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Table S1. Genetic analysis of s¢2

Combinations F1 phenotype  F, population No.  Wild-type No. Mutant No. Separation ratio
st2/J10 normal 509 387 122 X2 = 1.627 < x%.05,1 = 3.84

Table S2. Molecular markers newly designed in this study

Marker Forward primer (5'—3') Reverse primer (5'3')

ZTQ35 GCACATGCCCGCGTATATG TTAGCATCCCAATGTGTAGGAG

ZTQ27 GCAGCTAGTGCAAGACGGAG GATGAGCCGTATGATCCGC

W25-28 ACAGCTTTGTAGCAGTAACAGGATT TCTACTCAATAATAGAATCAAACAGAGCT
FL-1 GAGTATCAGACGATCAGACACCAC CATTTGCCGTCGAATTGAT

W25-38 GCACACAGGCTCAGCTACC ACCTATGCCATGTTGCCAT

Table S3. Primers used for the quantitative real-time PCR analysis

Primer Forward primer (5'—3") Reverse primer (5'3') References
UBIQUITINS ACCACTTCGACCGCCACTACT ACGCCTAAGCCTGCTGGTT Chen et al. 2018
ST2 CATATCTGCAGAGCGCAATT CTTGGTAATCCATTGCCTGC

Table S4. Primers for the vector construction

Primer The sequence
ST2-GFP-XbalF AGTCCGGAGCTAGCTCTAGAATGAGGCGGCTGCCCAAAT
ST2-GFP-BamHIR CCCTTGCTCACCATGGATCCTTCTCGGTCTTGGAATTTAGT
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Figure S1. Analysis of the amino acid level of ST2

A
WT ACACTTGTGTTTCTCGACGGCGTATCTGAGATGCAGCACATTCAGGGGAGCATATCAGCTAGAATGGGGTGGCTTCTTCTG 1047
st2 ACACTTGTGTTTCTCGACGGCGTATCTGAGATGCAGCACATTCAGGGGAGCATATCAGCTAGAATGGGGTGGCTTCTTCTG 1047
\ ‘\" WT AAGACCGAAAGAGTAGATGAGGCTGTTCCATATCTGCAGAGCGCAATTGAAAAATTGAAGAACTGCTTTGGACCATTGCA 1127
| \ A “‘ st2 AAGACCGAAAGAGTAGATGAGGCTGTTCCATATCTGCAGAGCGCAATTGAAAAATTGAAGAACTGCTTTGGACCATTGCA 1127
A

‘\’ | \ / \\ | WT CTTTGGATTAGGGTTTGCTTATAAGCATTTGGGAGATGCTTATCTTGCCATGAACCAATCAGAGTCAGCTATAAAGTACTTT 1209

\ \
\ \ i U st2  CTTTGGATTAGTGTTTGCTTATAAGCATTTGGGAGATGCTTATCTTGCCATGAACCAATCAGAGTCAGCTATAAAGTACTTT 1209

! VoY
WT \ WT ACTATTGCGAAGGACATTATTAATGCTACATATGGGCCAAAACATGAGGATACTATCGACACCATCCAGTCCATTGCAAAT 1290
: oo st2 ACTATTGCGAAGGACATTATTAATGCTACATATGGGCCAAAACATGAGGATACTATCGACACCATCCAGTCCATTGCAAAT 1290
\ WT GCATATGGGGTGATGGGAAGCTACAAGCAGGCAATGGATTACCAAGAACAAGTTATAGATGCTTATGAAAGCTGTGGCCC 1370
| “‘ st2  GCATATGGGGTGATGGGAAGCTACAAGCAGGCAATGGATTACCAAGAACAAGTTATAGATGCTTATGAAAGCTGTGGCCC 1370
| | WT TGGTGCTTTCGAGGAACTCAGGGAAGCTCAAAGGCTTCGGTATCAGCTAAAAATAAAAGCCCGAGGTTTACCTCATGCAT 1450
‘\‘ /\ /\\ \ st2 TGGTGCTTTCGAGGAACTCAGGGAAGCTCAAAGGCTTCGGTATCAGCTAAAAATAAAAGCCCGAGGTTTACCTCATGCAT 1450

VIV

\ / VI WT GCTTCCCTGCCAACTCATTGCCAACTAAATTCCAAGACCGAGAATAG 1497

VoA
st2 “1 V \ st2 GCTTCCCTGCCAACTCATTGCCAACTAAATTCCAAGACCGAGAATAG 1497

C S72 FEVALCLMKKTLVFLDGVSEMQHIQGSISARMGWLLLKTERVDEAVPYLQSAIEKLKNCFGP 374
st2  FEVALCLMKKTLVFLDGVSEMQHIQGSISARMGWLLLKTERVDEAVPYLQSAIEKLKNCFGP 374

ST2 LHFG AYKHLGDAYLAMNQSESAIKYFTIAKDIINATY GPKHEDTIDTIQSIANAY GVMGS 437
st2  LHFG AYKHLGDAYLAMNQSESAIKYFTIAKDIINATY GPKHEDTIDTIQSIANAY GVMGS 437

ST2 YKQAMDYQEQVIDAYESCGPGAFEELREAQRLRYQLKIKARGLPHACFPANSLPTKFQDRE* 499
st2 YKQAMDYQEQVIDAYESCGPGAFEELREAQRLRYQLKIKARGLPHACFPANSLPTKFQDRE* 499

Figure S2. Detection of the mutation sites in s¢2: sequencing peak map (A), mutation of the DNA level (B), mutation of
the protein level (C)
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