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NCBI I BLAST, e Rk th — A~ HAG 56 48 8 A 45 1 6 TR /K A

fiff, & BT Thiobacillus thioparus ( BACHATH ) ( NCBL % 5% 5N
SCNC_THITI, UniProtKB/Swiss—Prot {55554 066188.3 ).

TE NCBL b 3 — 25 5 900 45 B S50 AR /K il i y 7 3 09 2R 1 )7 571
MSADHDHDHDHDHDHKPAPMVEEVSDFEILEMAVRELAIEKGLFSAEDH
RVWKDYVHTLGPLPAARLVAKAWLDPEYKKLCIEDGVEASKAVGVNWVT
SPPTQFGTPSDYCNLRVLADSPTLKHVVVCTLCSCYPRPILGQSPEW YRSPN
YRRRLVRWPRQVLAEFGLQLPSEVQIRVADSNQKTRYIVMPVRPEGTDGW
TEDQLAEIVTRDCLIGVAVPKPGITVNAKRPVLKANRPVHHDH

F 1 AFERER I H K]

Tab 1 Number and proportion of different amino acids

BHEMR BH L 451
Ala (A) 18 7.4%
Arg (R) 17 7.0%
Asn (N) 6 25%
Asp (D) 18 7.4%
Cys (C) 6 2.5%
Cln (Q) 7 2.9%
Clu (E) 16 6.6%
Cly (G) 1 45%
His (H) 12 4.9%

Tle (1) 9 3.7%
Leu (L) 20 8.2%
Lys (K) 12 4.9%
Met (M) 4 1.6%
Phe (F) 4 1.6%
Pro (P) 21 8.6%
Ser (S) 12 4.9%
Thr (T) 1 45%
Tip (W) 6 25%
Tyr (Y) 7 2.9%
Val (V) 26 10.7%
Pyl (0) 0 0.0%
Sec (U) 0 0.0%
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Fl Phe (F) M HED, H1.6%.
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Figl  Hydrophilic/hydrophobicity profile of thiocyanate hydrolase
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Fig2 Mapping of phosphorylation sites of thiocyanate hydrolase
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Fig3 Prediction of thiocyanate hydrolase transmembrane proteins
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Fig5  Curve of predicted scores for secondary structures
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Fig6  Visual prediction of secondary structure
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Fig7 Spatial tertiary structure of thiocyanate hydrolase
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Fig8 Heterodecamerization of the heterodimer composed of ( o B 7y )
heterotrimeric space conformation of thiocyanate hydrolase
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