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382 bits(982) 4e-133 Compositional matrix adjust. 169/289(58%) 223/289(77%) 1/289(0%)

Query 6 RALVAARWLADAVEKSNRVGPNLRILDASWYLPEMKRNPRAEFEQTHIPGASFFDIDECCD 65
RALVSA+W+A+A++4+ R G L++LDASNYLPK+ R+ R EFE+ HIPGA+FFDID+C D
Sbjct 28 RALVSAQWVAEALRAPRAGOPLOLLDASWYLPKLGRDARREFEERHIPGAAFFDIDQCSD 87

Query 66 KSSEFDHMLPTEGEFADYVGNLG IGNNTEVVVYDASDFGSFSAPRVWEMIRVFGHSSVSV 125
+4S +DHMLP FA+Y G LG+GC THVV4YDASD G +SAPRVWEMFR FGH +VS+
Sbjct 88 RTSPYDHMLPGAEHFAEYAGRLGVGAATEVVIYDASDQGLYSAPRVWWMIRAFGHEAVSL 147

Query 126 LDGGFENWLKEGHPVSQQYSKPAPVDFNASFXKESNVETYEDVLNNIKTKEFQVVDARANG 185
LDGG ++WL++ P45 S+PAP +F A +4++KTYED+ N++++ FQUVD+RA G
Sbjct 148 LOGGLRHWLRONLPLSSGKSQPAPAEFRAQLOPAF IKTYEDIKENLESRRFQVVDSRATG 207

Query 186 RFRGVEPEPRANTEPGHIPASLNMPFPSFMDPESGLERPVEELTKLFQOAGVDLOKPFWV 245
RFRG EPEPR EPGHIP ++N+PF F+ E GLE+ EE+ LFQ+ VDL KP
Sbjct 208 RFRGTEPEPRDGIEPGHIPCTVNIPFTOFLSQE-GLEKSPEEIRHLFQEXKVDLSKPLVA 266

Query 246 TCGSGVTACHIALAAHLCGHPGVSLYDGAWSEWFTKAAPEHIISEGEGK 294
TCGSGVTACH+AL A+LCG P V +YDG+W EW+ +A PE +ISEG+GK
Sbjct 267 TCGSGVTACHVALGAYLCGKPOVPIYDGSWVEWYMRARPEDVISEGRGK 315
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Figure S1: Human 3-MST and zgc162544 protein homology. (A) Comparison at protein sequence level,
according to NCBI database. (B) Human protein domains and (C) zgc162544 protein domains, according
to NCBI database. Gene IDs: 4357 (3-MST) and 796035 (zgc162544).

Figure S2: Schematic summarizing the method of generation and identification of mutant carrier founder
zebrafish using the CRISPR/Cas system. (1) gRNAs and Cas9 mRNA injection into embryos (FO
generation), (2) cross of an FO mutant (+/—or —/-) with a wild type (+/+) (F2 generation), (3) confirmation
of germline transmission in F1 zebrafish generation, (4) mating of F1 —/+ founders with same type of
mutation to identify —/- mutants (F2 generation) and (5) in cross of —/- founders to produce the F3
homozygous (and maternal zygotic mutants) for the phenotype characterization.



