
Fig. S1. Effect of Corydoras SVF on the motility of other species’ sperm. 

Medaka (Oryzias latipes) sperm was diluted with saline or SVF. Sperm motility was 

normalized to the number of motile spermatozoa in the saline control condition (control). 

Independent experiments were performed using spermatozoa collected from different male 

medaka. 50% SVF/DW was diluted to 0.1-fold (5%), 0.01-fold (5e-1%), and 0.001-fold (5e-

2%). Unpaired two-tailed Student’s t-test was conducted, ***P < 0.001, ****P < 0.0001 vs. 

Saline. 
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Fig. S2. Amino acid alignments of candidate II and III proteins. 

(A) The top alignment was predicted by transcriptome analysis, and the bottom alignment 

was predicted from the results of DNA sequencing using RT-PCR. The gray marker indicates 

the signal peptide, orange marker indicates the matching part of the transcriptome result and 
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the peptide sequence of the candidate II band, and blue marker indicates the matching part 

of the transcriptome result and the peptide sequence of the candidate I band. Red plates 

indicate the predicted trypsin digestion sites. The pink plates indicate the repeated 

sequences. (B) The top alignment was predicted by transcriptome analysis, and the bottom 

alignment was predicted from the results of DNA sequencing using RT-PCR. The gray marker 

indicates the signal peptide and the orange marker indicates the matching part of the 

transcriptome result and the peptide sequence of candidate band III. Blue plates indicate the 

typical disulfide binding sites of Ly6/uPAR family proteins. 
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Fig. S3. The amino acid sequences of candidate I and II that matched with the 

transcriptome data from LC-MS/MS. 

(A) The amino acid sequence was predicted as A2M from the transcriptome results, and the 

parts of red sequence were matched with the LC-MS/MS result of candidate I. (B) The amino 

acid sequence was predicted as CA12 from the transcriptome results, and the parts of the 

red sequence were matched with the LC-MS/MS result of candidate II. 
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Fig. S4. The maximum-likelihood tree of carbonic anhydrase 

Maximum likelihood tree showing the relationship between 19 samples of extracellular-type 

CA proteins (CA4, 6, 9, 12, and 14) of human, mouse, and zebrafish plus one outgroup 

intracellular-type CA protein (human CA13). Numerical values represent the bootstrap values 

(out of 100). Scale shows substitutions per site. Asterisk represents caCA12 sequences 

obtained in this study. 
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Table S1. Settings for sperm motility analysis and PCR primers used in this study. 
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