
Contigs in REL vs RES consensus (blastn date 26/09/2023
Somewhat similar sequences (blastn) -> blastn algorithm

16S
135bp
CTTTTATAGCGAATAAATCCAATTCCCAAAAAACCATTGTTGGCCTAAAAGCAGTCACCAATAAAGAAAGCGTTAAAGCTCAACACTATAACACCTTAATCCCATAAACCACAATGACTTCCTATATG A

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Microtus chrotorrhinus mitochondrion, complete genome Microtus chrotorrhinus 180 180 100.00 % 1.00E-40 90.44% 16297 NC_057557.1
Neodon medogensis mitochondrion, complete genome Neodon medogensis 176 176 100.00 % 1.00E-39 89.71% 16332 MN487087.1
Neodon medogensis mitochondrion, complete genome Neodon medogensis 176 176 100.00 % 1.00E-39 89.71% 16331 NC_081578.1
Neodon sikimensis mitochondrion, complete genome Neodon sikimensis 173 173 100.00 % 1.00E-38 88.41% 16330 NC_035503.1
Neodon sp. na BGI-2019 mitochondrion, complete genomNeodon sp. na XW-2022 173 173 100.00 % 1.00E-38 88.41% 16337 MN487097.1

ND1
61bp
TTATGAATTCCACTACCTATACCACACCCACTAGCAAACCTTAACCTAGGAATTCTATT

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Myodes glareolus isolate 2189 mitochondrion, complete Myodes glareolus 82.4 82.4 98.00 % 5.00E-12 90.00% 16353 MN103094.1
Myodes glareolus isolate 1111 mitochondrion, complete Myodes glareolus 82.4 82.4 98.00 % 5.00E-12 90.00% 16355 MN103064.1
Myodes glareolus isolate 1110 mitochondrion, complete Myodes glareolus 82.4 82.4 98.00 % 5.00E-12 90.00% 16354 MN103063.1
Myodes glareolus isolate 1009 mitochondrion, complete Myodes glareolus 82.4 82.4 98.00 % 5.00E-12 90.00% 16355 MN103062.1
Myodes glareolus voucher 1190 mitochondrion, completeMyodes glareolus 82.4 82.4 98.00 % 5.00E-12 90.00% 16353 KM892819.1

ND2
99bp
CCTATCTATATTGTATCAATATCATGAACTGTTAGACCCCAAAATACTAATTATATCAGCTATCACCTCAGTTCTGATCGGAGCCTGGAATGGAC

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Synaptomys cooperi mitochondrion Synaptomys cooperi 107 107 100.00 % 3.00E-19 83.84% 16346 MT492450.1
Dicrostonyx torquatus mitochondrion, complete genome Dicrostonyx torquatus 101 101 98.00 % 5.00E-17 82.65% 16343 MN792983.1
Dicrostonyx torquatus mitochondrion, complete genome Dicrostonyx torquatus 101 101 98.00 % 5.00E-17 82.65% 16343 MN792981.1
Dicrostonyx torquatus mitochondrion, complete genome Dicrostonyx torquatus 101 101 98.00 % 5.00E-17 82.65% 16343 MN792980.1
Dicrostonyx torquatus mitochondrion, complete genome Dicrostonyx torquatus 101 101 98.00 % 5.00E-17 82.65% 16343 MN792979.1

261bp
ATATCACTTATATGAAATAAGATACCCATAGCCCTCCCCATAATCTCACTAATCTTATTATCAACAGGAGGCCTCCCACCTCTCACAGGATTCCTACCAAAATGAGCCATCATCACAGAACTCCTAAAAAACAATAATCTAATCTTAGCCACACTAATAGCAATAACTGCCCTTATCAACCTGTTCTTCTACACCCGACTAGTCTATTCAACCTCACTAACCACATTCCCAACCAACAATAACTCCAAAA T

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Arvicola amphibius isolate DM22 mitochondrion, completArvicola amphibius 332 332 98.00 % 5.00E-86 88.67% 16356 MN122834.1
Arvicola amphibius isolate DM16 mitochondrion, completArvicola amphibius 323 323 98.00 % 3.00E-83 87.89% 16356 MN122828.1
Arvicola amphibius mitochondrion, complete genome Arvicola amphibius 323 323 98.00 % 3.00E-83 87.89% 16085 MT381921.1
Neodon shergylaensis mitochondrion, complete genome Neodon shergylaensis 320 320 96.00 % 1.00E-82 88.10% 16335 NC_081585.1
Myodes glareolus isolate 1588 mitochondrion, partial genMyodes glareolus 319 319 97.00 % 3.00E-82 87.80% 16281 MN103036.1

COX1
453bp
GGTATAGTAGGAACAGCCCTCAGCATCCTAATTCGAGCAGAGTTAGGACAACCGGGCGCCCTATTAGGCGATGACCAGATCTACAATGTGATTGTCACAGCCCACGCATTCGTCATAATCTTCTTCATAGTTATACCAATAATAATTGGTGGCTTCGGGAATTGATTAGTCCCCCTCATAATTGGGGCTCCCGACATAGCATTCCCACGAATAAACAATATAAGCTTCTGACTTTTACCCCCATCATTCCTGCTACTATTGGCATCATCAATAGTGGAGGCTGGAGCCGGAACAGGTTGAACTGTTTACCCCCCACTAGCTGGTAATCTAGCACACGCAGGAGCATCAGTGGACTTAACCATCTTCTCACTCCACCTGGCAGGTGTATCCTCTATCCTAGGAGCAATTAATTTTATCACTACAATTATCAACATAAAACCGCCAGCTATAACA

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Ondatra zibethicus voucher HBL008351 cytochrome oxidOndatra zibethicus 556 556 100.00 % 1.00E-153 87.20% 657 JF456977.1
Ondatra zibethicus mitochondrion, complete genome Ondatra zibethicus 552 552 100.00 % 6.00E-152 86.98% 16351 MN485774.1
Ondatra zibethicus voucher NMW 68327 cytochrome oxiOndatra zibethicus 552 552 100.00 % 6.00E-152 86.98% 697 KY754525.1
Ondatra zibethicus voucher USNM:MAMM:570625 cytocOndatra zibethicus 552 552 100.00 % 6.00E-152 86.98% 658 OR530669.1
Ondatra zibethicus mitochondrion, complete genome Ondatra zibethicus 547 547 100.00 % 7.00E-151 86.75% 16350 MT084805.1

281bp

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Microtus ochrogaster mitochondrion, complete genome Microtus ochrogaster 311 311 99.00 % 6.00E-80 86.74% 16292 NC_027945.1
Cricetulus kamensis voucher SG1503 cytochrome c oxidCricetulus kamensis 309 309 98.00 % 2.00E-79 86.69% 1545 MH161651.1
Cricetulus kamensis voucher PL1565 cytochrome c oxidaCricetulus kamensis 303 303 98.00 % 1.00E-77 86.33% 1545 MH161639.1
Cricetulus kamensis voucher PL1549 cytochrome c oxidaCricetulus kamensis 303 303 98.00 % 1.00E-77 86.33% 1545 MH161638.1
Cricetulus kamensis voucher PL1532 cytochrome c oxidaCricetulus kamensis 303 303 98.00 % 1.00E-77 86.33% 1545 MH161637.1

189bp

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Eothenomys custos isolate YN15160 cytochrome oxidas Eothenomys custos 268 268 99.00 % 4.00E-67 91.49% 1539 KY997257.1
Eothenomys custos isolate YN15191 cytochrome oxidas Eothenomys custos 268 268 99.00 % 4.00E-67 91.49% 1539 KY997256.1
Eothenomys custos isolate YN15174 cytochrome oxidas Eothenomys custos 268 268 99.00 % 4.00E-67 91.49% 1539 KY997255.1
Eothenomys custos isolate YN15159 cytochrome oxidas Eothenomys custos 268 268 99.00 % 4.00E-67 91.49% 1539 KY997254.1
Eothenomys custos isolate YN15143 cytochrome oxidas Eothenomys custos 268 268 99.00 % 4.00E-67 91.49% 1539 KY997253.1

tRNA_Lys - ATP8
127bp

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Myodes glareolus voucher 1845 mitochondrion, completeMyodes glareolus 155 155 98.00 % 4.00E-33 88.00% 16354 KM892834.1
Myodes glareolus voucher 1910 mitochondrion, completeMyodes glareolus 151 151 92.00 % 4.00E-32 88.98% 16353 KM892840.1
Myodes glareolus voucher 1905 mitochondrion, completeMyodes glareolus 151 151 92.00 % 4.00E-32 88.98% 16352 KM892839.1
Myodes glareolus voucher 1902 mitochondrion, completeMyodes glareolus 151 151 92.00 % 4.00E-32 88.98% 16354 KM892838.1
Apodemus sylvaticus genome assembly, chromosome: 1Apodemus sylvaticus 150 150 100.00 % 1.00E-31 87.50% 82792988 OX359314.1

COX3
344bp

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Arvicola amphibius mitochondrion, complete genome Arvicola amphibius 414 414 100.00 % 8.00E-111 86.63% 16085 MT381921.1
Eothenomys eleusis mitochondrion, complete genome Eothenomys eleusis 412 412 99.00 % 3.00E-110 86.59% 16419 NC_065401.1
Eothenomys chinensis mitochondrion, complete genomeEothenomys chinensis 412 412 99.00 % 3.00E-110 86.59% 16362 NC_013571.1
Neodon forresti mitochondrion, complete genome Neodon forresti 410 410 99.00 % 1.00E-109 86.55% 16089 MN487103.1
Neodon shergylaensis mitochondrion, complete genome Neodon shergylaensis 410 410 99.00 % 1.00E-109 86.55% 16335 NC_081585.1

ND4L
86bp
CCCAATCCCTATCACAATCTTAGTATTTGCTGCCTGCGAAGCAGCCGTAGGATTAGCCTTATTAGCAAAAATCTCAAATACTT

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Myopus schisticolor mitochondrion, complete genome Myopus schisticolor 107 107 97.00 % 3.00E-19 88.10% 16339 MT381931.1
Chingawaemys sp. LAV1667 mitochondrion, complete geChingawaemys sp. LAV16 105 105 96.00 % 9.00E-19 87.95% 16246 MZ131560.1
Neodon medogensis mitochondrion, complete genome Neodon medogensis 104 104 98.00 % 3.00E-18 87.06% 16332 MN487087.1
Neodon medogensis mitochondrion, complete genome Neodon medogensis 104 104 98.00 % 3.00E-18 87.06% 16331 NC_081578.1
Chionomys roberti voucher 1780 mitochondrion, completChionomys roberti 104 104 81.00 % 3.00E-18 92.86% 16300 NC_065749.1

ND4
160bp

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Peromyscus maniculatus isolate Triangle 04 tRNA-Gly g Peromyscus keeni 196 196 97.00 % 2.00E-45 87.82% 1436 AF374577.1
Peromyscus maniculatus isolate Triangle 19 tRNA-Gly g Peromyscus keeni 196 196 97.00 % 2.00E-45 87.82% 1436 AF374570.1
Peromyscus maniculatus isolate Triangle 05 tRNA-Gly g Peromyscus keeni 196 196 97.00 % 2.00E-45 87.82% 1436 AF374567.1
Peromyscus maniculatus isolate Triangle 02 tRNA-Gly g Peromyscus keeni 196 196 97.00 % 2.00E-45 87.82% 1436 AF374553.1
Peromyscus maniculatus oreas ND3 and ND4L genes, cPeromyscus manicula 196 196 97.00 % 2.00E-45 87.82% 1436 U40062.1

339bp

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Dicrostonyx torquatus mitochondrion, complete genome Dicrostonyx torquatus 434 434 99.00 % 8.00E-117 88.46% 16342 MN792947.1
Dicrostonyx torquatus mitochondrion, complete genome Dicrostonyx torquatus 430 430 99.00 % 1.00E-115 88.17% 16343 MN792983.1
Dicrostonyx torquatus mitochondrion, complete genome Dicrostonyx torquatus 430 430 99.00 % 1.00E-115 88.17% 16341 MN792982.1
Dicrostonyx torquatus mitochondrion, complete genome Dicrostonyx torquatus 430 430 99.00 % 1.00E-115 88.17% 16343 MN792977.1
Dicrostonyx torquatus mitochondrion, complete genome Dicrostonyx torquatus 430 430 99.00 % 1.00E-115 88.17% 16342 MN792975.1

ND4 - tRNA_His – tRNA_Ser
311bp

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Myopus schisticolor mitochondrion, complete genome Myopus schisticolor 322 322 99.00 % 3.00E-83 83.12% 16339 MT381931.1
Myodes rufocanus mitochondrion, complete genome Myodes rufocanus 310 310 99.00 % 2.00E-79 82.20% 16488 MN487085.1
Synaptomys cooperi mitochondrion Synaptomys cooperi 310 310 94.00 % 2.00E-79 83.33% 16346 MT492450.1
Eothenomys eva mitochondrion, complete genome Eothenomys eva 308 308 99.00 % 8.00E-79 82.14% 16362 NC_081586.1
Eothenomys inez mitochondrion, complete genome Eothenomys inez 306 306 99.00 % 3.00E-78 82.20% 16354 KU200225.1

ND5 - ND6
151bp

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Eothenomys inez mitochondrion, complete genome Eothenomys inez 135 135 90.00 % 4.00E-27 81.75% 16354 KU200225.1
Myodes glareolus voucher 1854 mitochondrion, completeMyodes glareolus 129 129 100.00 % 2.00E-25 78.81% 16347 KM892835.1
Alticola lemminus mitochondrion, complete genome Alticola lemminus 129 129 100.00 % 2.00E-25 78.81% 16343 MT381922.1
Phenacomys intermedius mitochondrion, complete geno Phenacomys intermed 125 125 92.00 % 2.00E-24 79.86% 16336 MT381941.1
Myodes rutilus mitochondrion, complete genome Myodes rutilus 124 124 100.00 % 8.00E-24 78.15% 16295 MK482363.1

CYTB
71bp
GTATCTACTATGGCTCATATAACATAACTGAAACTTGAAATATAGGGATCATCCTATTATTCGCCACT

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Alticola semicanus voucher 61564 cytochrome b (cytb) gAlticola semicanus 91.5 91.5 91.00 % 1.00E-14 90.77% 783 KR869167.1
Alticola semicanus isolate 35 cytochrome b (cytb) gene, Alticola semicanus 91.5 91.5 91.00 % 1.00E-14 90.77% 783 KR869161.1
Alticola semicanus isolate Asem2474 cytochrome b (Cyt Alticola semicanus 91.5 91.5 91.00 % 1.00E-14 90.77% 835 KC962263.1
Alticola semicanus isolate Asem443 cytochrome b (Cyt bAlticola semicanus 91.5 91.5 91.00 % 1.00E-14 90.77% 835 KC962262.1
Alticola semicanus voucher MSB:Mamm:98512 cytochroAlticola semicanus 91.5 91.5 91.00 % 1.00E-14 90.77% 1143 KJ556712.1

CYTB - tRNA_Thr
327bp

maN cifitneicSnoitpircseD e Max Score Total Score Query Cover E value Per. Ident Acc. Len Accession
Blanfordimys juldaschi mitochondrion, complete genomeBlanfordimys juldasch 372 372 99.00 % 2.00E-98 85.28% 16378 MT381927.1
Terricola daghestanicus mitochondrion, complete genomMicrotus daghestanicu 361 361 99.00 % 4.00E-95 84.62% 16297 MT381933.1
Arvicola amphibius isolate DM22 mitochondrion, completArvicola amphibius 361 361 100.00 % 1.00E-94 84.40% 16356 MN122834.1
Arvicola amphibius isolate DM16 mitochondrion, completArvicola amphibius 361 361 100.00 % 1.00E-94 84.40% 16356 MN122828.1
Microtus fortis mitochondrion, complete genome Microtus fortis 361 361 100.00 % 1.00E-94 84.40% 16318 MN487083.1

TTACACTATGAAGCTCAGAGCGTTAACCTTTTAAGTTAAAGACAGAGATATAAAATCTCCATAGTGATATGCCACAACTGGATACATCCACATGATTTTTAACTACTTTATCTACCTCTA T

CTTCACAGTAGGAGGTCTCACAGGCATCGTACTATCCAACTCTTCTCTAGACATCGTTCTTCACGACACATATTATGTAGTAGCCCACTTCCACTACGTCTTATCAATAGGTGCCGTATTTGCTATTATAGCCGGATTCGTCCACTGATTCCCGCTGTTTACAGGTTACACACTAGAC G

CTTATTCGTATGATCAGTACTCATCACCGCCGTTCTCCTACTCCTTTCCCTTCCGGTCTTAGCTGCGGGTATTACCATACTCCTCACAGACCGAAACCTAAACACCACCTTCTTTGATCCAGCTGGAGGAGGCGACCCAATCCTCTACCAGCACCTATTTTGATTCTTCGGTCACCCAGAAGTCTATATCCTCATCCTTCCAGGCTTCGGCATTATTTCACACATCGTTACTTACTACTCAGGTAAAAAAGAACCATTCGGCTA C

CCATCCTCCGCTCTATCCCCAACAAACTAGGGGGCGTCTTAGCCTTAATTATATCTATCCTTATCCTAGCCCTAATACCACTTCTCCACACCTCCAAACAACGAGGCTTAACTTTCCGCCCAATCACACAAATTATATTCTGAATCCTAGTGTCCGACCTACTCATCCTCACATGAATTGGAGGTCAACCAGTAGAATATCCATTCATCATTATTGGACAAGCAGCTTCAATTGCTTACTTCACTATTATCATTATCCTATTACCAATCGCTGGTATAATCGAAAACAGTATTCTAAACCTAGATTAAC T

CCATCATCTTACTAGGAATTAATATTCTAATTACCTCCTTATATTCCATCTACATAATCGTCACCACACAACGGGGCAAACTAACAAGCCACATGACTAACCTTCAACCCTCACACACCCGAGAACTAACACTAATAGCCCTCCATATTATTCCACTAATCCTACTTACTACTAAACCTAAACTCATTATAGGACTGACACTATGTAACTATAGTTTAAAAAAAACGCCAGACTGTGAACCTGGAGATAAGATATAGACCTCTTTACTTACCAAGAAAGCTTGCAAGAACTG C

TGATTAGAAAAATCAATCCCAAAAATAACTTCCACTATTCACACACTTACTTCCTCATCCCTTAGCAACCAAAAGGGTATAATCAAACTTTACTTCCTCTCATTCCTCATTACACTTATCTCCATACTAATCCTATTTAATGCTT A

TCATGTAGAAGCTCCTATCGCAGGGTCAATGATTCTAGCAGCAATCCTGCTAAAACTAGGGGGATATGGTATAATACGAATTTCAATAATTCTAGACCCAGTCACCAAATCCATAGCCTACCCATTCATTCTCCTCTCACTATGAGGAATAATTATAACCAGCTCTATTTGCCTCCGACAAACAGACCTTAAATCACTCATCGCTTATTCCTCAGTAAGCCACATAGCCTTAGTTATCGCAGCTATCATAATCCAAACCCCTTGAAGCTTCATGGGAGCAACAGTACTAATAATCGCCCACGGACTCACCTCCTCC T

TATACATCTCCATACTAATTTTACTTCAAGTTCTCCTAATCATAACATTCTCTGCAAATGAACTTATCATATTTTATATCTTATTTGAAGCCACCCTTATTCCTACCTTAATTATCATTACACGATGAGGAAACCAAACAGAGCGACTAAACG C

ACTTACCATATACCAATGATGACGCGACATTATTCGAGAGGGGACCTACCAAGGCCACCACACTCCAATCGTACAAAAAGGCCTACGTTACGGTATAATCCTATTTATTATCTCCGAAGTACTCTTCTTCACGGGATTCTTCTGAGCATTCTACCACTCAAGCCTCGTACCAACACATGACCTAGGCGGTTGCTGACCACCAACAGGAATTACCCCACTCAACCCACTGGAAGTCCCCCTTCTTAACACATCAGTCTTACTAGCATCAGGGGTATCTATCACCTGGGCCCATCATAGCCTAATAGAAGGTAAACGGAACAAT A
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APPENDIX 5. First five hits of the BLASTn analyses of the contig fragments >50 bp recovered in the Pliomys sequence generated using BWA relaxed parameters (REL) that were not recovered using the stringent parameters (STR). Position of the fragments within the 
mitogenome, length of the sequences, sequences, and hits statistics are indicated.


