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1 Post-translational modification (B iREBMALA)

2 Domains (ZHEEHR)
3——DNA or RNA associated proteins (DNA % RNA
HEeEA)

4 Oxidoreductases (S {L-LEEE)
5 Transferases ($£i5K8)

6 —Hydrolases (KHEE)

7 ——Lyases (ZBE)

11—Electron transport proteins (BBFfEREN)
i2——Other transport protein (HEEHREH)
13——Structural proteins (EHEH)

14 Receptors (3%4k)

15— —Cytokines and growth factors (A FRL:KE
)

16-- —Hormones and active peptides (M FEMEH: )
‘17~--‘—Toxins (B
18 - -Inhibitors GUHEETF)

8 Isomerases (5 T&§)

9 ——Ligases () 19— —-Other Signature (ELEEE)
10-—Ocher enzymes (H'EHEE) 0 ——Quit GBH)
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1. E e RE 13, HEHEd 25,  HAERAEMENAaEERE
2. Wb Sy MR 14, RFEFR 26.  AREYERE
3. EMLESEY Y RTERE 15, EWEARFEHRE 27.  HEYAEZEEN
4 PEEYER 16, AEBEHERE 8. HEFER
5. P ER 17, #if% 29, KEEMER
6. hERME - BiR 18, RkEHEMFER 0. BHER
7. LB 19, AEEER 3. IER
8. BB 20, EEER 32, AEZFER
9. HEMFIR 1. hEHREERE 33.  HMHRER
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11, YT RZFER 23, AAREHRE
12, BIEFER 24, HEYEER
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