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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.

Contigs in REL vs RES consensus (blastn date 26/09/202%
Somewhat similar sequences (blastn) -> blastn algorithn
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CTFTTATAGCGAATAAATCCAA'ITCCCAAAAAACCATTGTTGGCCTAAAAGCAGTCACCAATAAAGA AAGCGTTAAAGCTCAACACTATAACACCTTAATCCCATAAACCACAATGACTTCCTATATG /
Description Scientific Name Max Score | Total Scol ery Cover| Evalue | Per.Iden | Acc.Len Accession
icrotus chrotorrhinus mitochondrion, complete genome |Microtus chrotorrhinu 8 80 00.00 -00E-40 | 90.44 6297 NC_057557."
leodon mitochondrion, complete genome _|Neodon 7 76 00.00 .00E-3¢ | 89.7 6332 MN487087."
Neodon medogensis mitochondrion, complete genome |Neodon medogensis 7 00.00 .00E-39 | 89.7 6331 NC_081578."
leodon sikimensis mitochondrion, complete genome _[Neodon 7 00.00 .00E-38 | 884 6330 NC_035503."
leodon sp. na BGI-2019 mitochondrion, complete genol|Neodon sp. na XW-2022 7. 00.00 .00E-38 | 88.4 6337 MN487097."
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 TTATGAATTCCACTACCTATACCACACCCACTAGCAAACCTTAACCTAGGAATTCTAT]
i ] ientific Nam: Max Score [Total Score| Query Cover | E valus Per. Iden | Acc. Len Accession
odes glareolus isolate 2189 complete [Myodes glareolus 82. 82.4 98.00 % .00E-12 | 90.00% | 16353 MN103094."
yodes glareolus isolate 1111 mite complete rodes glareolus 82.: 82.4 98.00 % .00E- 90.00¢ 6355 MN103064."
odes glareolus isolate 1110 complete [Myodes glareolus 82.: 82.4 98.00 % .00E-12 | 90.00% | 16354 MN103063."
lyodes glareolus isolate 1009 complete |Myodes glareolus 82. 824 98.00 % .00E- 90.00% | 16358 | MN103062."
odes glareolus voucher 1190 mitochondrion, completiMyodes glareolus 82. 82.4 98.00 % .00E- 90.00 6353 KM892819."
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CCTATCTATATTGTATCAATATCATGAACTGTTAGACCCCAAAATACTAATTATATCAGCTATCACCTCAGTTCTGATCGGAGCCTGGAATGGAC

Description Scientific Name Max Score |Total Score| Query Cover| E value | Per. Iden | Acc. Len Accession
Synaptomys cooperi mitochondrion Sy cooperi 07 7 __|_100.00 % .00E- 83.849 634 1T492450.
Dicrostonyx torquatus mitochondrion, complete genome |Dicrostonyx torquatus| 0 98.00 .00E- 82.65% | 1634 792983,
Dicrostonyx torquatus mitochondrion, complete genome | Di 0 98.00 0E-17 | 82.65 634 792981
Dicrostonyx torquatus mitochondrion, complete genome |Dicrostonyx 0 98.00 .00E- 82.65% | 1634 792980."
Dicrostonyx torquatus mitochondrion, complete genome |Dic 0 98.00 .00E- 82.65' 634 792979.
261bp
ATATCACTTATATGAAATAAGATACCCATAGCCCTCCCCATAATCTCACTAATCTTATTATCAACAGGAGGCCTCCCACCTCTCACAGGATTCCTACCAAAATGAGCCATCATCACAGAACTCCTAAAAAACAATAATCTAATCTTAGCCACACTAATAGCAATAACTGCCCTTATCAACCTGTTCTTCTACACCCGACTAGTCTATTCAACCTCACTAACCACATTCCCAACCAACAATAACTCCAAAA 1
Description [Scientific Name Max Score [Total Score| Query Cover| E value | Per. Iden | Acc. Len Accession
Arvicola ibius isolate DM22 mif ion, comple|Arvicola ibit 332 332 98.00 % .00E-86 | 88.67% | 16356

|Arvicola amphibius isolate DM16 mitochondrion, comple|Arvi 323 323 98.00 .00E-83 | 87.89% | 16356

[Arvicola ion, complete genome Arvi 323 323 98.00 .00E-83 | 87.89 16085

Neodon shergylaensis mitochondrion, comj lete genom: [Neodon shergylaensi: 320 320 96.00 .00E-82 | 88.10% | 1633%

Myodes glareolus isolate 1588 partial gejMyodes glareolus 319 319 97.00 .00E-82 | 87.80 16281 MN103036."
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453bp [ [ [ [ [ [ [ [ |

GGTATAGTAGGAACAGCCCTCAGCATCCTAATTCGAGCAGAGTTAGGACAACCGGGCGCCCTATTAGGCGATGACCAGATCTACAATGTGATTGTCACAGCCCACGCATTCGTCATAATCTTCTTCATAGTTATACCAATAATAATTGGTGGCTTCGGGAATTGATTAGTCCCCCTCATAATTGGGGCTCCCGACATAGCATTCCCACGAATAAACAATATAAGCTTCTGACTTTTACCCCCATCATTCCTGCTACTATTGGCATCATCAATAGTGGAGGCTGGAGCCGGAACAGGTTGAACTGTTTACCCCCCACTAGCTGGTAATCTAGCACACGCAGGAGCATCAGTGGACTTAACCATCTTCTCACTCCACCTGGCAGGTGTATCCTCTATCCTAGGAGCAATTAA 'ATCACTACAATTATCAACATAAAACCGCCAGCTATAACA

Description Scientific Na Max Score |Total Score| Query Cover| E valt Per. Iden | Acc. Len Accession

[Ondatra zibethicus Voucher HBL008351 cytochrome oxi{Ondatra zibethicus 556 556 00.00 .00E- 87.20% | 657 JF456977.1

Ondatra zibethicus ion, complete genome __|Ondatra 552 552 00.00 .00E- 86.98' 16351

[Ondatra zibethicus voucher NMW 68327 cytochrome oxiOndatra zibethicus 552 552 00.00 .00E- 86.98% | 697

Ondatra zibethicus voucher USNM:MAMM:570625 cytod Ondatra 552 552 00.00 .00E- 86.98% | 658

[Ondatra zibethicus mitochondrion, complete genome Ondatra zibethicus 547 547 00.00 .00E- 86.75 16350 MT084805.

281bp

CTTATTCGTATGATCAGTACTCATCACCGCCGTTCTCCTACTCCTTTCCCTTCCGGTCTTAGCTGCGGGTATTACCATACTCCTCACAGACCGAAACCTAAACACCACCTTCTTTGATCCAGCTGGAGGAGGCGACCCAATCCTCTACCAGCACCTATTTTGATTCTTCGGTCACCCAGAAGTCTATATCCTCATCCTTCCAGGCTTCGGCATTATTTCACACATCGTTACTTACTACTCAGGTAAAAAAGAACCATTCGGCTA (

Description [Scientific Name Max Score |Total Score| Query Cover| E value | Per. Iden | Acc.Len Accession

Microtus ochrogaster mitochondrion, complete genome_|Microtus 311 311 99.00 % .00E-80 | 86.74 16292 NC_027945.

Cricetulus kamensis voucher SG1503 cytochrome c oxid Cricetulus kamensis 309 309 98.00 % .00E-7¢ | 86.69 4 H 651."

Cricetulus kamensis voucher PL1565 cytochrome c oxid|Cricetulus kamensis 303 303 98.00 % .00E-77 | 86.33 4 H161639."
i lus kamensis voucher PL1549 cytochrome c oxid| Cricetulus kamensis 303 303 98.00 % .00E-77 | 86.33 4 H161638."

4 H161637."

Cricetulus kamensis voucher PL1532 cytochrome c oxid| Cricetulus kamensis 303 303 98.00 % .00E-77 | 86.33

89bp [
CTTCACAGTAGGAGGTCTCACAGGCATCGTACTATCCAACTCTTCTCTAGACATCGTTCTTCACGACACATATTATGTAGTAGCCCACTTCCACTACGTC

TATCAATAGGTGCCGTATTTGCTATTATAGCCGGATTCGTCCACTGATTCCCGCTGTTTACAGGTTACACACTAGAC G

Description Scientific Name Max Score |Total Score| Query Cover| E value | P Pe_lden Acc. Len Accession
E¢ custos isolate Y 60 cytochrome oxidas| custos 268 268 99.00 .00E- 49 53¢ Y997257.1
solate YI 91 cytochrome oxidas|Eothenomys custos 99.00 4 539
solate YI 74 cytochrome oxidas| custos 99.00 4 53¢
solate YN15159 cytochrome oxidas| Eothenomys custos 99.00 4 539
custos isolate Y 43 cytochrome oxid: custos 99.00 4 53¢ Y997253.%
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 TTACACTATGAAGCTCAGAGCGTTAACCTTTTAAGTTAAAGACAGAGATATAAAATCTCCATAGTGATATGCCACAACTGGATACATCCACATGATTTTTAACTACTTTATCTACCTCTAT
Description ientific Namq Max Score [Total Swre Query Covet| Evalue | Per.Iden | Acc.Len Accession

lyodes glareolus voucher 1845 mi on, complet] glareolus 55 98.00 % .00E-33 | 88.00 6354 M892834."
odes glareolus voucher 1910 mitochondrion, comgletw Myodes glareolus 1 51 92.00 ¥ .00E-32 | 88.98% | 16353 | F
lyodes glareolus voucher 1905 mi i glareolus 1 51 92.00 ¢ .00E-32 | 88.98 6352
odes glareolus voucher 1902 mitochondrion, comEIetw odes glareolus 1 51 92.00 ¥ .00E-32 | 88.98% | 16354 | F
podemu genome assembly, chre 1 i 0 50 100.00 % .00E-31 | 87.50 8279298¢ | OX359314.1
S | ——— S—— |
[344bp
ACTTACCATATACCAATGATGACGCGACATTATTCGAGAGGGGACCTACCAAGGCCACCACACTCCAATCGTACAAAAAGGCCTACGTTACGGTATAATCCTATTTATTATCTCCGAAGTACTCTTCTTCACGGGATTCTTCTGAGCATTCTACCACTCAAGCCTCGTACCAACACATGACCTAGGCGGTTGCTGACCACCAACAGGAATTACCCCACTCAACCCACTGGAAGTCCCCCTTCTTAACACATCAGTCTTACTAGCATCAGGGGTATCTATCACCTGGGCCCATCATAGCCTAATAGAAGGTAAACGGAACAAT
Description Scientific Name Max Score |Total Score| Query Cover Acc. Len Accession
Arvicola amphibius mitochondrion, complete genome /Arvicola amphibius 414 100.00 % 085 MT381921."
E¢ eleusis mitochondrion, complete genome eleusis 4 99.00 % 418 NC_065401."
chinensis mitochondrion, complete genome|Eoi chinensi; 4 99.00 % | 16362 NC_013571.1
Neodon forresti complete genome Neodon forresti 4 4 99.00 % | 16089 MN48710:
[Neodon st is mitochondrion, complete genom: [Neodon i 0 4 99.00 % 6335 NC_081585."
| — 1
1
|CCCAATCCCTATCACAATC'ITAGTATTTGCTGCCTGCGAAGCAGCCGTAGGATTAGCCTTATTAGCAAAAATCTCAAATACT'\
|Description Scientific Name Max Score | Total Score| Query Cover| E value | Per. Iden | Acc. Len Accession
Mzogus schisticolor mitochondrion, complete genome 'opus schisticolor 07 07 97.00 .00E-18 | 88.10% | 1633
sp. LAV1667 complete g| p. LAV1 0 05 96.00 .00E- 87.95% | 1624
Neodon medogensis mitochondrion, complete genom¢ _|Neodon medogensis 0 04 98.00 .00E- 87.06% | 1633
Neodon medogensis mitochondrion, complete genom¢ |Neodon i 0 04 98.00 .00E- 87.06 633 NC_081578."
Chionomys roberti voucher 1780 mitochondrion, comple{Chionomys roberti 0. 04 81.00 .00E- 92.86 630 NC_065749.
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 TATACATCTCCATACTAATTTTACTTCAAGTTCTCCTAATCATAACATTCTCTGCAAATGAACTTATCATATTTTATATCTTATTTGAAGCCACCCTTATTCCTACCTTAATTATCATTACACGATGAGGAAACCAAACAGAGCGACTAAACG (
Description Scientific Name Max Score | Total Score| Query Cover| E valu Per. Iden | Acc. Len Accession
Perom ) i solate Triangle 04 tRNA-Gly g|Peromyscus keeni 96 196 97.00 % .00E-4 7.82' 436 AF374577.°
Perom ) i solate Triangle 19 tRNA-Gly g|Peromyscus keeni 96 196 7.00 % .00E-4 7.82' 436 AF374570.°
Peromyscus rnanlculatus solate Triangle 05 tRNA-Gly g|Peromyscus keeni 96 196 7.00 % .00E-4 7.82' 436 AF374567."
Perom I solate Triangle 02 tRNA-Gly g|Peromyscus keeni 96 196 7.00 % .00E-4 7.82' 436 AF374553.°
Peromyscus maniculatus oreas ND3 and ND4L genes, d Peromyscus manicul: 96 196 7.00 % .00E-4 7.82 436 U40062.1

339bF
TCATGTAGAAGCTCCTATCGCAGGGTCAATGATTCTAGCAGCAATCCTGCTAAAACTAGGGGGATATGGTATAATACGAATTTCAATAATTCTAGACCCAGTCACCAAATCCATAGCCTACCCATTCATTCTCCTCTCACTATGAGGAATAATTATAACCAGCTCTATTTGCCTCCGACAAACAGACCTTAAATCACTCATCGCTTATTCCTCAGTAAGCCACATAGCCTTAGTTATCGCAGCTATCATAATCCAAACCCCTTGAAGCTTCATGGGAGCAACAGTACTAATAATCGCCCACGGACTCACCTCCTCC

Description Scientific Name Max Score |Total Score| Query Cover Acc. Len Accession
Dicrostonyx torquatus mitochondrion, complete genome |Di 434 434 99.00 634 792947 -
Dicrostonyx torquatus mitochondrion, complete genome |Dicrostonyx torquatus| 430 430 99.00 634 792983."
Dicrostonyx torquatus mitochondrion, complete genome | Di 430 430 99.00 634 792982,
Dicrostonyx torquatus mitochondrion, complete genome |Dicrostonyx 430 430 99.00 634 792977
Dicrostonyx torquatus mitochondrion, complete genome | Di 430 430 99.00 634 792975,

[ND4 - tRNA_His — tRNA_Se T I [ T | | | [ ]

311be [ [ [ [ [ [ | [ |
CCATCATCTTACTAGGAATTAATATTCTAATTACCTCCTTATATTCCATCTA ATAATCGTCACCACACAACGGGGCAAACTAACAAGCCACATGACTAACCTTCAACCCTCACACACCCGAGAACTAACACTAATAGCCCTCCATATTATTCCACTAATCCTACTTACTACTAAACCTAAACTCATTATAGGACTGACACTATGTAACTATAGTTTAAAAAAAACGCCAGACTGTGAACCTGGAGATAAGATATAGACCTCTTTACTTACCAAGAAAGCTTGCAAGAACTG (

Description Scientific Name | Max Score | Score To(al Score| Query Covel| E value | Per.Iden | Acc.Len Accession
yopus schisticolor mil fon, complete genome _|Myopus 322 | 99.00 00E-83 | 83.12 633¢_| MT38193
odes rufocanus mitochondrion, complete genome Myodes rufocanus 10 310 99.00 .00E-78 | 82.20 6488 MN487085."
cooperi mitochondrion cooperi 10 310 94.00 .00E-7' 83.33 6346 MT492450.
Eothenomys eva mitochondrion, complete genome Eothenomys eva 08 308 99.00 .00E-7S | 82.14% | 16362 NC_081586."
inez ion, complete genome inez 06 306 99.00 .00E-7: 82.20¢ 6354 KU200225.1
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TGATTAGAAAAATCAATCCCAAAAATAACTTCCACTATTCACACACTTACTTCCTCATCCCTTAGCAACCAAAAGGGTATAATCAAACTTTACTTCCTCTCATTCCTCATTACACTTATCTCCATACTAATCCTATTTAATGCTT/
Description Scientific Name Max Score |Total Score| Query Cover| E value | Per. Iden | Acc. Len Accession
Eothenomys inez mitochondrion, complete genome Eoi inez 35 35 90.00 % .00E-27 | 81.75 6354 U200225."
odes glareolus voucher 185: let{M) glareolus 29 29 100.00 % .00E-25 | 78.81 6347 M892835."
Alticola Iemmmus mitochondrion, complete genome Alticola lemminus | 129 29 100.00 % .00E-25 | 78.81 6343 1T381922.
Pl mitochondrion, complete geno|F interme 25 25 92.00 ¢ .00E-24 | 79.86% | 16336 1T381941."
yodes rutilus mit ion, complete genome Myodes rutilus 24 24 100.00 % .00E-24 | 78.15 6295 K482363."
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GTATCTACTATGGCTCATATAACATAACTGAAACTTGAAATATAGGGATCATCCTATTATTCGCCACT
Description Scientific Name Max Score |Total Score| Query Cover| E valu Per. Iden | Acc. Len Accession |
Alticola semicanus voucher 61564 cytochrome b (cytb) dAlticola semicanus . . .00 .00E-14 | 90.77' 783 R869167.1 |
Alticola semicanus isolate 35 cytochrome b (cytb) gene, |Alticola . . .00 .00E-14 | 90.7 783 R869161.1 |
Alticola semicanus isolate Asem2474 cytochrome b (CytAlticola . . .00 .00E-14 | 90.7 835 C962263.1 |
Alticola semicanus isolate Asem443 cytochrome b (Cyt iAlticola 00 0E-14 | 90.7' 835 | KC962262.1
Alticola semicanus voucher MSB:Mamm:98512 cytochrg Alticola . . 00 .00E-14 | 90.7 1143 KJ556712.1

CYTB - tRNA_Thr [ I T | [ | | |

327bp
CCATCCTCCGCTCTATCCCCAACAAACTAGGGGGCGTCTTAGCCTTAATTATATCTATCCTTATCCTAGCCCTAATACCACTTCTCCACACCTCCAAACAACGAGGCTTAACTTTCCGCCCAATCACACAAATTATATTCTGAATCCTAGTGTCCGACCTACTCATCCTCACATGAATTGGAGGTCAACCAGTAGAATATCCATTCATCATTATTGGACAAGCAGCTTCAATTGCTTACTTCACTATTATCATTATCCTATTACCAATCGCTGGTATAATCGAAAACAGTATTCTAAACCTAGATTAAC T

Description Scientific Name ['Max Score [Total Score[ Query Cover| E value | Per. Iden | Acc. Len Accession
Blanfordimys juldaschi mitochondrion, complete genome|Blanfordimys juldasch 37 37. 99.00 % .00E-98 | 85.28% | 16378 7381927
Terricola mitochondrion, complete ge Mi daghestanic{ 36 36 99.00 % .00E-95 4.62 6297 IT381933."

An/lcola amphibius isolate DM22 mitochondrion, comple|Arvicola amphibius 36 36 100.00 % .00E-94 4.4 6356 IN122834."
cola isolate DM16 comple|Arvicola 36 36 100.00 % .00E-94 4.4 6356 IN122828."
| 4.4

Mlcrotus fortis mitochondrion, complete genome Microtus fortis 36 36 100.00 % .00E-94 6318 IN487083."




