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Table S1. GenBank accession numbers for taxa used in this study.

Taxon Species Accession No. References
Chilopoda Lithobius forficatus NC_002629 [1]
Bothropolys sp. NC_009458 [2]
Cermatobius longicornis NC_021403 [3]
Scutigera coleoptrata NC_005870 [4]
Scolopendra dehaani KY947341 [5]
Scolopendra mutilans MN317390 [6]
Scolopendra subspinipes MN642577 this study
Scolopocryptops sp. KC200076 [7]
Strigamia maritima NC_026557 [8]
Mecistocephalus marmoratus ~ KX774322 this study
Scolopendra morsitans MW810062 [27]
Scolopocryptops sp. KC200076 [28]
Diplopoda Narceus annularus NC_003343 [9]
Thyropygus sp. NC_003344 [9]
Antrokoreana gracilipes NC_010221 [10]
Abacion magnum NC_021932 [11]
Brachycybe lecontii NC_021934 [11]
Appalachioria falcifera NC_021933 [11]
Asiomorpha coarctata KU721885 [12]
Xystodesmus sp. KU721886 [12]
Symphyla Scutigerella causeyae NC_008453 [13]
Symphylella sp. NC_011572 [14]
Pauropoda Pauropus longiramus NC_016676 [15]
Chelicerata Achella bituberculata NC_009724 [16]
Calisoga longitemsis NC_010780 [17]
Limulus polyphemus NC_003057 [18]
Tachyleus tridentatus NC_012574 [19]
Phalangium opilio NC_010766 [17]
Crustacea Penaeus monodon NC_002184 [20]
Hutchinsoniella macracantha  NC_005937 [21]
Hexapoda Petrobius brevistylis NC_007688 [22]
Thermobia domestica NC_006080 [23]
Drosophila yakuba NC_001322 [24]
Japyx solifugus NC_007214 [25]
Onychophora  Epiperipatus biolleyi NC_009082 [13]
Priapulida Priapulus caudatus NC_008557 [26]
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Table S2. Optimal partition strategy and evolutionary models used in phylogenetic analyses.

Dataset Subset Best Model Sites Partiotion Names

1 MTARTHI+G+F 646 atp8, atp6, nad3, nad2, nad6

2 MTART++G 493 cox1
AA 3 MTARTHI+G 452 cox3, cox2

4 MTART++G 322 cob

5 MTART+I+G+F 1,024 nad5, nad4, nadl, nad4L

1 GTR+I+G 721 cox2_posl, cox1_posl

2 GTR+I+G 504 cox1_pos2

3 TVM+I+G 293 nadl_posl

4 GTR+I+G 377 nad4L_pos2, nad1_pos2

5 GTR+I+G 1,065 cox2_pos2, cob_pos2, cox3_pos2, atp6_pos2
PCGI2RNA 6 GTR+I+G 559 atp8_posl, nad6_posl, nad3_posl, nad2_posl

7 TVM+I+G 559 atp8_pos2, nad6_pos2, nad2_pos2, nad3_pos2

8 GTR+I+G 848 atp6_posl, cox3_posl, cob_posl

9 GTR+I+G 1027  nad4L_posl, nad5_posl, nad4_posl

10 GTR+I+G 943  nad4_pos2, nad5_pos2

11 GTR+I+G 1,647 rrnL, rrnS

1 GTR+I+G 721 cox2_posl, cox1_posl

2 GTR+I+G 504 cox1_pos2

3 GTR +G 1,347  cox2_pos3, cox1_pos3, cox3_pos3, cob_pos3

4 TVM+I+G 908 rrnS, nad1l_posl

5 GTR+I+G 377 nadl_pos2, nad4L_pos2

6 TVM+G 1,320 nad4_pos3, nad4L_pos3, nad5_pos3, nad1l_pos3
PCGRNA 7 GTR+I+G 1,065 cox2_pos2, cob_pos2, atp6_pos2, cox3_pos2

8 GTR+I+G 781 nad3_posl, nad2_posl, atp6_pos1, nad6_posl, atp8_posl

9 TVM+I+G 559 atp8_pos2, nad6_pos2, nad3_pos2, nad2_pos2

10 GTR+G 781  nad2_pos3, nad3_pos3, atp6_pos3, nad6_pos3, atp8_pos3

11 GTR+I+G 626 cob_pos1, cox3_posl

12 GTR+I+G 1,027 nad4L_posl, nad5_posl, nad4_posl

13 GTR+I+G 943 nad5_pos2, nad4_pos2

14 GTR+I+G 1,032 rrnL
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Table S3. Mitochondrial genomes Organization of Scolopendra subspinipes.

Gene

Strand Location

Length Start/Stop Codon Intergenic Nucleotides

trnl
trnQ
trnM
nad?2
trnW
trnC
trnY
cox1
cox2
trnK
trnD
atp8
atpb
cox3
trnG
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trnA
trnR
trnN
trnS1
trnE
trnF
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5,808-5,863
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61
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Table S4. Mitochondrial genomes Organization of Mecistocephalus marmoratus.

Gene Strand Location Length Start/Stop Codon Intergenic Nucleotides
cox] F 1-1,536 1,536 ATA/TAA 0
cox2 F 1,536-2,216 681 ATG/TAA -1
trnK  F 2,215-2279 65 -2
trnD  F 2,281-2,342 62

atp§  F 2,343-2,498 156 ATT/TAA 0
atp6 F 2,492-3,160 669 ATG/TAA -7
cox3 F 3,160-3,945 786 ATG/TAA -1
trnG  F 3,945-4,005 61 -1
trnA  F 4,006-4,065 60 0
trnR  F 4,067-4,124 58 1
trnS1 F 4,129-4,187 59 4
trnE F 4,195-4,251 57 7
trnT  F 4,255-4,306 52 3
nad6  F 4,311-4,814 504 ATA/TAA 4
cob F 4,818-5,954 1,137 ATG/TAA 3
trnS2 R 5,954-6,024 71 -1
trnQ F 6,023-6,091 69 -2
trnM  F 6,083-6,147 65 -9
nad2  F 6,148-7,137 990 ATC/TAA 0
trnW  F 7,136-7,201 66 -2
nad3  F 7,208-7,561 354 ATG/TAA 6
truN  F 7,561-7,633 73 -1
trnF R 7,627-7,689 63 -7
nad5 R 7,688-9,382 1,695 ATT/TAA -2
trnH R 9,390-9,451 62

nad4 R 9,452-10,775 1,324 ATG/T-- 0
nad4L R 10,769-11,047 279 ATT/TAG -7
trnP R 11,051-11,111 61 3
nadl R 11,112-12,036 925 ATA/T-- 0
trnL2 R 12,038-12,099 62 1
rrnl R 12,100-13,414 1,315 0
trnV R 13,415-13,481 67 0
rrnS R 13,482-14,246 765 0
trnl1 R 14,247-14,317 71 0
CR F 14,318-15,080 766 0
trnC  F 15,084-15,137 54 0
trnY R 15,145-15,209 65 7
trnl  F 15,211-15,277 67 1




Genes 2022, 13, 1787

8 of 9

Gln(Q) E\ Met(M) A Trp(W) I Cys(C) T
A=T T-2 el SN
A aTe] 4 [TGA] 123 [TGC]  4-1
G-C ‘ 5o
A T-5
i Azt
G [N |
TATGTG GTAGG i
i) )
BGTAGA A %
AT GT‘A[J G
A=
A-T
G-C
A=T
ot G
A
g G
Tyr(Y) Lys(K) A Gly(G) A Ala(A) i
[TAC] [AAG] A A [GGA] T-A [GCA]
A= &
Ton
c oA
T+G
T-
Z T1G i
. " " Prearg 2 S : " X
+ + F N NS
A7 arig TTAC T TATG v R
Bkl A A wbhd ) Ao
A ; TAT A T g
T-A
-A
A-T
A-T
8 = A
A T S
T T i
& ) Fs) ] |
Asn(N) Ser(S1) Glu(E) T Phe(F) .
[AAC] [AGC] [GAA] & & [TTC] A-T
T T=A
i £
CoA e
AR T
TOGRA A-T
c v
: ANT -
A !\CII\
e
G i
Thr(T) Pro(P) - Ser(S2) m Leu(L2) A
|ACA| [CCA]  c-& ITCA] & ¢ [AAT| xR
-l A=
A-T T-1 g
A= T-A
it g
B
-6 PRI
e Ah A R T i i) A aa T
- 1 1l "‘H’f: A T T.-'Ml.l\ ;;AA A 5
ARA T RAAt A T AACA A m
TA B oA i a6 A i
i A-TA A G oA
3 -T A T-A
-A @ 1
G=Q G-
I'- A A=
A G |
A | G
TgG abd i e
Leu(L1) g Val(V) .
[CTA]  r4q [CAC] AL
A=t ¢
%." f\ aminoacyl acceptor arim % = .IF
A 1=A
A A A A
A A G A
vl ALITG A~ TTAAT
o apd it g A T [1]]]T
i | TTTAG . CGAT ARTTA
A G " ; | A
Tq T - CAT
* Bt T arm A B W‘A
o variable looj A-T
Darm A P o=z
T+G T-A
G =i (s unticadon arm i el
T T A i
Tyt [

Figure S1. Predicted secondary structure of the 22 tRNAs in the Scolopendra subspinipes mitogenome Dashes (-)

indicate Watson—Crick base pairing.
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Figure S2. Predicted secondary structure of the 22 tRNAs in the Mecistocephalus marmoratus mitogenome Dashes
(-) indicate Watson—Crick base pairing.



