Supporting Information
Table S1. The best model for each partition of the five datasets.
	Datasets
	Partition names
	Best Model

	PCG123
	CO1, CO2, CO3, CytB, ATP6, ND3;
	GTR+I+G

	
	ND2, ND6, ATP8;
	TVM+I+G

	
	ND5, ND1, ND4, ND4L.
	TIM+I+G

	PCG123R
	CO1, CO2, CO3, CytB, ND3, ATP6;
	GTR+I+G

	
	ND2, ATP8, ND6;
	TVM+I+G

	
	ND5, ND1, ND4, ND4L;   
	TIM+I+G

	
	12S, 16S.
	TVM+G

	PCG12
	CO1, ATP6, ND3, CO2, CO3, CytB;
	GTR+G  

	
	ND2, ND6, ATP8;  
	TVM+I+G

	
	ND5, ND1, ND4, ND4L.
	K81UF+G

	PCG12R
	CO1, ND3, ATP6, CO2, CO3, CytB
	GTR+G  

	
	ND2, ND6, ATP8
	TVM+I+G

	
	ND5, ND1, ND4, ND4L  
	K81UF+G

	
	12S, 16S.
	TVM+G

	AA
	CO1, CO2, ATP6, CytB, CO3;
	MTART+I+G

	
	ND3, ATP8, ND6, ND2;
	MTART+G+F

	
	ND5, ND1, ND4, ND4L.
	MTART+G+F
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Figure S1. Secondary structure of 22 tRNAs in Chironomus tepperi.
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Figure S2. Secondary structure of 22 tRNAs in Potthastia sp..
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Figure S3. Secondary structure of 22 tRNAs in Rheocricotopus villiculus.
[image: image4.png]J-strand

A
A
g
%
]
Y
s
5 u .
vuyey'y A
4308 A f
ARAGA U A "
[Nt
A A
U g
<
§
Sor (5, 60U) Sor (5, UGA) he (n) oW
y u
ot Ay
=5 &=
Ay =X
A=y v=4
A0 o
0=A, A An An
A
A
A

Nestrand

Tyr(v) val (V)
A A
[ T
Ay g
—A, v
c A U recsn
A A
U n
—U )

8 gouge’ y
Jucsegy {
uA AL.l
y
§ S
A Avicodon toop —— U u

[
A UAC " micosen




Figure S4. Secondary structure of 22 tRNAs in Parochlus steinenii.
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Figure S5. Secondary structure of 22 tRNAs in Prodiamesa olivacea.
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Figure S6. Secondary structure of 22 tRNAs in Clinotanypus yani.
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Figure S7. Substitution patterns of the PCG123 (a), PCG123R (b), PCG12 (c), and PCG12R (d) datasets. The graphs represent the increase in GTR distance.
