Supplementary Information

Table S1. Characteristics of the mitochondrial genes of Odontobutis yaluensis.

Position . Codon Intergenic
Gene Name From To Size (bp) Start  Stop Strand Nucleotide (bp)
tRNA-Phe 1 69 69 — - H 0
12S rRNA 70 1021 952 - - H 0
tRNA-Val 1022 1093 72 — - H 0
16S rRNA 1094 2756 1663 - - H 0
tRNA-Leu 2757 2829 73 — - H 0
ND1 2830 3806 977 ATG  TA- H 0
tRNA-Ile 3807 3876 70 — — H -1
tRNA-GIn 3876 3946 71 - - L -1
tRNA-Met 3946 4014 69 — - H 0
ND2 4015 5060 1046 ATG  TA- H 0
tRNA-Trp 5061 5133 73 - - H 5
tRNA-Ala 5139 5207 69 - - L 1
tRNA-Asn 5209 5281 73 — - L 34
tRNA-Cys 5316 5382 67 - - L 1
tRNA-Tyr 5384 5451 68 — - L 1
COl1 5453 7006 1554 GTG TAA H 0
tRNA-ser 7007 7077 71 — - L 4
tRNA-Asp 7082 7152 71 - - H 5
con 7158 7848 691 ATG T-- H 0
tRNA-Lys 7849 7922 74 - - H 1
ATPase8 7924 8088 165 ATG TAA H =7
ATPase6 8082 8764 683 ATG TA- H 0
CO 111 8765 9549 785 ATG  TA- H 0
tRNA-Gly 9550 9620 71 - - H 0
ND3 9621 9966 346 ATG T-- H 0
tRNA-Arg 9967 10,035 69 H 0
ND4L 10,036 10,332 297 ATG TAA H =7
ND4 10,326 11,708 1383 ATG T-- H 25
tRNA-Ser 11,734 11,801 68 — - H 3
tRNA-Leu 11,805 11,877 73 - - H 392
tRNA-His 12,270 12,337 68 — - H 88
ND5 12,426 14,261 1836 ATG TAA H —4
ND6 14,258 14,779 522 ATG TAA L 0
tRNA-Glu 14,780 14,847 68 - - L 5
Cytb 14,853 15,993 1141 ATG T-- H 0
tRNA-Thr 15,994 16,065 72 - - H 2
tRNA-Pro 16,068 16,137 70 - - L 0
Control region 16,138 16,988 851 - - H 0

Negative numbers indicate overlapping nucleotides; T-- and TA- represent incomplete stop codons; Numbers

correspond to the intergenic nucleotides separating adjacent genes.



Table S2. Primers designed for amplifying mitochondrial genome of Odontobutis yaluensis.

Forward Sequence (5'-3') Reverse Sequence (5'-3')
OYI1F TTAGCCCACGACACCTTG OYI1R TGTTACGACTTGCCTCCC
OY2F AGGACTTGGCGGTGCTTTA OY2R CGGGTTTGCCCTTTGTTAG
OY3F AAAAAGACACACGGAGCAA OY3R AACCAAAGATGGGGATAGG
OYA4F TATGAATGGCATCACGAGG OY4R CTGGAGAAGTCCGCAAGG
OYS5F CGGAGAAATCCAGGTCAGTT OY5SR ATTCAGGCGAGGAGTCAGTG
OY6F TGCTTCCACTACACCACTTC OY6R GGAGAGCGAGGATGATTTA

OY7F CCTATCCACCTGACAAAAAC OY7R GAGTAGAAAAGATGGGGGG

OYS8F ACCAGCGAGCATCAATCTAC  OYS8R GCAAGGTGGCTAATCAACTA

OYOF CCTCTTCTGATTCTTCGGAC OYOR TGGGATTACTATTCGGTGGT
OY10F CAAGGCAGGGTTGTGGGTT OY10R TTGGGTGGTGGGTGTGAAG
OY11lF  AACAGAAGGGCACAAATGAG OY1IR TAAGGGTGAGGGAGTGGATG
OY12F CCAAGGACATCACACACCC OY12R GCTGAGAATGCGAGAAGGA
OY13F TACGGCTCCACCTTCTTTGT  OYI3R TAGGTTCCAGCATTTAGGCG
OY14F AGCCAGCCAAAAACACATA  OYI14R GCTTGCCATAAACCATCAG
OYI5F  CTGGGATGATCTGTCTACGAC OY15R  GGGACGAAGATTGTTGAGTAG
OY16F TTTGTAAGTCTCCTGCCCC OY16R CCCAGTAGTGATGCTTCCTC
OY17F TGGCATACCCTTTTTAGCAG  OYI17R GGAGGATTAGTGGCAGTTGT
OY18F TCCCCGAAAGACAGAAAACT OYI8R GATGGCGTAGGCAAATAAGA
OY19F AGGCTTCTCCGTAGACAAC OY19R CCCTGAAATAGGAACCAAA
OY20F ATCTGCACTAGTAGCTCAACG OY20R GATAGTAAAGTCAGGACCAAGC

Table S3. Taxonomy, GenBank accession number, and mitogenome size of species used in
the phylogenetic analyses.

Family Genus Species Accession Number Size (bp)
Odontobutis potamophila KF305680 16,932
Odontobutis interrupta KR364945 16,802
Odontobutis Odontobutis yaluensis KM207149 16,988
Odontobutidae Odontobutis platycephala DQO010651 17,588
Odontobutis sinensis KF154120 17,441
Perccottus Perccottus glenii KC292213 16,487
Micropercops  Micropercops swinhonis KF040334 16,493

Rhyacichthyidae Rhyacichthys Rhyacichthys aspro AP004454 16,518
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ATGACTC CACCATTCCAC CCACTTATG GTATTA-CACC—————————————CCTTTATTAA———— 47
TTTACATATATGTTTCATTL‘\AACATACT-TTATCACCATTTCTCGAATTTAACCATTCATﬂAAACATACT-TTATCACCATTTCTCGAATTTMCCATTCATTAAACATACT 120
sokk Kok sofokkolok kK solok % dok soroiolok ook * ok Kook

~TTTACTATCCTCATACTT—~ATTTATCTTTTTA-~——CATATTTTTTAC——~CCAGTC———ATTT-—CACTGATTAAA-ACACCACCCGTGACTGCC-CTTCTC———CTTA 139
R 17 ATCACCATTTCTCGAATTTAACCATTCATTAAACATACTIRIGRRT TATCACCATTTCTCGAATTTAACCATTCATTAAACATACT RRGRRT TATCACCATTTCTCGAATTTAA 240
kokok ockkskek skekek % kfckkk ko ks sk sk kok ok skekskok keksksk kk sk ockkskekskk sk oskk ok * ok skk o skeksksksk k k

CCCTACCTCTTACATACAA—ATTCTTAC-AT—— AAAGTAGCAA AAACA ATTACCAATAGTTGAATCTGAATATACATA-ACCAACTTTGATATGGG— 230
CCATTCATT:M\ACATACT-TTATCE\CCATTTCTCGAATTTAACCATTCATTMACATACT-TTATCAC(IJ\TTTCTCGAATTTAJ\CCATTCI\TT(IATCAACAGT.’\I\ATTAI\GG 360
sok ok ok ok slololoiolok kol ok ook dok sok kR kK sefoloiok sok dololok sk ok kol ko dok sl ok solelsk ok ok ok ok
TAS
————————————————— AATTAACC—————————-TAACATTTAGC——CACTACTCAGCAGCCT-—CCAC————————=CGTAACA-—ATCCTG———————-TGTATACTTTGAT 295
TATACATATATACAAACAATTAACTATCAACATCTATAGAATTTAATGTATATTACCCAAATATTTACCCCACGAAATTAAGACCTAACATAAATTTTAATAAAACATATATACCAGGAT 480
Sk T ¥ sk ¥k T EE T S C O * kR Rk

TTA TTACAA AMAAC—TTACCTCAA- CTTGCTAATACC - TACTTAAAT-TCAAGCACAA-~ACCATAAA -~ CCCTATTTAA—ACCTTC 373

TCAAGATCTAGTCAAGATAACAAGACTATGCAGATAAGGAAGACATTTAAGTCAAGCATAGTAAATTCGGTTCTTOAAGGTGAGGGACAATAATCG TCGOUGTTTCACT TAGTGAATTAT 600

% % * ook sk Rk Rk Rkl ok ok bk $ ok bk bk ok ok ok sllelok ok ok % F dkk k%
CSB-D

TCCT TACTGT ATTTATTA TCACCAT AACTGACATAGTACAATTTTTAGTAAAGTATAAAGAAC————~AGACCTCCATACTAA 451

TOCTGOCATTTGGTTCCTATTTCAGGGCCAT[TTATTGATATTATTCCCCATTCTTTCCTTARMAACGGGCATA -~ AGTTGTTGGTGGAGTATATACTCCTCGTTACACCAC-ATGCCGA. 715

skkk * kk ok skekskskskRK sk skkokok wkk ok skekokok ® okk ckk ki skekkekokek ok *® k kkk ok okk ko ok

CCATTTTT-——-ATTGACTAACCTAAGACTTTAT-TCACCCTCTCATCC CAAGGG TGCACCTAAATAT————— 514
GOGTTCTTTCTAATGGACTAGGTTATTTTTTTTTGTCCTCCTTTCATCTGGCAT TTCAGAGTGUAGCGC TAAGACTTGTTGACAAGGGAGATCATTTTTCTTGCATGCAAGTATAATIVTT] 835

g ek ek e ssfelolol sesfe stefele ok ek ekl stelelelok Aesfostesiolol sfesiotek ek sfejol

CSB-1 CSBC CSB-F
TCAGAACT--ACTGAATATTTAGGA--AGTTTCAT--CTG——-COGAG———-————————————CTTCGOC——ACAC———-———-TATTATCACCTTAA-—————-———--TAA—————- 581
[T TAATGTTGAAATGACTTTTTAAGATARATTGCATAACTGATATCAAGGGCATAATGATAATTIATTTCTCCTAACATATCTGATATATTCCCOCCTTTGCTTTTTTCCGCGTAAACCCCT 955
¥ % k% kbkr ok kRRE Rk % ok kkE kR ¥ ¥k kkE okt ok kkkk ok kol $okk
CSB-2

~CTACCACCCGACCTTAATAAATAACTCTCAT e GACACAACAG
COCCCATTACTCGTAAGTTATTATTATTCCTGAAAACCCCCCCGGAMCAGGAGAACCTCGAGTTGGGTATTTAATTGTTCTAATATGCATTATTTATAATATTAAMTAATTT 1075

Aol dolok F ekl ok ok ok ok ok dok Gfelok ek

ATTT 1079

Figure S1. Sequence alignment between NC2 and CR from Odontobutis sinensis

mitogenome. The red sequence in the black box represents the one unit of tandem repeats in

the control region of O. sinensis mitogenome; the conserved “ATGTA” motif is highlighted

with green background; the conserved sequence blocks are highlighted with different marks.

The numbers on the right of sequences reveal the positional relationships among sequences.

The “*” means the corresponding two bases are same.
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oo A= —m === == === ACCACGC -~ ————==-—CCCTA=--—-ACTTCCACCTTT T--——-—----(C-———=-=- 30
CGAATAGTCCATATATGTATTTATACCATATATAGATATACACCATATIIGAT TTATACCATATATAGATATACACCATAT REGIATT TATACCATATATAGATATACACCATATRRGE 120
Ak gk Fk Ak * Ak okkk ok K Ak

TTATACC TAAAAATAC CAGGCCCACACC——-CAAGTAC CACTA GTAATTATTCCG 82
IT TTATACCATATATAGATATACACCATAT -TT’I'A'['AC('A'I‘ATA TAGATATACAC! CATAT-I'T TATACCATATATAGATATACACH ('A’I'AT-T TTATACCATATATAGA 240

sk katokakok ok ok Aekekek kg Aedkoloksk & ok ok Aok okkokek ok

CCA 6CC CAGCATATAAGC TACCCCA AMAT-CAAGOCGC———-——- 119
TATACACCATATHEGEATTTATACCATATATAGATATACACCATATRIGRAT TTATACCATATATAGATATACACCATA TGN TT TATACCATATATAGATATACACCATAT NEGIAT 360
ek *k sk ckekkekskek k sk kekek * kk ok kk

~—TACCACTAACTGACCTAAATCTTATAT-—~TTTACACT CATTTAACCCA-———-—---—- ACATCTTAACTG-GCTTAT--CATAAACAAATA 195
TTATACCATATATAGATATACACCATATRIGERTTTATACCATATATAGATATACACCAT ACKGEAT T TATACCATATATAGATATACACCATATRIGRAT T TATACCATATATAGATA 480
ekokokok *  ckk o ckek ok ok skeksloksk kR sk dkekkdok ok ddkk kR Rk sfoiok ckekekek %k ok skl
TAS
T GTAT AACTTAATTA-—CACCCGTC———————TAAACGACATCATAAT-CACAAGAACCAGG——CTAATC 253
TACACCATATATAATGCGTTAAAACATGCTRGEATTATCACCATTTCTCGAATTTAACCATTCATACATCAACAGTAAGATAAGCTACAACATAATGTACGATAACGAATATCTAACAC 600
* skofolox sk skdelok ko sksk sk sk sk ok ook okskokekk sk sk skelok sk skfokk ok

TTCT CCCAA CACAACTA-TTG————TAA—TAGACTAATTTTA——CATAT GGGCT 299
TTATTGAAAACTCATAGATAATACCCAAGTAATTTATCCACACGACAAGTTAAGACCTAACATAGATTTAACTTAACCATATATACCAGGACTCAAAATTATATTAAGGTAAGAAGTCGA 720
*k ok soxpskoksk sk skok sk sk sk skekskk kok o shksk skekskokok sk Rk
CSB-D
ATAAAGAACA AAATACCTATTTACATCTTTA TTAATGAA ACTTAAGCC———TCAGA—— 352
TGCAGATAAGGAAGACATTTGAGTCAAGCATGTATTTACGTTTCTTGAAGGTGAGGGACAATAATTGTGGGGGTTTCACTT:’\GTGAATTATTCCTGGbACTTGGTTCCTATTTCAGGGCd 840
ook ook sk Kk ok kelololilek ok sk ok Aok sololok kAR * ko

——CACTTAAAAT-ATTACCCTTGC——————ACCACCAAGATAAAAGCC————TAGAG——— ATTCGG————ATAT-CCGAGTATT——————CTAGGC—TTTTA— 426
EﬂTACTTGATATTATTCCCCGTTCTTTCCTTACCAGTAGGGCATAAGTTGTTGGTGGGGTTCATACTCCGCGTGACCACATGCCGAGCGTCTTCTAATGGGCTAGGTAATGTTTTCAATT 960
Hodolok K ok dokk kol % % drolok Kk ok ok dokok * K ok ® Aok K * ok ook ok Hopololok Hokok K
CSB-1
“TTATCGCCGG GCTACGCCA CACGA CTTA TTCAATACT—AATGTCCC———————————————AC 473
CCTTTCCTCGGCCATTTCAGAGTGCAGCGCTAGGGTTTGTTGGCAAGGGAGATCATTTTTCTTGCTTACAGGTGTAAATETTTAAATGTTGTAATGACTTTTTAAGAGAbTTTGCATAAC 1080
K ok ok sk Rk % Hok sokokok ok ok K dokiok K *ok
CSB-C CSB-F CSB-2

| AGAACACAA—————————===CTTTTAACATA——TAAAATATACCC AACCCGTGTACCTATAATATTTT-—— 529
hGATATCAAGAGCATAAGTAGTAATTBTTTCTCCTAACATAACTGATATATCCCCCCCTTGGdTTTTGCGCGTAAACCCCCCCTAdCCCCCCAAAACTCGTAGACTATTATTATTCCTGA 1200
% ok Hok ok Hok Rk kR kR Rk BEE RRE RE RE RRRE

-——CCCC
AAACCCCCCCCGGAAACAGGAGAGTCTCGAGCGGGGTATTTGGCTACCCTAAAATGCATCATTTACATTATTAAAATTAATTT 1283
etk

Figure S2. Sequence alignment between NC2 and CR from O. platycephala mitogenome.

The red sequence in the black box represents the one unit of tandem repeats in the control

region of O. sinensis mitogenome; the conserved “ATGTA” motif is highlighted with

green background; those conserved sequence blocks are highlighted with different marks.

The numbers on the right of sequences reveal the positional relationships among sequences.

The “*” means the corresponding two bases are same.



.pot-NC1 ACTAACAACTA——-TCCGCGCCCAAA—ACAAATTAG——- CCAGG-CCCC- 41
. pot—trnll GTAGATATAGTTTAAAAAAACACTAGATTGTGATTCTAAAGATAGAAGTTAAAACCTCCTTATCCACC 68
k,oosksk, | kedelek k0 ok ok ok Fosdesk, skekex, Rk kk ok
. int-NC1 —————————ACTAACAA——CTAG-CCGCG—TCCAAAACCAAA—TTAG——— CCGGGCCCC— 42
. int—trnH GTAGATATAGTTTAAAAAAACACTAGATTGTGATTCTAAAGATAGAAGTTAAAACCTCCTTATCCACC 68
sk sk skefokesk * ko sk sfeksk * ko spksk k3K ke
.yal-NC1L ACTAATGACTAGACT AACC AACCCC- 25
. yal—trnH GTAGATATAGTTTAAAAAAACACTAGATTGTGATTCTAAAGATAGAAGTTAAAACCTCCTTATCCACC 68
Ak, ke skekeloieksk ok Hokskok kskek, ok
. pla-NC1 GTAGGTACAACTT—TAAAAGCCCTC———— CCCAAGAATAGACTTAAAACCCGCG—CCCAC- 54
. pla—trnH GTAGATATAGTTTAATAAAAACATTAGATTGTGATTCTAAAGACAGAAGTTAAAACCTCCTTATCCACC 69
Rfolck, ok ok ckek skelelekek k) k| K ekl ok skekekeolekorsk * ssfeksk
. sin-NC1 ————ACAAAACTTAATTCAAAACAT—-ATT——— AAAGCTAAAA—TAGGACCTACATACT——- 49
.sin—trnl GTAGATATAGTTTAACA—-AAAACATTAGATTGTGATTCTAAAAATAGAAGTTAAAATCTTCTTATCCACC 69
% ok ok kellk skkelolelolok sokek dokk ok ek ek ok sk sk sk

Figure S3. Sequence alignment between NC1 and trnH from five Odontobutis mitogenomes.

6,9

The “*” means the corresponding two bases are same, the “:”” means the corresponding two
(T34

bases are matched, and the “.” means the corresponding two bases are mismatched. The
numbers on the right of sequences reveal the positional relationships among sequences.
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. pot-NC3 ATAAATTTGCAS CCCTA CTTAAGCTCCTAATATCATATAGCAATT-———————————————TATACTCTTAGTGAAAACCCAAGTAGCAGCT 76
. pot-trnSL GAGAGAGECCTGLTCOCAACGAAGACTGCTAATCCTCOTCCCCTCRO TTEAAGTCCGAAGCTCACTCACAAGC TCCTAAAGGATAATAGC TCATCCEC TGO TCTTAGGAACCAAAMCTCTTGG TGCARTCCAAGTAGCAGCT 144
Lodk, o deksk ok Aedokk Ko deksollokkcolk 1 1 dokkRkok | Tk Dk dekdksclok, keok, ok sokskstelolokskkkokok
int-NC3 ~— ATAAACTTGC AACCCT ACT-—AAGCTCCTAA————— TACCATATACCTTAGTAT —GGCAATTTGTGCTCTTAGTGAAMATCCANGTAGCAGCT 85
int-trnSL GAGAGAGECCTGETGGCANCGAAGACTGCTAATCCTCETCCCCTCGGTTEAATCCGAAGTTCACTCACAAGETCCTAAMGGATAATAGCGCATCCACTGGTCT TAGGAACCAMAACTETTGGTGCAMTCCAAGTAGCAGCT 144
* ko dokk ek ko ok Aeefetotokdekadok Rk ok Ak ok ok Rk ok dek ok kol dokk feeiokiokkkokkaokiokok ok
. yal-NC3 ATAAAGCTAAAACCCT == ACT-~~AAGCTACTAAT- - AATGCCAAACACCTTAATGTAGCAGCCTATACC-CTTGGTGAAACCCCAAGTAGCAGCT 88
. yal-trnSL GAGAGAGECCTGETGGCANCGAAGACTGCTANTCCTCETCCCCTCGGTTEAAGTCCGAAGCTCACTCACAGCTCCTAAAGGATAATAGCTCATCCACTGGTCTTAGGAACCARAACTCTTGGTGCAMTCCAAGTAGCAGCT 144
LR ek, solelok el sfefesteeoke, ofofol ¢ soovder ke ek | ekl ok el ok eiololololor, ek, eklololefeiokeiciolok
. pla-NC3 'c AMAACANTAGCTCCTGAAACACTTCTTAR ———-——-———- ACCCAGTG-——=TAGTCACCAATG-CCCTTGETTCAAATCCAAGTAGTAGCC 78
. pla-trnSL GAGAGAGECCTGCTCOCAACGAAGACTGCTAATCCTCATCCCCTCGG T TGAANTCCGAAGCTCACTCAATGCTCC TAAAGGAT AATAGUCC TTCCATTGGTCT TAGGAACCAAAACTCTTOGTGEAA TCCAAGTAGCAGCT 143
ok solok k| sdkdoiolok, | dok ok skl skl s delok ok dolok okl sk solololiok soioloioikisilelololol ook
. sin-NC3 AA——=-AAACCCACACA-GCTOCTAA==-——TACCACCCCA-————--———-ACCAA=TGCCCCTROTGAAAATCCAGGTAGTAGET 66
sin-trnSL GAGAGAGECCTGOCCOCANTGAAGACTGLTAAT AAATCCGAAGCTCACT CTARGGATAACAGCAATC TAGGAACCAAATACTCTTGGTGCAAACCCAAGTAGCAGET 141

%k d ok ekl ok skelololoksolsiol EEC s 3 ook ok ok deleksisk clekck sdolok ookl sekelek

Figure S4. Sequence alignment between NC3 and trnS-L from five Odontobutis

€,

mitogenomes. The “*” means the corresponding two bases are same, the “:” means the

9

corresponding two bases are matched, and the “.” means the corresponding two bases are

mismatched. The numbers on the right of sequences reveal the positional relationships

among sequences.

O.pot-NC2 [AAMTC——— 62
O.pot-CR TACGAATAGTACATATATGTATTATCCCCATATATAGATATATACCATAATATATAATGCTTTAGGAGACATACTATGTATTATCACCATTTCTCGAATTTAACCATTCATACATCAACA 120
Hokk ook bk ¥ Hk oAbk ok Fobotok Hkok Hobotok ok oblkk F ok ook
TAS
0.pot-NC2 TTAAGCACAGC CCCACA———-TCOCCCAG CCTCATATA ATT 99
0.pot-CR GCAAGACAAGATTCAACACAAGACATATAATGAATATCTAACACCTAATGAAAACTCACAGATATTTCCCAAGTAAATCTCCCCATATATAAATAAGATCTAATATAAATTTAATTTAAC 240
ok * Hokork * skl koK Hok odoiook ook
O.pot-NC2 ATACTATCACGA CAATAATTACA 122
O.pot-CR CATATATACCAGGATTCAACACACTATCAAGATAACAAGCCGATGCAGATAAGGAAGACATTCGAGT CAAGCGTTGGAACTATGTTTCTTGAAGGTGAGGGACAATAATTGTGGGGGTTT 360
R skl
CSB-D

O.pot-NC2 CACCTAAC CCTA-——CAA ATTG-TGAATACAACACCCTAT-CACCCCTTAAGAC TTAATA AGCCCCCC 185
O.pot-CR CACCTAGTGAACT. r\TT('('TG(?FATTTGGTTCCTATTTCAGGGCCA'ITTG.\TT(]/\T ATTATTCCCCATTCTTTCCTTAAAACGGGCATAAGTTGTTGGTGGGGTTCATACTCCTAGTCACTC 480

solooiolok sololok ok sollok K doiok % blok ok ok olloiolok ok ok dolok Bk K Kk ok
O.pot-NC2 CA TGATAAA-~AACACACCCTTGACTAT CAAGGA TCGCCTG 224
O.pot-CR CACATGCCGAGCGTTCTTTCTAATGGACTAGGTTATTTTTTTCTATTTCCTTTCACTTGGCATTTCAGAGTGCAGCGCTAAGGCTTGTTGACAAGGGAGATCATTTTTCTTGCTTACAAA 600

ok * owk Kk Rk bk ook ¥ sk %

CSB-1 CSB-C CSB-F
O.pot-NC2 AATATTCGGAAACCTCC---GAATACTCCG GCAGTG--TGTTTTTTTTGCCG GCTATA: CACA 281
O.pot-CR TAATA q."\ TGTTAATGTTAGAAAGACTTTTTAAG \’I'A\I;\ TTTGCATA '\dl'GATATCMGAGCATATATAGTMTT)G TTTCTCCTAACATAACTGATATATCCCCCCTTGG A 720
ok Kk K Rk ok Hokk ko sk okbkk X Kk ¥ sobokok * ok
CSB-2

O.pot-NC2 A CATATTTCTATACTAT CCCCCGACTAACACGAGAC ATAC-—=ATCAC--TAAGCTGCCC 336
O.pot-CR CCOCCATACTCGTAAGCTATTATTTATTCCTGAAAACCCCCOCGGAAACAGGAGAACCTCGAGTTGGGTATTTGATCGCCCTAAAATGCATTATTTATAATATTATA 840

* swoklok &k dokiok Sk ok ioklok ok sokk K blk ok
O.pot-NC2
O.pot-CR ATAATGTATTTT 852

Figure SS. Sequence alignment between NC2 and CR from O. potamophila mitogenome.
Those conserved sequence blocks are highlighted with different marks. The numbers on the
right of sequences reveal the positional relationships among sequences. The “*”” means the
corresponding two bases are same.
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ATAAACCCCCATTCTCCTCTTTCTCT-~CATCTACTA AATGCCTTA CGCCA CAACTACC 57
TACGAATAGTACATATATGTATTATCCCCATATATAGATATATACCATAATATATAATGCTTTAGGAGACATACTATGTAT TATCACCATTTCTCGAATT TAACCATTCATACATCAACA 120
* sk k solok doloke %k ok sdolok % sokdoioklolok % doiok $ok % ok
TAS
GCTAGATAA————— ACAC———CCTA AATTTCTA TAAGTGTT———AAGCACAGCCCCTCA ACCTCCTATAACT————————— 118
GCAAGATAAGATTCAACACAAGACATATAATGAATATCTAACACCTAATGAAAACTCACAGATATTTCCCAAGTAAATCTCCCCATATATAAATAAGACCTAACATAAATTTAATTTAAC 240
Ak defoiokiok Aeflol Bl Aok Aok EE ook Ak ok ok ek Ak Aok K
e~ ATTCTATCACGACAATAATT AAACACCCG GCCCe ACAA--ATTAT-———— 161
CATATATACCAGGATTCAACATACTATCAAGATAACAAGTCGATGCAGATAAGGAAGACATTCGAGTCAAGCGTTGGAACTATGTTTCTTGAAGGTGAGGGACAATAATTGTGGGGGTTT 360
sk skeiokoiokk ok ok ok ok k colk ek ® % sk ek %
CSB-D
AAATA CAAGACCCC ACTATCGCCC CTTAAGAC TTAATAAACCCC CCCAATAAAAA 216
CACCTAGTGAACTATTCCTGGCATTTGGTTCCTATTTCAGGGCCATITAATTGATATTATTCCCCAT "CTTAAMACGOGCATAAGTTGTTGGTGGAGTTCATACTCCTAGTCACTC 480
sk shek sk sk ek ek skelek sofolsiok ek sk ok 3k * ek ko ok ok
CACA CCTTGACT———AT CAAGGATAGCC————— 242
CACATGCCGAGCGTTCTTTCTAATGGACTAGGTTATTTTTTTCTATTTCCTTTCACTTGGCATT TCAGAGTGCAGCGCTAAGGCTTGTTGACAAGGGAGATCATTTTTCTTGCTTACAAA 600
sk Bk kK kb ok sokskokok *

CSB-1 CSB-C CSB-F
——~TGGATATT————— CGGAAA—CTTCC———————GAAT—————ACT-—-CCGGCAGTGTGT-————TTTTTTTGCC GGCTAT-GCACA- 301
TAATAGNTGTTAATGTTGGAAAGACTTTTTTAAGATANATTGCATAACTTGATATCAAGAGCATATATAGTAAT TG TTTCTCCTAACATAACTGATATATCCCCCCTTGRGCTTTTGCGEGT] 720

* kol skok sekskkok ek sk sk % kk ok ok Kk ckkk kok sokoksk % gk ok
CSB-2
CCACATTCCTA——TATTAT CCCCCGA TTGA AAAATA TACACCACTAAG 347
[AACCCCCCCTAGRCCCCCATACTCG TAAGCTAT TATTTATTCCTGAAACCCCCCCGGAAMCAGGAGAACCTCGAGTTGGTATTTGG TCGCCCTAAAATGCATTATT TATAATATTAAA 840
dokk k kk ek seafeseakokok Fetokokakok EE =3 safekakok Fk ok ok kdeok
CT6CCC—————- 353
ATAATGTATTTT 852

*

Figure S6. Sequence alignment between NC2 and CR from O. interrupta mitogenome.

Those conserved sequence blocks are highlighted with different marks. The numbers on the

right of sequences reveal the positional relationships among sequences. The “*” means the

corresponding two bases are same.
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ATAGCCCCTCT TAAAT TTTTACATTCTACTCTA TTTTATTTGCTG-CGCC CCCAAA——~AAGCA-—AAATATCACCA 71
TACGAATAGTACATATATGTATTATCACCATATATAGATATGCACCATTATATATAATGCTTTAGGAGACATACTATGTATTATCACCATTTCTCGAATTTAACCATTCATACATCAACA 120
Aok k k% ok ok Aok kR ok ok bk ok H o okiok ok sk ok okl ok ok bk okk ok k ok skblokok ok

TAS
CCA-GCTGAG—————— CCCAAACTGCATAATG CTCA SACGACCCACTATTTAGC——-ACCCTAACA———————————— 127
GTAAGATAAGATACAACACAAGACATATAATGAATATTTAACGCCTTATGAAAACTCATAGATATAACCCAAGTAAATAACCTCATATCAAGT TAAGACCTAACATAAACTTAATTGAAT 240
* ok ok ek & kekok stk sekskok ko ke sk Kk sekskoksioRk
~ATATATTTCAG ATATT TATAAMTACGGGGCATATGCAA—TAA——TTGACACTACATATTT——ATATAA—ATTATAAATACGAAAG——— 206
CATATATACCAGGATTCAAAATACTATCAAGATAACAAGCCGATGCAGATAAGGAAGACATTCGAGTCAAGCGTTGGAACTACGT TTCTTGAAGGTGAGGGACAATAATTGTGGGGGTTT 360
sololol el sokk sk ook bk ok kR ko k dbk dolk sollobk sk ok ok % ok kK ok ok sk
CSB-D
—————————— ACCACTACCAACTTT ATT——AAGGC TCAATA——AGCCCCCATACTA AAAAC ACACCCTTGACCATCA 269
CACCTAGTGAACTATTCCTGGkIATTTGGTTCCTATTTCAGGGCCATTAATTGATATTATTCCCCATTCTTTCCTTAAAACGGGCATA}\GTTGTTGGTGGAGTTCATACTCCTAGTCACTC 480
I T wEK K Rk ¥ okkk ok dokiokick ok sekofokk ® ok ok ok %k
AGGATGCCTGAGTATTC GGA ACTTCCG AATATTCCGG——CAGTG TGTT TTTTTTTTG—— 324
CACATGCC-GAGCGTTCTTTCTAATGGACTAGGTTATTTTTTTCTATTTCCTTTCACT TGGCATTTCAGAGTGCAGCGCTAAGACTTGTTGACAAGGGAGATCATTTTTCTTGCTTACAA 599
sokiokk kbk Rk ok ® kkkk wkk ok ok bk Hookk sokrkk kbk
CSB-1 CSB-C CSB-F

GCGCTACC-ACACCAA ATTTCC TATAT 350
ATAATAAL%TGTTAAT GTAAAAAGACTTTT TAAGATGIATTTGCATAALT[‘GATATCAAGAGCATATATAGTAATTL%TTTCTCCTAACATAACTGATATATCCCCCCTT GGC 719

k% dk K K okk ootk skaokokk

CSB—2
********* TATCCCCCGA TAACAT AAAACCACCCCGA CCTAATATGCCC——————— 392
CCCCCATACTCGTAAGCTATTATTTATTCCTGAAAACCCCCCCGGAAACAGGAGAACCTCGAGTTGGGTCTTTGATCACCCCAAAATGCGTTATTTATAATATTAAA 839
Fok skkokiok % dokk ok sollololok okokokok ok sk dokobok

ATAATGTATTTT 851

Figure S7. Sequence alignment between NC2 and CR from O. yaluensis mitogenome.

Those conserved sequence blocks are highlighted with different marks. The numbers on the

right of sequences reveal the positional relationships among sequences. The

AT 33

means the

corresponding two bases are same.



