Figure S3A. Multiple sequence alighments of putative decorsin Hman_DV2 genes derived from the genome data of H.
manillensis provided by Guan et al. (2020), Zheng et al. (2023) and Liu et al. (2023), respectively. The exons are labeled
in green and the introns are labeled in red. Start and stop codons are marked in bold, the cysteine codons are marked
in bold and yellow and the RGD/KGD motif encoding codons are marked in cyan and bold.

Guan_DV2 90
Zheng DV2 : ATCGATGCAAATAGTTCAMATAGTGAGTTTANACGATTRATTTGA NEEEEEYY
Liu DV2 ‘TCGATGCAAATAGTTCAIATAGTGAGTTT‘ ‘CGATT'ATTTG‘ ¢ 90
100 * 120 * 140 * 160 * 180
Guan_DV2 174
Zheng DV2 180
Liu_DV2 174
* 200 * 220 * 240 * 260 *
Guan_DV2 264
Zheng_DV2 270
Liu_DV2 264
280 * 300 * 320 * 340 * 360
Guan_DV2 354
Zheng DV2 355
Liu_DV2 354
BCcACCaAAGGATTGCCACTCAGTGGCGAAAGACAAATTTGGATTACCAACCGCTCCTTGTATTTGTGCTTGCEIIACICACESUEEICAT
* 380 * 400 * 420 * 440 *
Guan_DV2 : 7| ;444
Zheng DV2 : [ TINA TTARAEAIN 443
Liu_DV2 444
460 * 480 * 500 * 520 * 540
(eSS R o) I S C TGATAAATAGTTTAGAAAATACTATGABGCCATGCCATTATTTATCAAGGATAAGGAGTGTGCAGAACACGAATATTGTCAACT TGC T RENNSEE
A ISR o) Bl C TGATAAATAGTTTAGAARATACTATGANGCCATGCCATTATTTATCAAGGATAAGGAGTGTGCAGAACACGAATATTGTCAACT TGC TREINERK)
Liu DV2 GCTGATAAATAGTTTAGAAAATACTATGAIGCCATGCCATTATTTATCAAGGATAAGGAGTGTGCAGAACACGAATATTGTCAACTTGCT : 534
* 560 * 580 * 600 * 620 *
Guan_DV2 624
Zheng DV2 608
Liu_DV2 624
AGAGGAGACAATATCAACCAATGCTTAGGAA
640 * 660 * 680 * 700 * 720
Guan_DV2 714
Zheng_DV2 698
Liu_DV2 714
AATATTGCACTGGTGAaAAGACTGATGCTCCAATGTGCGTTTGTGGA
* 740 * 760 * 780 * 800 *
Guan_DV2 804
Zheng DV2 784
Liu_DV2 804
GATAAGCGATGCGGGTATAACGA
820 * 840 * 860 * 880 * 900
Guan_DV2 : : 894
FANS SR\ B G CTGOAAGAAAGT TGAGGATAAATTACAATGTGTCGAAAGTGAGTINT CTCTTAGC TG TTTT| : 873
Liu_DV2 "GAAAGTTGAGGATAAATTACAATGTGTCGAAAGTGAGT'TCTCTTAGCTG : 894
GGACTGtAAGAAAGTTGAGGATAAATTACAATGTGTCGAAR
* 920 * 940 * 960 * 980 *
Guan_DV2 A 984
Zheng DV2 963
Liu_DV2 984
1000 * 1020 * 1040 * 1060 * 1080
Guan_DV2 : : 1073
PANSS R o\ B CGACTCGTEATTTTTTCTGTT O CGATAATTICATTGAGT TINTGEENRILAS
PEACED )\ B  CGACTCGT@ATTTTTTCTGTT CGATAATTICITTGAGTT e : 1067
* 1100 * 1120 * 1140 * 1160 *
Guan_DV2 : : 1163
ATt g o) B 7\ T T T2\ C TCATGTACE TG T CAATCATCGGACGTGAGTGATCTCAACTCAA CAAAGTTTAGATATIATCICTTCACAATGEEEENEY!
Liu_DV2 ATTTACTCATGTACET G'TCAATCATCGGACGTGAGTGATCTCAACTC" TTTATICAAAGTTTAGATAT'TC GyfdXoNNe : 1157




Guan_DV2
Zheng DV2
Liu_DV2

Guan_DV2
Zheng_DV2
Liu DV2

Guan_DV2
Zheng DV2
Liu_DV2

Guan_DV2
Zheng_DV2
Liu_DV2

Guan_DV2
Zheng DV2
Liu DV2

Guan_DV2
Zheng_DV2
Liu_DV2

Guan_DV2
Zheng DV2
Liu DV2

Guan_DV2
Zheng DV2
Liu_DV2

Guan_DV2
Zheng_DV2
Liu DV2

Guan_DV2
Zheng DV2
Liu_DV2

Guan_DV2
Zheng_DV2
Liu DV2

Guan_DV2
Zheng DV2
Liu DV2

Guan_DV2
Zheng_DV2
Liu_DV2

Guan_DV2
Zheng DV2
Liu DV2

1180 * 1200 * 1220 * 1240 * 1260

GTTGARTTIAAGATGCETTAGG]

‘GTTGAITT'AGATGC TTAGG

* 1280 * 1300 * 1320 * 1340 *

1360 * 1380 * 1400 * 1420 * 1440
ATTE@TTCACGAACTGGAGTACGAATTCTTTGGATATCGCAGGAAGACAGCATTGATTTATTTCAGAAGTAACATGAGGAAGTTGACTAAA
ATTITTCACGAACTGGAGTACGAATTCTTTGGATATCGCAGGAAGACAGCATTGATTTATTTCAGAAGTAACATGAGGAAGTTGACTAAA
ATTETTCACGAACTGGAGTACGAATTCTTTGGATATCGCAGGAAGACAGCATTGATTTATTTCAGAAGTAACATGAGGAAGTTGACTAAA

* 1460 * 1480 * 1500 * 1520 *
GATTTAGTAGCATAGTAGTTTCTTTATCCTEAATGCTGAAAGATATATATCCGCEERINTATAARGATAAGCTAGTTCGTTATAATCGAA
GATTTAGTAGCATAGTAGTTTCTTTATCCTIRAATGCTGAAAGATATATATCCGGHEERATATAAMGATAAGCTAGTTCGTTATAATCGAA
GATTTAGTAGCATAGTAGTTTCTTTATCCTIAATGCTGAAAGATATATATCCGGTGAT‘TATAAIGATAAGCTAGTTCGTTATAATCG"

1540 * 1560 * 1580 * 1600 * 1620

* 1640 * 1660 * 1680 * 1700 *

AAGTGTGGAAAAAGATGAATATGGAATTCCAATTGGTCCTTGTAGTTGTGGCTG
1720 * 1740 * 1760 * 1780 * 1800

ACCTACACACTCAACCAATTGANACTATGGTTTAGAAAACTTTETGCTGAAATRGTAGMCATTTTTIY
ACCTACACACTCAACCAATTGABACTATGGTTTAGAAAACTTT] TGCTGAAATIGT‘

GATTTTcTGGAGTGTGA

* 1820 * 1840 * 1860 * 1880 *
AAAGAACGAATATTGTGATATTAGTGATGGATTCEBTAGGCTTTTGTGAGCGATGTAAGTTCCGAGTATATTGCGAAATAATAATERRGTT]
AAAGAACGAATATTGTGATATTAGTGATGGATTCTAGGCTTTTGTGAGCGATGTAAGTTCCGAGTATATTGCGAAATAATAAT)
AAAGAACGAATATTGTGATATTAGTGATGGATTCETAGGCTTTTGTGAGCGATGTAAGTTCCGAGTATATTGCGAAATAATAAT)
AAAGAACGAATATTGTGATATTAGTGATGGATTCtTAGGCTTTTGTGAGCGAT]

1900 * 1920 * 1940 * 1960 * 1980
ATCAATTGGTGATGAAGTTTGACATTTTTTTCTCACATAAACGTTTAAAAATCAGTGTATTGTTCCGGTGACCCGGATAAAGATTCTCCA
ATCAATTGGTGATGAAGTTTGACATTTTTTTCTCACATAAACGTTTAAAAATCAGTGTATTGTTCCGGTGACCCGGATAAAGATTCTCCA
ATCAATTGGTGATGAAGTTTGACATTTTTTTCTCACATAAACGTTTAAAAATCAGTGTATTGTTCCGGTGACCCGGATAAAGATTCTCCA

TGTATTGTTCCGGTGACCCGGATAAAGATTCTCCA

* 2000 * 2020 * 2040 * 2060 *
GTGTGCATATGTGAAGTCAGTAACATCTTATCTAATGCTAATAATTATTATTATAAATTAATAATAATAATAATAAAGATAATTATGACG
GTGTGCATATGTGAAGTCAGTAACATCTTATCTAATGCTAATAATTATTATTATAAATTAATAATAATAATAATAAAGATAATTATGACG]
GTGTGCATATGTGAAGTCAGTAACATCTTATCTAATGCTAATAATTATTATTATAAATTAATAATAATAATAATAAAGATAATTATGACG
GTGTGCATATGTGAA

2080 * 2100 * 2120 * 2140 * 2160

* 2180 * 2200 * 2220 * 2240 *
TGAATGTGAGTTTGTCTTA
TGAATGTGAGTTTGTCTTANR
TGAATGTGAGTTTGTCTTA

2260 * 2280 * 2300 * 2320 * 2340
TTATAGTATTACATATAATAATTTATTTATATAATATTATTATTAACAACGTTATTATTATTAATATTAGAGAATTTCTTGATATTAATA
TTATAGTATTACATATAATAATTTATTTATATAATATTATTATTAACAACGTTATTATTATTAATATTAGAGAATTTCTTGATATTAATA
TTATAGTATTACATATAATAATTTATTTATATAATATTATTATTAACAACGTTATTATTATTAATATTAGAGAATTTCTTGATATTAATA

* 2360 * 2380 * 2400 * 2420 *

1253
1224
1247

1342
1314
1336

1432
1404
1426

1517
1490
1515

1597
1580
1605

1687
1670
1695

1777
1759
1785

1864
1849
1875

1954
1939
1965

2044
2029
2055

2134
2119
2145

2219
2209
2230

2309
2299
2320

2399
2386
2410



2440 * 2460 * 2480 * 2500 * 2520
[CIPEY QDA R\ CTATAAGAATTCCTAAATCACAATATATTAGCAATGTTAATATTTTCTTTTAGCTTTTTTGTTTTTATCTCCAGEACTCTGAATGTAG TR
VAstS) ol DRI\ CTATAAGAATTCCTAAATCACAATATATTAGCAATGTTAATATTTTCTTTTAGCTTTTTTGTTTTTATCTCCAGAACT CTGAATGTAG TP YA
Liu DV2 HEACTATAAGAATTCCTAAATCACAATATATTAGCAATGTTAATATTTTCTTTTAGCTTTTTTGTTTTTATCTCCAGEBACTCTGAATGTAGT sy
gACTCTGAATGTAGT

* 2540 * 2560 *
Guan_DV2 : KXeervvierteterVico Npiciie e vvieerervuvuvicavvisivisifceervyyyery : 2543
VAstSiele gDV RN\ CCANAGACAGATGCATTGTCACAAAAGGAGATTATAGTAACTACTGCGATTGA AN
Liu_DV2 HACCAAAGACAGATGCATTGTCACAAAAGGAGATTATAGTAACTACTGCGATTGA AT
ACCAAAGACAGATGCATTGTCACAAAAGGAGATTATAGTAACTACTGCGATTGA

Figure S3B. Multiple sequence alignments of putative decorsin Hman_DV2 proteins derived from the genome data of
H. manillesis provided by Guan et al. (2020), Zheng et al. (2023) and Liu et al. (2023), respectively. The cysteine
residues are marked in bold and yellow and the RGD/KGD motifs are marked in cyan and bold. The signal peptide is
underlined.
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