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The Hyalectanase Spacer: Validation, Prediction and Diversity
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B)

GON-1 Caenorhabditis elegans
ADAMTS-9 Ciona intestinalis
ADAMTS-9 Danio rerio
ADAMTS-9 Xenopus tropicalis
ADAMTS-9 Gallus gallus
ADAMTS-9 Bos taurus
ADAMTS-9 Homo sapiens
ADAMTS-9 Mus muscidis
ADAMTS-20 Daniorerio
ADAMTS-20 Xenopus tropicalis
ADAMTS-20 Gallus gallus
ADAMTS-20 Mus muscuius
ADANITS-20 Homo sapiens
ADAMTS-20 Bos faurus
ADAMTS-4 Ciona intestinalis
ADAMTS-5 Daniorerio
ADAMTS-5 Xenopus tropicalis
ADAMTS-5 Gallus gallus
ADAMTS-5 Bostaurus
ADAMTS-5 Homo sapiens
ADAMTS-5 Mus muscudis
ADAMTS-15a Daniorerio
ADANTS-15 Daniarerio
ADAMTS-15 Daniorerio
ADAMTS-15 Xenopustropicalis
ADAMTS-15 Gallus gallus
ADAMTS-15 Bos taurus
ADANITS-15 Homo sapiens
ADAMTS-15 Mus musculus
ADAMTS-8 Daniorerio
ADAMTS-8 Daniorerio
ADAMTS-8 Daniorerio
ADAMTS-8 Daniorerio
ADAMTS-8 Xenopus tropicalis
ADAMTS-8 Gallus gallus
ADAMTS-8 Bos taurus
ADAMTS-8 Homo sapiens
ADAMTS-8 Mis muscudus
ADAMTS-4 Xenopus fropicalis
ADAMTS-4 Gallus gallus
ADAMTS-4 Mus muscrdus
ADAMTS-4 Bos taurus
ADANMTS-4 Homo sapiens
ADAMTS-1 Daniorerio
ADAMTS-1 Xenopus tropicalis
ADAMTS-1 Gallus gallus
ADAMTS-1 Mus muscudus
ADAMTS-1 Bos taurus
ADAMTS-1 Homo sapiens

v 173 ADAMTS-TSL 1n 9 species

‘v 1700 modules, 119 PPIs

* 36 Co-appearances

30 modules gained at G96
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702 208
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744 840
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] Module(s) gained early in ADAMTS-TSL evolution
E] Module(s) gained at the Hyalectanases ancestor (G96)
D Module(s) gained at ADAMTS-5 orthologs ancestor (G65)
|:] Module(s) gained at ADAMTS-8 orthologs ancestor (G37)
[] Module(s) gained at ADAMTS-4 orthologs ancestor (G19)
QGNPG Hypervariable loops in ADAMTS-4. -5 (from left to right : B1-p2. p3-p4. p9-p10 as described in Santamaria et al. 2019)
REEG Sequences without any detected conservation




