A B

RSCU RSCU

Ala GCA160 GCC1.69 GCT0.72 GCGO.07  0.00 0.00 4.00 Ala  GCC1.61 GCA1.60 GCTO0.72 GCGO.07  0.00 0.00 4.00
Arg | GCA2.84 CGT0.53 CGCOS53 €CGO.11  0.00 ©.00 Arg | CCA284 CGTO0.53 CCCO.53 COGOIL  0.00 0.00
Asn AAC126 AATO0.74  0.00 0.00 0.00 0.00 Asn AAC 126 AAT0.74  0.00 0.00 0.00 0.00
Asp GAC148 GAT0.52  0.00 0.00 0.00 0.00 Asp GAC148 GATOS52  0.00 0.00 0.00 0.00
Cys TGC168 TGTO0.32  0.00 0.00 0.00 ©.00 Cys TGC 168 TGT0.32  0.00 0.00 0.00 0.00
Gin CAA194 CAG0.06  0.00 0.00 0.00 0.00 Gln | CAA194 CAG0.06  0.00 0.00 0.00 0.00
Glu GAAL171 GAG0.28  0.00 0.00 0.00 €.00 Glu  GAAL73 GAGO027  0.00 0.00 0.00 0.00
Gly GGA2.18 GGCO.71 GGG 0.69 GGT 0.42 0.00 0.00 Gly | GCA2.18 GGCCO0.71 GGG 0.69 GGOT 0.42 0.00 0.00
His CAC1.62 CAT0.38  0.00 0.00 0.00 0.00 His CAC162 CATO0.38  0.00 0.00 0.00 0.00
lle ATTL10 ATC0.90  0.00 0.00 0.00 ©.00 0.00 lle ATT1.10 ATCO0.90  0.00 0.00 0.00 0.00 0.00
Leu CTA2.80 TTA0.91 CTT0.88 CTC0.70 CTGO.52 TTGD0.18 Leu | CTA2.79 TTA0.92 CTTO0.88 CTC0.70 CTC0.52 TIG0.18
Lys | AAALS0 AAGO.10  0.00 0.00 0.00 €.00 lys AAA100 AAGO.10  0.00 0.00 0.00 0.00
Met ATA150 ATGO.56  0.00 0.00 0.00 ©.00 Met ATALS0 ATGOS50  0.00 0.00 0.00 0.00
Phe TTC117 TITO083  0.00 0.00 0.00 ©.00 Phe TIC117 TTT0.83  0.00 0.00 0.00 0.00
Pro |CCA234 CCC103 CCTO040 CCGO17  0.00 ©.00 Pro | CCA234 CCC109 CCT0.40 CCGO.17  0.00 0.00
Ser | TCA242 TCC1.20 AGC1.02 TCTO0.95 AGT0.28 TCGO.12 Ser | TCA242 TCC 123 AGC1l02 TCT0.83 AGT0.28 TCGO.12
Stp | TAA3.43 TAGO0.57 AGA0.00 AGG0.00  0.00 0.00 Stp | TAA3.43 TAG0.57 AGG0.00 ACAC.00  0.00 0.00
Thr | ACA187 ACCL52 ACTO0.45 ACGO.16  0.00 ©.00 Thr | ACA1.87 ACC151 ACT0.45 ACGO.16  0.00 0.00
Trp TGAL77 TGGO0.23  0.00 0.00 0.00 0.00 Trp | TGA 177 TGGC 023  0.00 0.00 0.00 0.00
Tyr TACl.22 TATQ.78 0.00 0.00 0.00 0.00 Tyr TAC 122 TATO0.78 0.00 0.00 0.00 0.00
val GTAL84 GIT0.92 GIC0.80 GTG043  0.00 ©.00 Val GTA 184 CTT092 GTCO80 GIGO043  0.00 0.00

Figure S1. The value of relative synonymous codon usage (RSCU) in the mitogenome of

P.meraWYL1 (A) and P.meraWYL2 (B).
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Figure S2. ML tree on the nodes constructed by using the codon sequences of the 13 PCGs with

bootstrap values.
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Figure S3. BI tree on the nodes constructed by using the amino acid sequences of the 13 PCGs

with support values.
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Figure S4. Bl tree on the nodes constructed by using the codon sequences of the 13 PCGs with

support values.
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Figure S5. The collinearity map of whole mtDNA. Each mitochondrial genome is partitioned
into two segments. The upper segment encompasses the collinearity of homologous regions,
where identical blocks of color (homology blocks) signify homologous regions. The lower
segment constitutes a map of the gene structure, with white rectangles denoting CDS, red

rectangles representing rRNAs, and green rectangles indicating tRNAs.



