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H
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P23198, P97287, P83917, Q
9Z277, Q

9C
ZU

3, Q
99K

48, P11103, A
2A

432, 
P37913, Q

61550, P31750, Q
9C

U
62, P97807, Q

8V
IJ6, Q

9Q
ZN

4, Q
8C

FE2, 
Q

61686, Q
9C

Q
37, Q

60710, P56960, Q
99LX

0, P39749, Q
9D

071, P08113, 
P60762, P17918, P25911, P28867
Q

9C
Q

37, Q
60710, P56960, Q

99LX
0, Q

99K
48, P11103, A

2A
432, P39749, 

P37913, Q
61550, Q

9C
U

62, Q
3V

300, P97807, Q
8V

IJ6, Q
9D

071, 
Q

9Q
ZN

4, Q
9Q

ZQ
8, P60762, Q

8C
FE2, P17918, P07742

U
P_K

W
_B

IO
LO

G
IC

A
L_PR

O
C

ESS

Q
9C

Q
37, Q

60710, P56960, Q
99LX

0, Q
99K

48, P11103, A
2A

432, P39749, 
P37913, Q

61550, Q
9C

U
62, P97807, Q

8V
IJ6, Q

9D
071, Q

9Q
ZN

4, P60762, 
Q

8C
FE2, P17918

Q
9Q

ZE5, P11928, Q
8JZR
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H
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0.004154356480084

K
EG

G
_PA

TH
W

A
Y

m
m

u03050:Proteasom
e

8
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