Supplementary Table S1. The primers used in this study.

Primers Sequence (5'-3") Purpose
OnSAP-F GCACTCTTCCAACAATCT Sequencing
OnSAP-R CACTCTTCCAACAATCT Sequencing

EOnSAP-F CCGGAATTCAATAAAATATTCATCTTCCCACAACAA Protein expression
EOnSAP-R CCGAAGCTTCACTCTTCCAACAATCTGAAACTCA Protein expression
qOnSAP-F TCTCTGGCTACACCCTCTGCTAT RT-qPCR
qOnSAP-R ATCCCTTCAACTTTATTCGCCTTGC RT-qPCR
T7 TAATACGACTCACTATAGGG Sequencing
T7t GCTAGTTATTGCTCAGCGG Sequencing
fS-actin-F CGAGAGGGAAATCGTGCGTGACA Control, RT-qPCR
f-actin-R AGGAAGGAAGGCTGGAAGAGGGC Control, RT-qPCR

Supplementary Figure S1. Ramachandran PLOT analysis for OnSAP structure verification.
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Plot statistics

Residues in most favoured regions [A.B,L] 159 93.0%
Residues in additional allowed regions [a,b,1,p| 12 7.0%
Residues in generously allowed regions [~a,~b,~L.~p] 0 0.0%
Residues in disallowed regions 0 0.0%
Number of non-glycine and non-proline residues 171 100.0%
Number of end-residues (excl. Gly and Pro) 2
Number of glycine residues (shown as triangles) 14
Number of proline residues 6
Total number of residues 193
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