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Figure S1. Predicted secondary structures for the 22 typical tRNA genes of Auplopus mitochondrial
genome. Base-pairing is indicated as follows: Watson-Crick pairs by lines, wobble GU pairs by dots

and other noncanonical pairs by circles.
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Figure S2. Predicted secondary structures for the 22 typical tRNA genes of Agenioideus mitochondrial

genome. Symbols are as in Figure S1.
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Figure S3. Cont.

S3 of S8

u
Hies A,
Af,6

A



Int. ]. Mol. Sci. 2016, 17, 1641; doi:10.3390/ijms17101641 S4 of S8
TREeP
UooA
uYa U—n
[T H18354 — U AAU
AL Gela AU
AU y—at gt
H1792 10 o U AC—G A CH1906
U—A cIu
- FU—A g~
U—a cog F
dza G—¢C 'Gc/iAA
G U H1925
u A, rieao U s
i
4%
H1935 U
A
Al — cuuC
U—A
A—U
— UUUuAUA
A AU U
c A Iy
U A U
c A
UaaG s U A
c—¢ A
A—U Up—u
Ao C A—U
U—a (U]
HIB480 — A 02 2258
U—a Hoo77 5 T
A—U
A—U Ay
AU a—1U An H2347 ACH
A—10 A
P a U—A AUAA UUU Y
IV g A Ay R A
U UAUUJAAG ~
. Y A U— Ay 1] ApanY
5" half VST Hongeld — A A AU—ag A
<4 U—a U—A A A A—U s s
< A I A U g AHees
< Ap A—Upy A U—A
u A AL A a U
C C A
c—c Uy oA
ey AN
U
Ua G—c
. H262b U A §2%
« -0
C—6
o
. H262a | uCG aC Gay
4 AA H2025 G
A
c
u H2043 A
UUAAUUGU AGACGR G H2455
v o et 1l CAUAAYS AAAUUAUAAAGA
UAACU UCU ClY Frrrr e rrerrrren C
" AL GUAUU U BUUAAUALUL, A
u A K
U G c
G C
_ Hs33 u ] .
% u AA N C
HZ588GT\N G
A UC\\CUU AAU LA
vl A\ Us, _,u®
oA G 2A—U
A TS AC\ A UG
LeUTN A O —a
A N6 u—a
U oA a o A — ) H2507
U UU\\\UCC gA*U
AN AR H2646 AU — A
N U—A
, - C—G
trnl{ 3A A 4H2875 x N A H2520
H2735 Uu///AU MR uLuannaacd C,
TR T A illel 1o o
T Ap—y AAAUUAUUC o
4 Al u—a
U cC—6
Anll G GHz4T
G—C
c U
Uye

Figure S3. Predicted rrnL secondary structure in the Auplopus mitochondrial genome. Tertiary

interactions and base triples are connected by continuous lines. (A) 5 half of r#unL; (B) 3" half of rrunL.

Symbols are as in Figure S1. I-VI shows the region of different domains.
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Figure S4. Predicted rrnL secondary structure in the Agenioideus mitochondrial genome. (A) 5' half

of rrnL; (B) 3" half of rrnL. Symbols are as in Figures S1 and S3. I-VI shows the region of
different domains.



Int. ]. Mol. Sci. 2016, 17, 1641; doi:10.3390/ijms17101641

S7 of S8
A
HB73b g HET38 AGUAAUUU® AUcuan
u A [N [ -
AUAUUUAAUAUUAUA AAUA a A AUUAAA AGAU Y
A LIl lellalll 111 A a—uU H1068 A A R1173
AGUAAAUUCUAUUALU  UUAA, A 1074 — A A
Ua AU UocC uoR
G Ap A U A
A U U
A U
G —=C
AGA A
U u u c—a
A | " Hmwg,SA
A c -
Ay G—0C
G—C U= AA
A A—1U 6c—@
A c—6
c U ey
A u—A
A u A—U
U oA A A gy — A
ah — UHTB9
A A i aea
Ha—u A A
Y U a—U v A
U U—a u—a”
y—a U—a
A O—=ay A Hesd
v A—U
AA U—A
U—A
A g
H575 U a /\j
Hoso U c
U
GA\\A uA—UY
A aC o A AUy g
A C N U Uel
A Au EU u—a
0= @ rser ApU G748
A—U HO44 C — G
A—U U C—0
A A8TU, Hess A—U
AAU AAUGUGY A=U
e A =
A —U uua UUACA A
Uy — a H511a n s A Hoza_ ar” Ay A
U—a AA 1] UAG \ AU\ i
ABU— A H17 AA G AU . \
A N /7 A uuuue ecuuavuuamt Vat AUt uAL
Uasla —u oA acACRU e AL A U
U—a uY o\UAU\n\ A ACUGA AUAAAU U s G u
H500A — U AAU\\\ TR UUUU A a A Ha21 CCUUAU & °, u
u A A U ~u
arUARA Z U U A 2" ho 8 u, A €A "e,
o N " 0 Ay o i G
-~
f o us 1A v AR Cu Ay a0 A A
AAAULUATULAUAUA S A 5—c A U TR
a Ll lesl] A 5 Co A, AA/U i,u
GUAAAUAAAUAAUUA A c u © <A - UH1303
H367 A a roR. H1506 BTeR, nl
e o s_¢ UAAGUGUACCE TRt AT
U U M U oo Illdessr1l & PN
u r's A% Cc -5 A AUUCUUGUGGA A A Iy U
"oy a iy Uy
Bas e A A A A o
U—A U—A a0 A
A—U 0—A
A —0mT U—a
Uss c—6
0 L6,
ifu ’ u tnV
Goae A Aal
A a
A A
U
G n
Ao A
A—U
A—U
u—2~a
Col
U U
U A
U A
A

Figure S5. Predicted rrnS secondary structure in the Auplopus mitochondrial genome. Symbols are as
in Figures S1 and S3. I-VI shows the region of different domains.
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Figure S6. Predicted rrnS secondary structure in the Agenioideus mitochondrial genome. Symbols are

as in Figures S1 and S3. I-VI shows the region of different domains.
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