Figure S4. Alignment of protein coding sequences of the Rhyzopertha dominica mitochondrial genome from this
paper (top sequence) and that predicted by Ouyang et al. [15] (lower sequence). a), nad2; b), cox1; c), cox2; d),
atp8; e), atp6; ), cox3; g), nad3; h), nad5; i), nad4;j), cytB; k), nadl. Amino acid differences due to SNVs are
notated with turquoise shading.

a. nad2
Seq4d MIKLSKISFTITMMIGSMITISSYTWMGMWMGLEINLLSIIPLLTTKKNIYSTEAAIKYF 60
QCI56356.1 MIKLSKISFTITMMIGSMITISSYTWMGMWMGLEINLLSIIPLLTTKKNIYSTEAAIKYF 60
Ak Ak hkhkhkhkkhkhkhkhkhkhkhkkhkhhkhhkhkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhrkhkhkhkkdxk*x
Seq4d ITQALASSILIMSILILSTNLINQKSAMMILYSSILMTKMGTAPFHFWFPEIIEGLDWMNC 120
QCI56356.1 ITQALTSSILIMSILILSTNLINQKSAMMILYSSILMTKMGTAPFHFWFPEIIEGLDWMNC 120
*****:******************************************************
Seqg4 LIMMTWQKIAPAMILMSSMNMNTFIYITITSSMLISGIMGVNQTSLRKIMAYSSINHMAW 180
QCI56356.1 LIMMTWQKIAPAMILMSSMNMNTFIYITITSSMLISGIMGVNQTSLRKIMAYSSINHMAW 180
Ak Ak hkhkhkhkhkhhkhkhkhkhkkhkhhkhkhkhkhkkhkhkkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkhkhkkdxk*x
Seqg4 MMASMNNEKIFYIYLSIYITMSSIFIFTLKSNNSLYIYQMMTSNQSPIIKKTFIINLLSM 240
QCI56356.1 MMASMNNEKIFYIYLSIYITMSSIFIFTLKSNNSLYIYQMMTSNQSPIIKKTFIINLLSM 240
Ak Ak hkhkhkhkhkhkhkhkhkhkhkkhkhhkhkhkhkhhkhkkhkhhkhkhkhkhkkhkhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkhkhkkdxk*x
Seqg4 GGLPPLLGFFPKWMVINSMIQSNNLILSTFMVMTTLLTLYFYMQISMPILTMYKMKMKWS 300
QCI56356.1 GGLPPLLGFFPKWMVINSMIQSNDLILSTFMVMTTLLTLYFYMQISMPILTMYKMKMKWS 300
***********************:************************************
Seqg4 KKNPQQFFMNKMNMINLLSIPVCTIWFNEY 330
QCI56356.1 KKNPQQFFMNKMNMINLLSIPVCTIWFNEY 330
dhkhkhkhkkhkhkkhkhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkkxkx
b. coxl
Seqg8 NKWLYSTNHKDIGTLYFIFGIWSGMVGTALSMLIRSELGNPGALIGDDQIYNVIVTAHAF 36
YP_009655010. NKWLYSTNHKDIGTLYFIFGIWSGMVGTALSMLIRSELGNPGALIGDDQIYNVIVTAHAF 60
Ak hkhkhkkhkhkkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkkhkhhkhkhkhkhkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkkhkkdxk*x
Seg8 IMIFFMVMPMMIGGFGNWLVPLMIGAPDMAFPRMNNMSFWLLPPSLTLLLTSSIVETGAG 96
YP_009655010. IMIFFMVMPMMIGGFGNWLVPLMIGAPDMAFPRMNNMSFWLLPPSLTLLLTSSIVETGAG 120
Ak Ak hkhkkhkhkkhkhhkhkhkhkhkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkhkkdxk*x
Seqg8 TGWTVYPPLSNNTAHSGASVDLATIFSLHLAGISSILGAVNFITTIINMRPKGMTPERIPL 156
YP_009655010. TGWTVYPPLSNNTAHSGASVDLATIFSLHLAGISSILGAVNFITTIINMRPKGMTPERIPL 180
Ak Ak hkhkkhkhkkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhxkhkhkkdxk*x
Seqg8 FVWSVGITALLLLLSLPVLAGAITMLLTDRNLNTSFFDPAGGGDPILYQHLFWFFGHPEV 216
YP_009655010. FVWSVGITALLLLLSLPVLAGAITMLLTDRNLNTSFFDPAGGGDPILYQHLFWFFGHPEV 240
Ak Ak hkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhhkhkkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkkhkhkkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkhkhkhkkdxk*x
Seqg8 YILILPGFGMISHIISHESGKKETFGSLGMIYAMMAIGLLGFIVWAHHMFTVGMDVDTRA 276
YP_009655010. YILILPGFGMISHIISHESGKKETFGSLGMIYAMMAIGLLGFIVWAHHMFTVGMDVDTRA 300
Ak Ak hkhkhkhkkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkhkhkkdxk*x
Seg8 YFTSATMIIAVPTGIKVFSWLATLHGTQMNYSPSMMWSLGFVFLFTVGGLTGVVLANSST 336
YP_009655010. YFTSATMIIAVPTGIKVFSWLATLHGTQMNYSPSMMWSLGFVFLFTVGGLTGVVLANSST 360
Ak Ak hkhkhkhkkhkhhkhkhkhkhkkhkhhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkkhkhkhkhkhxkhkhkkdxk*x
Seg8 DITLHDTYYVVAHFHYVLSMGAVFAIMAGIIQWFPLFTGLTLNEKMLKIQFLIMFMGVNT 396
YP 009655010. DITLHDTYYVVAHFHYVLSMGAVFAIMAGIIQWFPLFTGLTLNEKMLKIQFLIMFMGVNT 420
- Ak Ak hkhkhkhkhkhhkhkhkhkhkkhkhkhkhkhkhkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkhkhkkhkhkkhkhkhkhkhkhkhkhkkdxk*x
Seq8 TFFPQHFLGLSGMPRRYSDYPDAYLTWNITISSIGSMMSTVSIIFMSFIMWESLSSKRKNT 456
YP_009655010. TFFPQHFLGLSGMPRRYSDYPDAYLTWNITISSIGSMMSTVSIIFMSFIMWESLSSKRKNT 480
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