106 77
PS00006_PS51388 396
PS00163_PS50310 16
PS00008_PS01194 5827
PS00585_PS01073 1
PS00008_PS50031 21
PS00008_PS50810 48

8917230
965236
1.27E+09
395938
1.54E+09
611674
1.25E+09
1.14E+09

473465
329600
17486
1511892
364364
310966
2252
5461

91929148880
94485660482
85477197004

1.00611E+11
97893945372
91321151148
79521254315
73018045354

9.99E-16
0.000159
0.073852
0.615961
0.993606
0.999994

0

0

3.55E-15
0.000356
0.130755
0.922663
1

1
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FDR < 0.05: 12,867entries
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Motif combination

FDR N(3.5-6.0 A)

PS00621_PS50240
PS00135_PS00286
PS50883_PS50925
PS51096_PS51480
PS00623_PS00626
PS00135_PS51390
PS00029_PS00367
PS00107_PS00221
PS00299_PS50002
PS50240_PS51004

Nys Ty p-value
31 19265 978872 8.82E+10 0 0
7 860346 3720 9.73E+10 0 0
20 23706 31138 6.01E+10 0 0
4 60 4242 3.91E+10 0 0
5 103158 141064 9.63E+10 1.45E-08 4.01E-08
2 752375 1426 8.92E+10 2.87E-07 7.50E-07
7 8426690 17903 9.67E+10 0.00022 0.000489
5 3359325 51156 9.8E+10 0.009238 0.018139
2 300387 160106 8.62E+10 0.019142 0.036359
1 55998 73610 1.91E+10 0.020202 0.0383
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PS00029 PS00367%) 2%

PS00367: (A: 268-279)
Biopterin-dependent aromatic amino acid

P17752

P04177

P70080

PDBID:3HF6 (human tryptophan hydroxylase type 1)

Tryptophan 5-hydroxylase 1
(Human)

3hf6A

ImiwA

3hf8A

3hfbA

Tyrosine 3-monooxygenase
(Rat)

1tohA

2tohA

Tryptophan 5-hydroxylase 1
(Chicken)

3e2tA
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PS00135: (E: 189-200)
€rine proteases, trypsin family,

PDBID:2STA(SALMON TRYPSIN IN COMPLEX WITH
SQUASH SEED INHIBITOR)

P01074
P01074
P10293
P12071
P10295
P10293
P30709

2stal
1lppel
2btcl
1h9il
1f2sl
2stbl

Imctl

P35031
P00760
P00760
P00761
P0O0760
P35031
P0O0761

2staE
1ppeE
2btcE
1h9iE
1f2sE
2stbE
ImctA
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