(219 bp, 94% similarity)

T TR T e T T T TR R R PR TR T TR

GCAGA GGCACT TTAGGGCT TAAGT COCT GATCAGATATAGATTTCAA GCTCACT TGT GGTATTTCATTCAA GTAATACACACAA GTACAAM TTGAAA TCAA G- - CAATTCTACAA GAATGOT TA= 2 e se e e s e mnceca e nas 1

GCAGAA GGCACT TTAGGGCTTAA GFCCCT GAT GAGATATAGATTTCAAGCTCACTTGTGGTATTTCAT TCAA GTAATACACACAA GTACAM TTGAAA TCAA G- - CAATTCTACAA GAATGCTTATATCTTCACATAGA GATAAGAAGA. 148
GCAGAA GGCACTTTAGGGCT TAAGT COCT GAT GAGATATAGATTTCAA GCTCACT TGT GGTATTTCATTCAA GTAATACACACAA GTACAM TTGAAM TCAA G- - CAATTCTACAA GAATGCT TA- - - 1

GCAGAA GGCACT TTAGGGCT TAAGT CCCT GAT GAGATATAGATTTCAA GCTCACTTGT GGTATTTCATTCAA GTAATACACACAA GTACAM TTGAM TCAMA CTAAGT- - o e e e e e caneae
GCAGAA GGCACTTTAGGGCT TAAGT CCCT GAT GAGATATAGATTTCAA GCTCACTTGTGGTATTTCATTCAA GTAATACACACAA GTACAM TTGAA TCAAMA CTAAGTTTATA-
GCAGAA GGCACT TTAGGGCT TAAGT CCCT GAT GAGATATAGATTTCAA GCTCGCTTGT GGTATTTCATTCAA GTAATACACACAA GTACAAA TTGAA TCAAA GAGA- -
{{J\!M(ﬂ CACTT IA{:{-{n{'IIM(-ICCCIIAI{.M:MMA!AI T ICJ\AInCICJlBI TGTGGTATTTCATTCAAGTAATACACACAA GTACAM T Ilu

GCAGAA GGCACT TTAGGGCT TAAGTCCCT GATGAGATATAGATT TCAAGCTCACT T GAGGTATTTCATTCAA GTAA TACACACAA GTACAA TTGTAM 61
GCAGAM GGLACT TTAGGGCT TAA GTCCCT GATGAGATATAGATTTCAAGCTCACTTGT GGTATTTCATTCAA GTAATACACACAM GTACAM TTGTAMA
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95
TTAAGTCAGGATTGACGTTCTTTGTTCTATTTATAATCCCTATACAM TTTATCGGACATTGTCOCACA 217

(136 bp, 99% similarity)

L L e T T T R T e T T T e T

------------------------------------- ACTTTTCTCAAA GTCTTGAGAA GATTTTCTTCTTTGAA GGAAA TTCTTCATGGTCGT GATCTAMAAA TCACGTCTAM CAACCCCTCAM GGTTGAG 98
--------- GGAGTCTCT GCAGGACT TCTTATGAA TAGACT TTTCTCAAA GTCTTGAGAA GATTTTCTTCTTTGAA GGAAA TTCTTCAT GGTCGT GATCTAAMAAA TCACGTCTAA CAACCCCTCAM GGTTGAG 127
TTCTCTTAAGGAGT CTCTGCAGGACTTCTTATGAATAGACTTTTCTCAAA GTCTTGAGAA GATTTTCTTCTTTGAA GGAAA TTCTTCATGGTCGT GATCTAAMAA TCACGTCTAA CAACCCCTCAAA GGTTGAG 136
AGAAGATTTTCTTCTTTGAA GGAAA TTCTTCAT GGTCGT GATCTAMAAA TCACGTCTAM CAACCCCTCAMI GGTTGAG B0
- - GAGAA GATTTTCTTCTTTGAA GGAAA TTCTTCATGGTCGT GATCTAAMAAA TCACGTCTAAA CAACCCCTCAM GGTTGAG 81
~CTTGAGAAGATTTTCTTCTTTGAAGGAAA TTCTTCATGGTCGT GATCTAAAAAA TCACGTCTAAA CAACCCCTCAM GGTTGAG 84
== CTTGAGAAGATTTTCTTCTTTGAA GGAAA TTCTTCATGGTCGT GATCTAAMAAA TCACGTCTAMA CAACCCCTCAM GGTTGAG 84
==eeeeeooana o TCTTGAGAA GATTTTCTTCTTTGAA GGAAA TTCTTCATGGTCGT GATCTAAMAAM TCACGTCTAAA CAACCCCTCAM GGTTGAG 85
- ACTTTTCTCAGAGTCTTGAGAA GATTTTCTTCT TTGAA GGAAA TTCTTCATGGTCGT GATCTAAMAAA TCACGTCTAAM CAACCCCTCAM GGTTGAG 98
TS Ae S TRt e S e Ane o RIS STR JTe S Sus Sun S te e o0 S ooE oe B . 2 2 TTTTCTTCTTTGAA GGAAA TTCTTCAT GGTCGT GATCTAAMAA TCACGTCTAM CAACCCCTCAA GGTTGAG 74
--------------------------------------------------- TCTTGAGGAGATTTTCTTCTTTGAA GGAAA TTCTTCATGGTCGT GATCTAAAAAA IEAEH CTAMACAACCCCTCAM GGTTGAG 85

301R €

Additional file 4 - Alignment of nucleotide sequences of parts of the non-coding regions upstream (A) and
downstream (B) of the coding regions of the 11 mitochondrial minichromosomes of Polyplax spinulosa, the
louse of the Asian house rat, Rattus tanezumi. 301F and 301R are the primers used to amplify the coding regions
of all mitochondrial minichromosomes of Polyplax spinulosa.



