1 ATGAAGGGCATCTATGGACGTAACTTCAAACCACAAGACTTGAATGCCAAACAGTACACGCACGTCTTGTTT

1 M K A 1l Y G R NTF K P Q@ DL NAK QY T H V L F
73  GCATTTGCCAAGATCAATGGGCAGAGTGGAGAAATCGGTCTTGCTGACGCTTGGGCTGATACAGACATTCAT
25 AAF A K I NGOG TG E I G L ADUPWADTD I H
145 TGGGATGAACCCTGGGACCAACCAGGGAGCAACCTCTTCGGCATTTTTTGGCAGCTTTACAAGCTCAAACGT
49 Wb E®PWD QP GTNILFG I F WL Y KL KR
217 GCCAACCGAAAGCTCAAGGTGATGTTATCCATAGGTGGATGGACTTACTCCCAGGACGGAGACCTCCCTGGC
73 AANR K L K V ML S | GG W T Y S @D G DL P G
Substrate binding site

289 GGTGCGAGTACTCCCGAACGTCGAGATACATTCGCTCGTACAGCCGTCGAAATGGTCAGAAATTTTGGCCTC
97 G A S TPERW RDTFARTAV EMVRNTFGL

361 GACGGTGTTGACGTCGACTGGGAATACCCAAATGATGCAACTGAAGTCGCCAACTTTGTCGATCTTTTAAGA
12¢ D G V. D V D W E Y P N D A T E V A NTF V DL L R

Active site
433 CGCATCCGCCAGTACCTCGACATACTGAATCCTCGGTTTGAGATCTCAGTTGCTGTACCATGTGGTCTTGAC
145 R | R @ Y L D I L N P R F E I S V AV P C G L D

505 CAGCTCCAAAAACTTGACGCTGCTGGAATGGACAAATATCTCAGCTTCTGGAATTTGATGGCCTACGACTTT
169 Q@ L @ K L D AAGMODIK Y L S F WNILMAY DF
577 TCAGGTCCGTGGTCGTCGGTTTCGGGACATGGTTCAAACGTTCATTATTCGAAGACGAACCCAGCCTCGACA
193 § 6 P W S 8§ VvV S G H A S NV HY S§ KTNUPA ST
649 GACTATTCATTCGATAAAACTCTCGACTTTTTCAAGGGTTCCGTAAAGCCAGAGAAACTGGTGATGGGAATG
277 D Y S F D K T L D F F K G S V K P E K L V M G M
721 CCGTTATATGGCCGAGGTTTTGCGGACACAGATGGGCCGGGAAAACCGTACAATGGTGGCGGTGCCGGGCAC
241 P L Y G R G F A D TD G P GK P Y N GG G A GH
793 TGGGAGGCAGGCGTCTGGGATTATAAAGATCTCCCGTTGGCAGGTTCGAAAGTCAATGAGGATCCGTATGCT
266 W E A G V WD Y KDL P L A GS KV NEDUP Y A

865 ATCGCCGCCTGGAGCTATGATGCCGCTACAAAACTAATGGTATCGTTTGACACACCCAACGTTGCCAAGTGG

280 1 A A W S Y DA AT KL MV S F DTUPNV A K W
Chitinase insertion domain

937 AAGGCCCAGTATATCAAGGCAAAGGGGCTGGGAGGAGCGATGTGGTGGGAGACTAGTGGGGACAAAGTCGGT

313Z. K A @ Y I K A K 6 L 6 G A M WWET S G D K V G
1009 TCGGAGTGTCTGGTTCAGACTGTTATAGATGCCCTGGGAGGGACGAAAGCATTGGATACGCACAAGAATAGG
33 § E S L v @ T vV I D AL G G T K A L D T HKNT
1081 ATTGCATATCCTGGATCTAAATACGACAATGTTCGCAGCGCTTGCGCTTGA
361 | AY P G S KYDNVRSAGCA*

Supplementary Fig. S1. Nucleotide sequence and amino acids sequence of chitinase AO-801. Red letters indicated the conserved
catalytic domains (SIGGW and LDGVDVDWE) of glycosyl hydrolase family 18; Underlined letters indicated the chitinase insertion do-
main.



