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- - G G G G G A A T A G C - - T C A G T G G T A T T A G T A G A G C A T - T C G A C T G C A - G A T C A G A G A G G T C C C C G G T T C A A A A T T C C G G G T G C C C C C C
- - G G G C G T A T A G C - - T C A G T G G T - - - - - - A G A G C A T - T C G A C T G C A - G A T C T - - A G A G G T C C C C G G T T C A A A T C C G - G G T G C T T C G T
- - G G G G G T A T A G C T - C A G G T G G T G T - - - - A G A G C A T - T C G A C T G C A - G A T C G A G A G G T C C C C G G G - T T C A A A T C C G - G - T G A C C C C T
T R S G G G G T A T A G C T T Y M R G T G G T D T T A G T A G A G C A T C T C G A C T G C A M G A T C S A M A R A G G T C C C S G G T T C A A A T C C G G G G T G C C C C M T



Formatted Alignments

dd_Smed_g4_GLN-CTG_tRNA_1
dd_Smed_g4_GLN-CTG_tRNA_2
dd_Smed_g4_GLN-TTG_tRNA_1
dd_Smed_g4_GLN-TTG_tRNA_2
dd_Smed_g4_GLN-TTG_tRNA_3
dd_Smed_g4_GLN-TTG_tRNA_4
dd_Smed_g4_GLN-TTG_tRNA_5
dd_Smed_g4_GLN-TTG_tRNA_6
dd_Smed_g4_GLN-TTG_tRNA_7
dd_Smed_g4_GLN-TTG_tRNA_8

10 20 30 40 50 60 70 80 90 100
G G T C C C A T G G T - - - - - - G T A G C G G T T A G - - C A C T C T G - A C T C T G A A T A C A G C G A C G C C G A C G T T T C A A A T C T - - C G G - T G G G A C C T - - - - - - - - - - - -
- - - G G G G T A A T A G - - C T T C A G T - G G T A G A - - G C A T T C G A C C C T G C A G A T C G A G A G G T C C G - G T T C A A A - T C C G G G G T G C C C C T - - - - - - - - - - - - - - -
- - - C C G G T G A T A G - - - - G T C A G G G T G A G - - - - - C G A G G A C T T T G A T T C C T T A G G - - T C G G T G G T T C A A A T C C G C C T C A C C G G A - - - - - - - - - - - - - - -
A G G T C C A T G G T A T T T C T G T A G C G G T T A G - - C A - T C A G G A C T T T G A A T C C T G C G A - C C C G A - G G T T C A A A T C T - - C G G - - T G G A C T T A - - - - - - - - - - -
- - - G T C A C G A T G G - - - C C G A G T G G T T A A G - - G C G T T G G A C T T T G A A T C C C A A A A A A T T G G G G T T T C C C G C G T - - A G G T T C G A A A C C C T G C T C G T G A C G
- - - G G C C C T A T A G - - T C T C A G G - G G T A G A - - G C A C T G G T C T T T G T A A C C A G G G G G T C G A G - A G T T C G A T C T C T C T G G G G G C A - - - - - - - - - - - - - - - -
- - - G C C C G G A T A G - - G C T C A G T C G G T A G A - - G C A T C A G A C T T T G A A - - T C T G A T G T C C A G - G G T T C G A G T T C C C T G T T C G G G C G - - - - - - - - - - - - - -
- - - G G G G A T G T A G - - C T - C A G T - G G T A G A - - G C G T C C G - C T T T G C A - - T G A A A G G T C C C G - G G T T C G A - T C C C C G G C A T C T C C A - - - - - - - - - - - - - -
A G T C C C A T G G T - - - - - - G T A G C G G T T A G C A C T T C A A G G A C T T T G A A T C C T G C G A C C T C G A - G T T T C A A A T C T - - C G G - T G G G A C C T - - - - - - - - - - - -
G G T C C C A T G G T T - - - C T G T A G C G G T T T A G C C A C T C A G G A C T T T G A A T C C T G C G A - A C C G A - G T T C A A A T C T T - - C G G C T G G G A C C T - - - - - - - - - - - -
R G T S C C R T G R T A G T T C T G Y A G Y G G T T A G A M C G C W Y W G G A C T T T G A A T C C Y G M G A G C C G G B G K T T C A A D T C Y S C B G G D T S G G A C C T M T G C T C G T G A C G



Formatted Alignments

dd_Smed_g4_GLU-CTC_tRNA_2
dd_Smed_g4_GLU-CTC_tRNA_3
dd_Smed_g4_GLU-TTC_tRNA_1

10 20 30 40 50 60 70 80
T C C C T G A T G G T C - T A G C G G T T A G G A T T C C T G G C T C T C A C C C A G G T G G C C C - G G G T T C G A C T C C C G G T C A G G A A T
T T C C T G A T G G T C - T A A C G G T T A G G A T T C C T G G C T C T C A C C C G G G T A G C C T - G G G T T C G A C T T T C G G T C A G G A A A
T C C C T G A T G G T C C T A G C G G T T A G G A T T C C T G G T T T T C A C C C A G G C G G C C C C G G G T T C G A C T C C C G G T C A G G G A T
T C C C T G A T G G T C C T A G C G G T T A G G A T T C C T G G C T C T C A C C C A G G T G G C C C C G G G T T C G A C T C C C G G T C A G G A A T



Formatted Alignments

dd_Smed_g4_GLY-CCC_tRNA_1
dd_Smed_g4_GLY-CCC_tRNA_2
dd_Smed_g4_GLY-CCC_tRNA_3
dd_Smed_g4_GLY-CCC_tRNA_4
dd_Smed_g4_GLY-CCC_tRNA_5
dd_Smed_g4_GLY-CCC_tRNA_6
dd_Smed_g4_GLY-GCC_tRNA_1
dd_Smed_g4_GLY-GCC_tRNA_12
dd_Smed_g4_GLY-GCC_tRNA_13
dd_Smed_g4_GLY-GCC_tRNA_14
dd_Smed_g4_GLY-GCC_tRNA_2
dd_Smed_g4_GLY-GCC_tRNA_3
dd_Smed_g4_GLY-GCC_tRNA_4
dd_Smed_g4_GLY-GCC_tRNA_6
dd_Smed_g4_GLY-GCC_tRNA_8
dd_Smed_g4_GLY-GCC_tRNA_9
dd_Smed_g4_GLY-TCC_tRNA_1
dd_Smed_g4_GLY-TCC_tRNA_2
dd_Smed_g4_GLY-TCC_tRNA_3
dd_Smed_g4_GLY-TCC_tRNA_4
dd_Smed_g4_GLY-TCC_tRNA_5
dd_Smed_g4_GLY-TCC_tRNA_6

10 20 30 40 50 60 70 80
- G A G C T C G C G G C G C A - A C G G - - - T A G C G C G G C T G T A C T C C C A G A T C A G A A G G T T T G C G T G T T C G A - A T C A C G T C G G G C A T A
G C A T C - G G T G G T T C A - G T G G T T A G A A T - - - C T C G C C - G C C C A C G C - - - G G G C G A C C C G G G T T C G A - T T C C G G C C G A T G C A -
- T C C T C G A T A G T - A T C A T G G T C A G T A T C - - T C C G C C T T C C C A C G T - - G G G G A A G G C C G G G T T C G A T T C C C G G T C G G G G G G -
- G C G C C G A T A G T G T A - G T G G - T A T C A T G - - - C A A C C C T C C C A C G - - - G T T G T G A C C C G G G T T C G A A T C C C G G T C G G C G C A -
- - G T T C G A T G G T G T T A G T G G T T A T C A C G - - T C T G C T T T C C C A C G C C - A G A G G G T C C C C G G T T C G A T C C C G G G T G A A C A - - -
- T C C T C G A T A G T - A T C A T G G T C A G T A T C - - T C C G C C T T C C C A C G T - - G G G G A A G G C C G G G T T C G A T T C C C G G T C G G G G G G -
G C A T C - G G T G G T T C A - G T G G - T A G A A T G - C C T C G C C - T G C C A C G T C G G G C C G A A C C C G G G T T C G A T - C C C G G C C G A T G C C -
G C A T C A G G T G G T T C A - G T G G - T T G A - T G - - C T C G C C - T G C C A C G A - G C G G G C G A C C C G G G T T C G A T T C C C G G C C G A T G T T -
G C A T - - G G T G T T T C A - G T G G - T A G A A T G - - C T C G C C - T G C C C C T G C G G G C - G A A C C C G G G T T C G A T T C C C G G C C G A T G C A -
G C A T C - G G T G G T T C A - G T G G - T A G A A T G - C C T C G C C - T G C C A C G T C G G G C C G A A C C C G G G T T C G A T - C C C G G C C G A T G C C -
A C A T T - G G T G G T T C A - G T G G - T A G A A T G C T C C C G C C C T G C C A C G T C G G G C - G G A C C - G G G T - C G A T C C C C G G C T G A T G C A -
- - - T C G G T T G G T T C A - G T G G A T A G A A T G - - C T C G C C - T G C C A C G C - - - G G G - C G A C C G G G T T C G A - T T C C G G C G A T T G A T -
- - - G G G T A T A G C T C A - G T G G - T A G A G C A - - T T C G A C - T G C C A G A T C G A G A A G G T C C C C G G T T C A A A T C C G G G T C C C C T - - -
A C A T T T G G T G G T T C A - G T G G - T A G A A T G - - C T C G C C - T G C C A C G - C G G G C - G A C C C C G G G T T C G A T T C C C G G C T G A T G C A -
A T C C T C G A T A G T T A T A G T G G T C A A T A T C - - T C C G C - T T G C C A C G C - - G G G C C G A C C C G G G T T C G A T T C C C G G C G A T G A T T -
G C A T C A G G T G G T C C A A G T G G T T A G A A T G - - C T C G C C - T G C C A C G C - - - G G G G C G A C C C G G T T C G A A T T C C G G C G A T G C G - -
- G A G C T C G T G G C G C A - A C G G A T T T A G C G C G T C T G - A C T T C C A G A T C A G A A G C - T T G C G T G T T C G A - A T C A C G T T G G C T C A -
G C A T C - G G T G G T T C A - G T G G - T A G A A T - - T C C C G C C C T - C C A C G - C G G G C - G A A C C C G G G T - C G A T T C C C G G C - G A T G C A -
C G A G C T C G T G G C G C A - A C G G A T T T A G C G C G T C T G - A C T T C C A G A T C A G A A G C - T T G C G T G T T C G A - A T C A C G T T G G C T C A A
- T C C C T G A T - G T C T A - G C G G T T A G G A T T - - C C T G G C C T - C C A C C C - - - - A G G G G C C C G G G T T C G A C T C C C G T C A G G G A A - -
- G A G C T C G T G - C G C A - A C G T A A - - A G C G C G T C T G - A C T T C C - G A T C A G A G G - - T T G C G G G T T C G A G A T C A G T C G G G C T C A -
- G C G A T T G T G G T G T A - A C G G - - T C A G C A T G G A T G - - C C T T C C A A G C A T T C G A - - T C C G G G T T C G A C T C C C G G C A A T C G C A -
G S A K C Y G G T G G T T C A A G T G G T T A G A A T G C G C C C G C C C T S C C A C G T C G G G S G G R W C C C G G G T T C G A T T C C C G G C S G R Y G C A A



Formatted Alignments

dd_Smed_g4_HIS-GTG_tRNA_1
dd_Smed_g4_HIS-GTG_tRNA_2
dd_Smed_g4_HIS-GTG_tRNA_3
dd_Smed_g4_HIS-GTG_tRNA_6
dd_Smed_g4_HIS-GTG_tRNA_7

10 20 30 40 50 60 70 80 90 100
- - G T G C G T G - T C G - T C T A - G T G G T - A G G A C A T T G C G T T G T G G C C G C A A T A - - - - - C C A G G T T T C G A A T C T - - G T C A C G G C A C T
- - - G C C G T G A T C G T T C T A - G T G G T T A G G A C A T T G C G T T G T G G C C G C A A T A A - - - - C C C A G G T T C G A T C C A T - G G - - C G G C A - -
- - G C C C G T G A T C G G T C T A A G T G G T T A G G A A C T T G C G T T G T G G C C G C A A T A A - - - - C C C A G G T T C G A A T C C T - G G T C C G G C A - -
G T G G C C G T G A T C G C A G T G - G T A A - - G G G A C A T T G C G T - G T G G C - G C A A T A A - - - - C C C A G G T T C G A A T C C T - G G C A C G - C A C T
- - - G C C G T G A T C G - T C T A - G T G G T T A G G A C A T T G C G T T G T G G C C G C A A G G A G G A G C C C A G G T T C G A A T C C T G G T C A A G G C A - -
G T G G C C G T G A T C G B T C T A A G T G G T T A G G A C A T T G C G T T G T G G C C G C A A T A A G G A G C C C A G G T T C G A A T C C T G G G C A C G G C A C T



Formatted Alignments

dd_Smed_g4_ILE-AAT_tRNA_1
dd_Smed_g4_ILE-AAT_tRNA_4
dd_Smed_g4_ILE-TAT_tRNA_1
dd_Smed_g4_ILE-TAT_tRNA_2

10 20 30 40 50 60 70 80
- G G C C G A G T A G C T C A G T T G G T T A G A G C G T C G T G C T A A T A - A C G C G A A T G T C G T G G G T T C G A G C C C C A T C T T G G C C A -
- G C C T T C G T A G C T C A G T - G G T T A G A G C A C A G G T C T A A T A - A A C C A A T G G T C G T G A G T T C A A T T C T C A C C G A A G G C A -
- T G C C C C G T A G C T C A G T C G G T C A G A G C G C T G T A C T T A T A - A T G C G G A G G T C G A G A G T T C A A G C C T C T C T C G G G G C A C
G G T T C G A T T G G T G T A G T - G G T T A T C A C G T C T G C T T T A T A C G C A G A A A G G T C C C C G G T T C G A T C C C G G G T C G A A C C A -
G G B C C B M G T A G C T C A G T Y G G T T A G A G C G Y H G K C T W A T A C A H V C R A A G G T C G H G R G T T C R A K C C Y C D B Y B D R G S C A C



Formatted Alignments

dd_Smed_g4_LEU-AAG_tRNA_1
dd_Smed_g4_LEU-AAG_tRNA_3
dd_Smed_g4_LEU-AAG_tRNA_4
dd_Smed_g4_LEU-AAG_tRNA_6
dd_Smed_g4_LEU-CAA_tRNA_1
dd_Smed_g4_LEU-CAA_tRNA_2
dd_Smed_g4_LEU-CAA_tRNA_4
dd_Smed_g4_LEU-CAA_tRNA_5
dd_Smed_g4_LEU-CAG_tRNA_1
dd_Smed_g4_LEU-CAG_tRNA_2
dd_Smed_g4_LEU-CAG_tRNA_4
dd_Smed_g4_LEU-CAG_tRNA_5
dd_Smed_g4_LEU-CAG_tRNA_6
dd_Smed_g4_LEU-CAG_tRNA_7
dd_Smed_g4_LEU-TAA_tRNA_1
dd_Smed_g4_LEU-TAA_tRNA_2
dd_Smed_g4_LEU-TAA_tRNA_4
dd_Smed_g4_LEU-TAA_tRNA_5
dd_Smed_g4_LEU-TAA_tRNA_8
dd_Smed_g4_LEU-TAA_tRNA_9
dd_Smed_g4_LEU-TAA_tRNA_11
dd_Smed_g4_LEU-TAG_tRNA_1
dd_Smed_g4_LEU-TAG_tRNA_11
dd_Smed_g4_LEU-TAG_tRNA_12
dd_Smed_g4_LEU-TAG_tRNA_13
dd_Smed_g4_LEU-TAG_tRNA_2
dd_Smed_g4_LEU-TAG_tRNA_3
dd_Smed_g4_LEU-TAG_tRNA_5
dd_Smed_g4_LEU-TAG_tRNA_6
dd_Smed_g4_LEU-TAG_tRNA_7
dd_Smed_g4_LEU-TAG_tRNA_8
dd_Smed_g4_LEU-TAG_tRNA_9

10 20 30 40 50 60 70 80 90 100
G C T A G G A T - - - G G C C G A G T G G - - T T A A G G - C G G T T G G A T T A A G A A - - - - T C C A C T - - G - A C A A T G - T C - G C - G T G G T T T C G A A C C - - - C C A C T T T T A G C A -
- - - G T C G T G A T G G C C G A G T G G - - T T - A A G G C - G T T G G A C T A A G A A A - - - - T C C A A T G G G G T T T C C - - - C C G C G C A G G T T C A A A - T C - - C T G C T C A C G A C G -
- - - G T C G T G A T G G C C G A G T G G - - T T - A A G G C - G T T G G A C T A A G A A A - - - - T C C A A T G G G G T T T C C - - - C C G C G C A G G T T C A A A - T C - - C T G C T C A C G A C G -
G G T A G C G T - - - G G C C G A G C G G - T C T A A G G G G C G C - T G G T T T A A G G - - C - A C C A G T T C G A A A - - G G - - - - A G C G T G G G T T C G A A T C - - - C C A C C G C T G C C A -
- - - - - - - - - - - - - - - - - - - G C C T C T G A T A G C G - C A G T A G G T A G - C G C G T C A G T C T C A A A T A A T C T G A A G G T C G G G T G A G T T C G A T C G - C T C A C T C G G G C A -
- - - - - - - - - - - - - - - - - - - - G C C G C G A T A G C T - C A G T T G G G A G - A G C G T T A G A C T C A A - G - A T C T A A A G G T C A C T G G T T C - G A T A C C - G G T T - C G C G G C A -
G T C A G G A T - - - G G C C G A G T G G - T C T A A G - G C G C C - A G A C T C A A G G - - T T C T G G T C T C C G A A T G G A - - - - G G C G T G G G T T C A A A T C C - - C A C T T A C T G A C A -
G T C A G G A T - - - G G C C G A G T G G - T C T A A G - G C G C C - A G A C T C A A G G - - T T C T G G T C T C C G A A T G G A - - - - G G C G T G G T T T C A A A T C C - - C A C T T - C T G A C A -
- - - - - - - - - - - - - - - - - - - - G C C G C G A T A G C T - C A G T T G G G A G - A G C G T T A A C C T C A G T G - A T C T A A A G A - C A C C T G T T C - G A T C C C - G G T T - C G C G G C A -
G T C A G G A T - - - G G C C G A G T G G - T C T A A G - G C G C T - G C G T T C A G G T - - C G G C A G T C C A C T T T T G T G - - - - G G C G T G G G T T C A A A A T C - - C C A C T T C T G A C A -
- - - - - - - - - - - - - - - - - G G C T C C C A A G T G T T C - T A G G G G T A T G - - A T A C T C G A T T C A G - G G T G C G A G T G G T C C C G G - G T T C A A A T C C - C G G C T - G A G C C C -
G T C A G G A T - - - G G C C G A G T G G A T C T A A G - G C G C C - A G A C T C A - G G - - T T C T G G T C T C - G A A T G A G - - - - G G C G T G G G T T C A A A T C C - - C A C T T - C T G A C A -
G T C A G G A T - - - G G C C G A G T G G - T C T A A G - G C G C T - G C G T T C A G G T - - C G G C A G T C C A C T T T T G T G - - - - G G C G T G G G T T C A A A A T C - - C C A C T T C T G A C A -
- - - - - - - - - - - - - - - - - - - A G C T C C G - T G G C G - C A A C G G T A G C - G C G T T C T G A C T C A - - G A A T C A G A A G G T T G C G T - G T T C G A A T C A - C G T C G - G C G C T C -
- - - - - - - - - - - - - - - - - - - C G T T C G A - T G G T G - T A G C G G T T A T - C A C G T C T G C C T - - - - A A C G C A G A A G G T C C C C G - G T T C G A T C C C - G G G T C - G A A C C A -
G C T A G G A C - - G G G C C G A G T G G - - T T A A G G G C G G T - G G A C T T A A G A - - - - T C C A C T - - G G A C A C T G G T C C G C C G T G G G T T G A C A C C - - - C C A C T T C T A G A A -
G C T A G G G A T T G G G G C G A G T G G - - T T A A G G - C G G T - G G A C T T A A G A - - - - T C C A C T - - G G A C A A T G - T C C G C - G T G G G T T C G A A C C - - - C C A C T T C T A G C A -
G G T A G C G T - - - G G C C G A G C G G - T C T A G G C G C T - - - T G G T T T A A G - - - - - - - - - - T T C G A A A - - A G - - - - A G C G T G G G G T T C G A A T - - - C C A C C G C T G C C A -
G C T A G G A T - - - G G C C G A G T G G - - T T T A A G G C G G T - G G A C T T A A A - - - T C C T A C C T G A G G A C A A T G - T C C G C - G T G G G T T C G A A C C - - - C C A C T T C T A G C A -
G G T A G C G T - - - G G C C G A G C G G - T T C T A A G G C C - - - T G G T T T A A G G - - C C A C C A G T T C G A A A - - G A - - - - A G C G T G G G T T T C G A A T T - - C C A C C G C T T C C A -
A C T G G C A T - - - G G C - G A G T G G - - T T - A A G G C G G T - G G A C T T A A G A T T C C C C C A C T T G G G A C A A T G - T C C G C - G T G G G T T C G A A C C - - - C C A C T T C T A G C A -
- - - - - - - - - - - - - - - - - - - G G C T C A G T T G G T C - T A G G G G T A T G - A T T A C T C G C C T T A G - G G T G C G A G T G G T C C C G G C G T T C A A A T C C - C G G C T - G A G C C C -
- - - - - - - - - - - - - - - - - - - - C C G G T G A T A G G - - C A G T T G G T A G - A G C G G - G G A C T T A G T G A T T C C T T A G G T C G G T G G T T C - A A A T C C - G C C T - C A C C G G A -
G G T A G C G T - - - G G C C G A G C G G G T C T A A G G G C G C T - T G G A T T T A G G - - C - T C C A G T C C G A A - - - - G - - - - G G C G T G G G T T C A A A T C C C A C C C C C G C T G C C A -
- - - G T T G T G A T G G C - G A G T G G - - T T T A A G G C C G T T G G A C T T A G A A - - - - - T C C C A T G G G G T T T C A - - - C C G C G C A G G T T C A A - - - T - - C C G C T C A C G A C G -
- - - - - - - - - - - - - - - - - - - G C C T T C G A T A G C T T C A G T G G T T A G - A G C A C T G G T C C T A G T A - - A C C A G G G G T C G T G A A A T T C A A T T C T - C A C C G A A A G G C A -
- - - - - - - C G T G A G C C G A G T G G - - T T - A A T G C - G T T G G A C T T A G A A A - - - - T C - C A T G G G G T T T C C - - - C C G C G C A G G T T C A A A T C C - - T G C T T C A G C A C G A
- - - - - - - - - - - - - - - - - - - - A C G G T G A T A G C T - C A G T T G G T A G - A G C G G A G G A C G T A G T G G A T C C T T A G G T C G G T G G T T C A A A T T C C - G C C T - C A C C G G A -
- - - - - - - - - - - - - - - - - - - - A C G G T G A T A G C T - C A G T T G G T A G - A G C G G A G G A C G T A G T G - A T C C T T A T G T C G G T G G T T T C A A A T C C - G C C T T C A C C G G A -
- - - - - - - - - - - - - - - - - - - - G C T C A G T T G G T C - T A G G G G T A A A T G A T A C T C G C C T T A G - G G T G C G A G T G G T T C C C G G G T T C A A A T C C - C G G C T T G A G C C - -
T T C G T G A T G G A G C C - G A G T G G - - T T A A A G G C - - T T G G A C T T A G A A - - - - - T - - C A A T G G G T T T C - - - - C C G C G C A G G T T C A A A A T C - - C T G C T C A C G A C G -
G C T A G G A T - - G G - C C G A G T G G - - T T A A G G - C G G T - G G A C T T A G A A - - - - T C C A C T - - G G A C A A T G - T C C G C - G T G G G T T C G A A C C - - - C C A C T T C T A G C A -
G Y T A G G A T G W K G G C C G A G T G G C T Y T A A K G G C G G T A G G R S T T A G G A R C S Y Y Y S M C T T A G G R W T K C S R W M S G K C G Y G G G T T C M A A W T C C A C S M C T Y M Y G R C A A



Formatted Alignments

dd_Smed_g4_LYS-CTT_tRNA_2
dd_Smed_g4_LYS-CTT_tRNA_3
dd_Smed_g4_LYS-CTT_tRNA_4
dd_Smed_g4_LYS-CTT_tRNA_6
dd_Smed_g4_LYS-CTT_tRNA_7
dd_Smed_g4_LYS-CTT_tRNA_8
dd_Smed_g4_LYS-TTT_tRNA_10
dd_Smed_g4_LYS-TTT_tRNA_11
dd_Smed_g4_LYS-TTT_tRNA_13
dd_Smed_g4_LYS-TTT_tRNA_14
dd_Smed_g4_LYS-TTT_tRNA_15
dd_Smed_g4_LYS-TTT_tRNA_16
dd_Smed_g4_LYS-TTT_tRNA_17
dd_Smed_g4_LYS-TTT_tRNA_18
dd_Smed_g4_LYS-TTT_tRNA_22
dd_Smed_g4_LYS-TTT_tRNA_4
dd_Smed_g4_LYS-TTT_tRNA_5
dd_Smed_g4_LYS-TTT_tRNA_6
dd_Smed_g4_LYS-TTT_tRNA_7
dd_Smed_g4_LYS-TTT_tRNA_8
dd_Smed_g4_LYS-TTT_tRNA_9

10 20 30 40 50 60 70 80 90 100
- G C C C G G C T A G C T C A G T C G G T T T A G - - - - - - - - - - - - - A G C A T - - - G G A G A T C T T A A - T C T C A G - G G T G - - - T G G G T T C G A G C C C A - - - - C G T T G G G C G -
- G C C T C G A T A G C G C A G T A G G A T A G C - - - - - - - - - - - - - - G C G T - - - - C A G T C T C T T A A T C T G A - - G G T C G - - T G A G T T C G A T C C T C A T - - - - C G A G G C A -
- G C C C G G C T A G C T C A G C C G - - T T A G - - - - - - - - - - - - - A G C A T - - - G A G A C T C T T A A T T C T C A G - G G T C G - - T G G G T T C G A G C C C C A G - - C G T T G G G C G -
- G C C C G G C T A G C T C A G T C G - - T A G T - - - - - - - - - - - - - A G C A T - - - G A G A C T C T T A A - T C T C A G - G G T C - - - T G G G T T C G A G C C C C C C C A C G T T G G G C G -
- G T C A G G A T G G C C G A G T G G T C T A A G G - - - - - - - - C G C C A G A C T - - C T T A G T T C T G G T C T C C G A A T G G A G G C G T G G G T T C A A A T C C C A C - - - T T C T G A C A -
- G C C C G G C T A G C T C A G T C G - - G T A G - - - - - - - - - - - - - A G C A T - - - G A G A C T C T T A A A T C T C A G - G G T C G - - T G G G T T C G A G C C C C A - - - C G T - G G G C G -
- - - - - - - - - G G T T C C A T G G T G T A G C - - - - - - - - - G G T T A G - - - C A C T C A G G A C T T T G A C C T G - - - C G A C C - - C G A G T T C A A A T C - - T C G G T G T G G G A C C T
- G C C C G G - T A G C T C A G T C G G T - A G - - - - - - - - - - - - - - A G C A T - - C A G G A T T T T T - A A T - T G A G - G G T C A C A G G G G T T C G A G T C - - C T - G T C T C G G G C G -
G C C C C T A G T A G C T C A G - - G G G T A G - - - - - - - - - - - - - - A G C A T - - - - T G G T C T T T T A A A C C A G - - G G T C G - - A G A G T T C A T - T C T C T C - - - T G G G G G A G -
- G C C C G G A T A G C T C A G T C C G G T A G A T - - - - - - - - - - - - - G C A T C - A G G A A T C T T T T A A T C T G A G - G - - - T C C A G G G T T C G A G T C - C C T - G T T - - G G G C G -
- G C C C G G A T A G C T - A G T C G G T - A G - - - - - - - - - - - - - - A G C A T - - C G A C T T T T A T - - A T C T G A G - G G T C C - - A G G G T T C G A G T C - C C T - G T T C G G G C G - -
- - - - - - - - - G G C T C A G T G G T C T A G - - - - - - - - - - G G T T A T G A T T A C - T C G C A T T T T A G T G C G A G - T G G T C - - C C G G G T T C A A A T - - C C G G C - T G A G C C C -
- G C C C C G G T A G C T C A G T C G G T C A G - - - - - - - - - - - - - - A G C G C - - - - T G T A C T T T T A A T G C G G A - G G T C G - - A G A G T T C A A G C C T C T C - - - T C G G G G C A -
- G C C C G G A T A G C T C A G T C G G T A G A - - - - - - - - - - - - - - - - - A G C A T G C A G A C T T T T A A T C T G A G - G G G - T C C A G G G T T C G A G T C - C C T - G T T T C G G G C G -
- - - - - - - - - G G T T C G A T G G T A G C G - - - - - - - - - - G T T T A T - - T C A C G T C T T G C T T T T A C A C G A G - A G G T C - - C C G G T T C G A T C C - - C G G G T - C G A A C C A -
- G C C C G G A T A G C T C A G T C C G G T A G - - - - - - - - - - - - - - A G C A T A G C C A G A C T T T T A A A T C T G A G - G G T C C A G C G G T T T C G A G T C - C C T - G T T C G T G C A - -
G G C C C G G - A A G C T C A G T C G G T T A G - - - - - - - - - - - - - - A G C A T - - C A A G A C T T T T - A A T C T G A A - G G T C C - - A G G G T T C G A G T C - - C T - G T T C G G G C C G -
- - G C C G G A A A G C T C A G T C G G T - A G - - - - - - - - - - - - - - A G C A T - - C A G A C T T T T T - - A T C T G A G - G G T T T T C A G G G T T C G A G T T - C C T - G T T C G T G G C G -
- G C C C G G A T A G C T C A G T C G G T A G A - - - - - - - - - - - - - - - - - - G C A T C A G A C T T T T A A A T C T G G G - G T T C C C C A G G G T T C G A G T C - C C T - G T T - C G G G C G -
- G C C C G G A T A G C T C A G T C G G T G G A T C G A C T T T T C T A G T G G A A G A G C A T C A A C T T T T A A T C T G A G - G G - - T C C A G G G T T C G A G T C - C C T - G T T - C G G G C G -
- G C C C G G A T A G C T C A G T C G G T T A G - - - - - - - - - - - - - - A G C A T - - C A A A C T T T T T T A A T C T G A G - G G T C C - - A G G G T T C G A G T C G C C T - G T T C G G G G C - -
G G C C C G G A T A G C T C A G T C G G T T A G B B G A C T T T T C G G T T A G C A T C A C R W R R Y T T T T T A A T C T G A G T G G T C S C C W G G G T T C G A G T C C C C T G G T T Y G G G G C G T



Formatted Alignments

dd_Smed_g4_MET-CAT_tRNA_2
dd_Smed_g4_MET-CAT_tRNA_3
dd_Smed_g4_MET-CAT_tRNA_5
dd_Smed_g4_MET-CAT_tRNA_6
dd_Smed_g4_MET-CAT_tRNA_7
dd_Smed_g4_MET-CAT_tRNA_8
dd_Smed_g4_iMET-CAT_tRNA_1
dd_Smed_g4_iMET-CAT_tRNA_2
dd_Smed_g4_iMET-CAT_tRNA_3

10 20 30 40 50 60 70 80 90 100
- - - - - T G A T T A G C G C A G T A G G T T A G C - - - - - G C G T - C - A G T C T C A T A A - T C T G C A - A G G T T C G T G A G T T C G A T T C T C A T G G G C A T A A
- - G T C A G G A T G G C C G A G T G G T - T A A G G C G C C A G A C T C A T T T T T C T G G T C T C C G A A T G G A G G C G T G G G T T C A A A T C C C A C T T C T G A C A
- G C C T C G A T T A G C G C A A G T A G G T A G C - - - - - G C G T - C - A G T C T C A T A A - T C T G C A - G G T T T C G T G A G T T C G A T C C T C A C T C G G G G C A
A G C C T C G - - T A G C G C A G T T A G G T A G C - - - - - G C G T - C C A G A T T C A T A A - T C T G T A - A G G T - C G T G A G T T C G A T C C T C A C T C G G G C A A
- G C C T C G A - T A G C G C A G T A A G G T A G - - - - - - G C G T - C A G T C C T C A T A A - G T C T G A - A G G T - C G T G A G T T C G A T C C T C A T T C G A G G C A
- - G T C A G G A T G G C C G A G T G G T C T A A G G C G C C A G A C T C A T G T T - C T G G T C T C C G A A T G G A G G C G T G G G T T C A A A T C C C A C T T C T G A C A
- A G C A G A - G T G G C G C A G T G G A A A - - - - - - - - G C G T G C T G G G C C C A T A A A C C C A A G - A G G T C C G T G G A T C G A A A C C A C G C T - C T G C T A
- - G C A G A A G T G G C G C A G T G G A A G C G T G C T G G G C C T G C T G G G C C C A T A A - C C C A G A - G G T T C C G T G G A T C G A A A C C A C G C T T C T G C T -
- A G C A G A - G T G G C G C A G T G G A A A - - - - - - - - G C G T G C T G G G C C C A T A A A C C C A A G - A G G T C C G T G G A T C G A A A C C A C G C T - C T G C T A
A G G C W S G A D T G G C G C A G T G G R R T A G S G C G C C G C G T G C W R G K C T C A T A A M T C C G V A T A G G T B C G T G G G T T C A A A C C W C A C T Y C T G V Y A



Formatted Alignments

dd_Smed_g4_PHE-AAA_tRNA_1
dd_Smed_g4_PHE-AAA_tRNA_2
dd_Smed_g4_PHE-AAA_tRNA_3
dd_Smed_g4_PHE-AAA_tRNA_4
dd_Smed_g4_PHE-AAA_tRNA_5
dd_Smed_g4_PHE-AAA_tRNA_6
dd_Smed_g4_PHE-GAA_tRNA_1
dd_Smed_g4_PHE-GAA_tRNA_3
dd_Smed_g4_PHE-GAA_tRNA_5
dd_Smed_g4_PHE-GAA_tRNA_6
dd_Smed_g4_PHE-GAA_tRNA_7

10 20 30 40 50 60 70 80 90 100
- - G G T A G C G T G G C C G A G C G T G T C T A A G G C G C T G G T T T A A A G G T T C G A A A G A A - - - - - - - - G C G T G G G T T C G - - - A A T C C C - - A C C G C T G C C A
- - G G T T C G A T G G T G T A G C G G T T A T - G C A C G T C - T G C C T A A A A C G C A G A A G G T - - - - - - - - - C C C C G G T T T C - - - G A T C C G - - G G T C G A A C C A
- - G T C G T G A T G G C C G A G - - T G G T T A A G G C G T T G A C T A A A A A A T T C C A A T G G G - - - T T T C C G C G C A G G T T T T T C A A A T C C T - - G C T C - C G A C G
- - G C C G C G A T A G C T C A - T T G G G A - - G A G C G T T A G A C G A A A G A T C T A C A A G G T - - - - - - - - - C A C T G T T C - G - - - A T T C C C - G G T T C G C G G C A
- - G T C G T G A T G G C C G A G - - T G G T T A A G G C G T T G G A C T A A A A T T - - - - - - - - - - - T T C A C C G C G C A G G T T C A - - A A T G C C T - - G C T C A C G A C G
- - G G T T C G A T G G T G T A G C G G T T A T C A A A C G T C C T G C C T A A A C C G C A G A A G G T - - - - - - - - - C C C - G G T T T G - - - A T C C C G - - G G T C G A A C C A
- - G C C G C G A T A G C T C A G C T G G G A - - G A G C G T T A G A C T G A A G A T T C T A A A G G T - - - - - - - - - C G C T G G T T T C - - - G A T C G C - - G T T C G C G G C A
- - G C C G C G A T A G C T C A G T T G G G A - - G A G C G T - - G A C T G A A G A A T C T A A A A G G - - - - - - - - - C A C T G G T T - C - - - G A T C C C T G G T T C G C G G C A
- - G T C G T G A T G G C C G A G - - T G G T T A A G G C G T T G G A C A G A A A A T - C C A A T G G G - - T T T C C C G C G C A G G T T C - - - - A A T C C T - - G C T C A C G A C G
- - G T C A C G A T G G C C G A G - - T G G T - A A G G C G T T G G T T - - G A A A T - C C A A T G G G G T T T C C C C G C G T A G G T T C - - - - G - - C C T - - G C T C G T G A C G
G T T T A T C G A T A G C T C A G T T G G G A - - G A G C G T T A G A C T G A A G A T C T A - A A G G T - - - - - - - - - C A C T G G T T - C - - - G A T C C C - G G T T C G C G G C A
G T G B C G C G A T G G C Y S A G C T G G G A T A A R G C G T T G G A C H R A A A A T B C M A A A G G K G T T T Y H C C G C G C W G G T T Y S T C A A A T C C Y T G G Y T C G C G R C A



Formatted Alignments

dd_Smed_g4_PRO-AGG_tRNA_1
dd_Smed_g4_PRO-AGG_tRNA_2
dd_Smed_g4_PRO-AGG_tRNA_5
dd_Smed_g4_PRO-CGG_tRNA_1
dd_Smed_g4_PRO-GGG_tRNA_1
dd_Smed_g4_PRO-TGG_tRNA_1
dd_Smed_g4_PRO-TGG_tRNA_2
dd_Smed_g4_PRO-TGG_tRNA_3
dd_Smed_g4_PRO-TGG_tRNA_4
dd_Smed_g4_PRO-TGG_tRNA_6
dd_Smed_g4_PRO-TGG_tRNA_7
dd_Smed_g4_PRO-TGG_tRNA_8

10 20 30 40 50 60 70 80 90 100
G G C T C A G T G - G T C T A - G G G G T A T G A T A C C T C - G C T T A G G G T G C G A G - - - T G G T - - - - - - C C C G G G T T C C A A A T C C C G G C - T G A G C C C
G G T A G C G T G G C C G A G C G G T C T A A G G C G C T G G - T T T A G G C G T T C G A A - - - A G A - - - - - - - G C G T G G G T T C G A A T C C C A C C G C T G C C A -
G T C G T G A T T - G C C G A - T G T T T A A G G C G T T G G A T C T A G G A A A T C C A T - - - G G G T T T C C C C G C G C A G G T T C A A A T C T T G C T - C A C G A C G
G G C T C A G T G A G T C T A G G G G T T A T G A T T C T C G - C T T C G G G T G G C G A G - - - A G G T - - - - - - T C C C G G G T T C A A T T C C C G G C - T G A G C C C
G G C T C A G T G - G T C T A - G G G G T A T G A T T C T C G - C T T G G G G G T G C G A G - - - A G - - - - - - - - - T C C C G G T T C A A A A T C C G G C - T G A G C C A
G T C A C G A T G - G C C G A G T G G T T A A G G C G T T T G A C T T G G A A A T C C A A T G G A G G G T T T C C C C G C G T A G G T T C G A A C C C T G C T T C G T G A C G
G T C A C G A T G - G C C G A G T G G T T A A G G C G T T T G A C T T G G A A A T C C A A T G G A G G G T T T C C C C G C G T A G G T T C G A A C C C T G C T T C G T G A C G
G G C T C A G T G - G T C T A G G G G T A A T G A T T C T C G - C T T T G G G T G G C G A G - - - A G - - - - - - - - T C C C G G G T T C A A A T C C C G G C - T G A A C A G
G C C G T G A T C G A T C T A - G T G G T A G G A C A T G C G - T G T - G G T C C G C A A T - - - A A - - - - - - - - - C C A A G G T T C G A A T T C C T G G T C A C G G C A
G G C T C A G T G - G T C T A G G G G T A A T G A T T C T C G - C T T T G G G T G G C G A G - - - A G - - - - - - - - T C C C G G G T T C A A A T C C C G G C - T G A A C A G
- G C T C A A G T G G T C T A C G G G G T A T G A T - C T C G - C T T T G G G T - G C G A G - - - A G G - - - - - - - T C C C G G G T T C A A A T C C C G G C C T G A G T C -
G G C T C A G T G - G T C T A A G G G G T A T G A T T C T C G - C T T T G G G G T G C G A G - - - A G G - - - - - - - - T C C G G G T T C A A A A T C C C G C - T A G C C C -
G G C T C A G T G G G T C T A G G G G K T A T G A T K C T C G A C T T K G G G K T G C G A G G G A A G G T T T C C C C K C C C G G G T T C A A A T C C C G G C T T G G C C G



Formatted Alignments

dd_Smed_g4_SEC-TCA_tRNA_1
dd_Smed_g4_SEC-TCA_tRNA_2

10 20 30 40 50 60 70 80 90 100
G C G G G C A T G A G C C T C G G C G G T C C G G G G T G C A G G C T T C A A A C C T G T A G T C G G T T G A C A C C G A A G T G G T T C G A T T C C A A C T T T C C A G C -
G C T G G G A T G A G C C T C G G C G G T G C G G G G T G C A G G C T T C A A A C C T G T A G T T G G T T G A C A C C G A A G T G G T T C G A T T C C A C C T T T C C A G C G
G C K G G S A T G A G C C T C G G C G G T S C G G G G T G C A G G C T T C A A A C C T G T A G T Y G G T T G A C A C C G A A G T G G T T C G A T T C C A M C T T T C C A G C G



Formatted Alignments

dd_Smed_g4_SER-ACT_tRNA_1
dd_Smed_g4_SER-ACT_tRNA_2
dd_Smed_g4_SER-ACT_tRNA_3
dd_Smed_g4_SER-AGA_tRNA_1
dd_Smed_g4_SER-AGA_tRNA_2
dd_Smed_g4_SER-AGA_tRNA_3
dd_Smed_g4_SER-AGA_tRNA_4
dd_Smed_g4_SER-AGA_tRNA_7
dd_Smed_g4_SER-AGA_tRNA_8
dd_Smed_g4_SER-AGA_tRNA_9
dd_Smed_g4_SER-CGA_tRNA_2
dd_Smed_g4_SER-CGA_tRNA_4
dd_Smed_g4_SER-CGA_tRNA_5
dd_Smed_g4_SER-CGA_tRNA_7
dd_Smed_g4_SER-GCT_tRNA_1
dd_Smed_g4_SER-GCT_tRNA_2
dd_Smed_g4_SER-TGA_tRNA_2
dd_Smed_g4_SER-TGA_tRNA_3
dd_Smed_g4_SER-TGA_tRNA_4
dd_Smed_g4_SER-TGA_tRNA_5
dd_Smed_g4_SER-TGA_tRNA_6
dd_Smed_g4_SER-TGA_tRNA_7
dd_Smed_g4_SER-TGA_tRNA_9

10 20 30 40 50 60 70 80 90 100
- G A C G A - G G T G G C C G A G T G G - T T A A - G G C G A T G G A C T A C T A A T C C - A T T G G G G T T T C C C C - - - G C G T G G G T T C G A A T C - - C C A T C C T C G T C G - -
- - G C C T T C G T A G - C T A G T G G - T T A G - A G C A C T G G T C T A C T A A A C C - - - A G G G G T C G T - - - - - - - - - - G A G T T C A A T T C - - T C A C C G A A G G C A - -
- - - - - - - - - - G T T C G A A T G G T G T A A - - - - - G C G G T T A T C A C G T C - - - T G T T T A C T A C G C A G A A G T T C C C G G T T C G A T C - - C C G G G T C G A A C G - -
- A T C G T - G A T G G C C G A - G T G G T T A A - G G C G T T G G A C T A G A A A T C C - A A T G G G T T T C C C C - - G C G C A G T T G T T C A A A T C - - C T G C T C A C G C A C G -
- - T C G T - G A T G G G C G A G T G G T T T A A - G G C G T T G G A C T A G A A A T C C A A T G G G G G T T T C C C - - C G G C A G G - - T T C A A A T C - - C T G A C T C A C A A A G -
- G T C G T - G A T G G C C G A A G T G G T T A G - - G C G T T G G A C T A G A A A T C C A A A T G G C G G T T T C C C C G C G T A G G - T C T C A A A T C - - C T G C T C A C G A G C - -
- - - - G T A G A T G G C C G A G T G - T T T A A - G G C G T T G G A C T A G A A A T C C G A - A T G G G T T C C C C - - G C G C A G G - - T - C A A A T C - - C G G C T C A A C G - - - -
C G T G A T - A T G C G C C G A G T G T T A T A G - T G C G T T G G A C T A G A A A T C C - A A T G G G G T T T C C C C T G C G C A A G - G T T C A A - A T - - C C T G T C A C G A - - - -
- - G G T A G C G T G G C C A A G C G G T C T A A C G G C G C T G G T T T A G A G G C T C C A - - - - - - - - G T C C G A A G G C G T G G G T T C A A A T C - - C C A C C G C T G C C A - -
- G T C G T - G - A T G C C G A G T G G T T T A G - G G T - T G G G A C T A G A A A T C - - A A T G G G G T T T C C C - - - - G C A G G - T T T C A A - T C - - C T G C T C A C G A C G - -
C G T C A C G - A T G G C C G A G T G G - T T A A - G G C G T T G G A C T C G A A A T C C - A A G G G G T T T T T C C C - C G C G A - G A G T T C A A A T C - - C T G C T G T G A C G A - -
- G T C A C G - A T G G C C G A G T T G - T C A A - G G C G T T G G A C T C G A A A T C C - A A T G T G G T T T C C C C - G C G C - - A G G T T C A A A T C - - C T G C - - T C G T G A C G
- - - - - - - - G G T G C C G A G T G G T A T A G - - G C G T T G G A C T C G A A A T C C - A A T G G G G T T T C C C C - G C G C A G G - T T C A A A - T C - - C T G C T C T - - - - - - -
- - T C A C G G A T G G A C G A G T G G - T T A A - G G C G T T G G A C T C G A A A T C C - A A T G G G T T T C C C G C - G C - - - - A G G T T C A A A A T A C C T G C - - T C G T G A A -
- G A C G A - G G T G G C C G A G T G G - T T A A - G G C G A T G G A C T G C T A A T C C - A T T G G G G T T T C C C C - - - G C G T G G G T T C G A A T C - - C C A T C C T C G T C G - -
- C C G G T G A T A A G C T C A G T T G G T A A T - A G C G C G A G G A C T G C T A C C T - C T A - - G G T C G T G T G - - - - - - - - - G T T C A A A T C - - C G C C T C A C C G G A - -
- G C C G C G A T A - G C T C A G T T G G A G A - - A G C G T T A G A C C T G A A A G A T - C T A A A G G T C A C - T G - - - - - - - - - G T T C G A T C C - - C G G T T C G C G G C A - -
- - - - - - - - - - G G T C C A T T G G T G T A - - - - - - G C G G T T T A C A C T C T C A G G A C T T G A A A T C C T G C G A C C C G A G T T C A A A T C - - T C G G T G G G A C C A - -
- T C C G T - G A T G G C C G A A G T G G T T A A - G G C G T T G G A C T G - - A A T C C - A A T G G G G T T C C C - - - G C G C A G - - G T T C A A A T C - - C T G C T C A C C G A C - -
- G C C G C G A T A - G C T C A G T T G G A G A - - A G C G T T A G A C C T G A A A G A T - C T A A A G G T C A C - T G - - - - - - - - - G T T C G A T C C - - C G G T T C G C G G C A - -
- - T C A C G C A T G C - C G A G T G G - T T A A - G G C G T T G G A C T T G A A A T C C - A A T G G G G T T T C C C C - G C G T T - A G G T T C G G A A C - C C T G C C T T C G T G A A -
- G T C A C G - A T G G C C G A G T G G - T T A A - G G C G T T G G A C T T G A A A T C C C A A T G G G G T T T C C C C - G C G T T T A G G T T C G A A C C - - C T G C T C G T T T G A C G
- - - - - - - - - - G G T C C C A T G G T G T A - - - - - - T G C G T T A G C A C T C T - G G A A T C T G A A A T C C A G C G A C C - G A G T T C A A A T C - - T C G G T G G G A A C T - -
C G T C G Y G G A T G G C C G A G T G G T T T A A C G G C G T T G G A C T W G A A A T C C V A A T G G G G T T W C C C C G C G C A K G G G T T C A A A T C A C C Y G C T C W C G D S A V G



Formatted Alignments

dd_Smed_g4_SUP-CTA_tRNA_1
dd_Smed_g4_SUP-CTA_tRNA_3
dd_Smed_g4_SUP-CTA_tRNA_4
dd_Smed_g4_SUP-TCA_tRNA_1
dd_Smed_g4_SUP-TCA_tRNA_2
dd_Smed_g4_SUP-TCA_tRNA_3
dd_Smed_g4_SUP-TTA_tRNA_10
dd_Smed_g4_SUP-TTA_tRNA_11
dd_Smed_g4_SUP-TTA_tRNA_18
dd_Smed_g4_SUP-TTA_tRNA_19
dd_Smed_g4_SUP-TTA_tRNA_2
dd_Smed_g4_SUP-TTA_tRNA_20
dd_Smed_g4_SUP-TTA_tRNA_21
dd_Smed_g4_SUP-TTA_tRNA_22
dd_Smed_g4_SUP-TTA_tRNA_4
dd_Smed_g4_SUP-TTA_tRNA_5
dd_Smed_g4_SUP-TTA_tRNA_6

10 20 30 40 50 60 70 80 90 100
- - - - C T T C G T T A G C T C A G T - - G G T T - - A G A G C A C T G G T C T C T A G T A A A C C A G G G G T - - - - - - - - C G T - - - - G A G T T C A A - T T C - - - T C A C C G A A G C
- - - G C C T C G A T A G C G C A G T - A G G T - - - - A G C G C T C A G T C T C T A A A T C T G A A G G C G T - - - - - - - - - - - - - - G A G T T C G A T C C T C A C T C G G G G C A - - -
- - - G G T T C G A T G G T G T A A G - T G G T T - - A A T C A C G T C G C T T C T A G A C G C A G A A G G T C - - - - - - - - - - - - - C C - G G T T C G A T C C C G G G T C G A A C C A - -
- - - T C C T C G A T A G T A - T A G - T G G T C - - A T A A T C T C C G C C T T C A C - - - C G T G A A G G C - - - - - - - - - - - - - C G G G T T C G A T T C C C G T C G G G G A G - - - -
- - - T C C T C G A T A G T A - T A G - T G G T C - - A T A A T C T C C G C C T T C A C - - - C G T G A A G G C - - - - - - - - - - - - - C G G G T T C G A T T C C C G T C G G G G A G - - - -
- - - G G T T C G A T G G T T G T A G - T G G T T - - T A T C A - A C G T C T G C T T C A C G C A G A A G T T C - - - - - - - - - - - - - C C C G G T T C G A T C C C G G G T T C G A C C A - -
- - - G C T A G G A T G G C C G A A - - T G G T G G T A A G G C G G T G G A C T T T A A A A T C C A C T G G A C A A T T G T C T C G C - G T G G G T T C G A A - C C C C A C T T T C T A G C A -
- C C G G T G T G A T A G C T C A G T T T G G T A - - C G A G C G G A G G A C G T T A G T A T C C T T A G G T C - - - - - - - - G G T - - - - G G T T C A A A - T C C G C C T C A C C G G G - -
- - - G G T C C C A T G G T G - T A G - C G G T - - - A G C A C T - C A G G A C T T T A A A T C C T G C G A C C C - - - - - - - - C T - - C G A G T T C A A A T C T C G G T G G G A C C T - - -
- - - G T C G T G A T T G C C G A A G - T G G T T - - A A G G C G T T G - A C T T T A A A A T C C A A T G G G T - - - T T C C C C G C - G C A G G T T C A A A A T C C T G C T C A C G A C G - -
- - - G G T T C G A T G G T G T A A G - C G G T T - - - A T C A - - C G T C T G C T T T A A C G A G A A G G T C - - - - - - - - - - - - - C C C G G T T C G A T C C C G G G T C G A A C C A - -
- - - G G T T C G A T G G T G T A A G - C G G T T - - - A T C A - - C G T C T G C T T T A A C G A G A A G G T C - - - - - - - - - - - - - C C C G G T T C G A T C C C G G G T C G A A C C A - -
G G C T A C A C A G T G G T C - T A G - G G G T A - - T G A T A C C T C G C T T T T A G G T G C G A G T G G T C - - - - - - - - - - - - - C C G G G T C A A A T C C C G G C T G A G C C C - - -
- - - G T C A C G A T G G C C G A G - - T G G T - - - A A G G C G T T G G A C T T T A A A - T C C A A T G G G G - - - T T T C C C G C C G T A G G T T C G A A - C C C T G C T C G T G A C G - -
- - - - G C C C G G A A G C T C A G G - T C G T - - - - A G A G C A A T C A G A C T T A A T C T G A A G G T C C A - - - - - - - - - - - - - G G G T T C G A G T C C T G T T C G G G C G - - - -
- - - - - C A C G A C G A C C G A G - - G G G T T - - A A G G C G T T G G A C T T T A A A - T C C A A T G G G G - - - T T T C C C G C - G T A A G T T C G A A - C C C T G C T C G T G A - - - -
- - - G G T C C C A T G G T G - T A G - C G G T T - - A G C A C T T C A G G A C T T T A A T C T C T G C G A C C - - - - - - - - - - - - - C G A G T T C C A A A T C T C G T G G A A C C T - - -
G S C G S T W C G A T G G T S S A A G T T G G T T G T A A R V M S K Y G G M C T T T A R A A Y C S W A W G G K C A A T T T T C C C G C C G C S G G T T C S A A T C C C G G B T S G R M S C A R C



Formatted Alignments

dd_Smed_g4_THR-AGT_tRNA_1
dd_Smed_g4_THR-AGT_tRNA_2
dd_Smed_g4_THR-AGT_tRNA_3
dd_Smed_g4_THR-AGT_tRNA_4
dd_Smed_g4_THR-AGT_tRNA_6
dd_Smed_g4_THR-CGT_tRNA_1
dd_Smed_g4_THR-CGT_tRNA_2
dd_Smed_g4_THR-CGT_tRNA_3
dd_Smed_g4_THR-CGT_tRNA_4
dd_Smed_g4_THR-GGT_tRNA_1
dd_Smed_g4_THR-GGT_tRNA_2
dd_Smed_g4_THR-TGT_tRNA_1
dd_Smed_g4_THR-TGT_tRNA_10
dd_Smed_g4_THR-TGT_tRNA_12
dd_Smed_g4_THR-TGT_tRNA_2
dd_Smed_g4_THR-TGT_tRNA_3
dd_Smed_g4_THR-TGT_tRNA_5
dd_Smed_g4_THR-TGT_tRNA_6
dd_Smed_g4_THR-TGT_tRNA_7
dd_Smed_g4_THR-TGT_tRNA_8
dd_Smed_g4_THR-TGT_tRNA_9

10 20 30 40 50 60 70 80 90 100
G C C T T C G T A G - C T C A T T G G T - A G A G C A - A C T G G T C T A G T G - - - - - - A A A C C A G G G G A T C G T - - - G A G T A T C - - - A A A T T C T C A C - - - G A A G G C A -
G C C T T C G T A G C T C A A G T T G G T T A G A G C - A C T G G T C T A G T - - - - - - - - - A A A C C A G G G G T C G - - - T T G A G T T - - - C A A T T C T C A C C - - G A A G G C A -
G C C T T C G T A G G C T C A G T G G T T A A G A G C - A C T G G T C T A G T A - - - - - - A A T C C G C A G G G G G T C - - - G T G A G T T T - - C A A T T C T C A C C T G G A A G G C A -
G C C T T C G T A G - C T C A G T G G T T A G A G C A - A C T G G T C T A G T - - - - - - - - A A A A C C A G G G G G T C - - - G T G A G T T - - - C G A T T C T C A C C - - G A A G G C A -
G C C T T C G T A G - C T C A G T G G T T A A G A G C - A C T G G T C T A G T - - - - - - - - A T A A C C A G G G T C G - - - - - T G A G T T - - - C A A T T C T C A C C - - G A A G G C A -
G C C C C T A T A G - C T C A G A G G - T A G A G - C - A C T G G T C T C G T - - - - - - - - A A A C - C A G G G G T C - - - - G A G A G T T C - - A A T T C T C T - - - C T G G G G C A - -
G C C T T C G T A G - C T C A G T G G T T A - G A G C - A C T G G T C G T G - - - - - - - - - A C C A A G A G G G G T G - - - - A C G T G A T - - - C A A T T C T C A C C - - G A A G G C A -
- T G T C A G A T G G C C G A G T G G T C T A A G G C - G C C A G A C T C G T G T T C T G G G T C T C C G A T G G A G G C - - - G T G G G T T C - - A A A T C C C A C T T C T G A C A T - - -
G C C G T G A T C G - T C T A G T G G T T A G G A C A - - T T G C G T T C G - - - - - - - - - T G C C G C A A T A A C C C - - - - - A G G T T C - - G A A T C C T G - T C A C G G C A - - - -
G C C T T C G T A G - C T C A G T G G T T A - G A G C - C T G G T C T G G T - - - - - - - - - A A C A T C A G G G G T G T - - - G A A A G T T - - - C A A T T C T C A C C - - G A A G G C A -
A C G G T G A T A G C - T C A G T T G A T A G A G C G - G A - G G A C T G G T A - - - - - - A T T C C T T - - A G G T C G - - - G T G G T G G G T C A A A T C C G C C T C A - C C G G A - - -
G C C G T G A T - G - T C T A G T G G T T A G G A A A C - T T G C G T T - G - - - - - - - - - T G C C G C A A T A A C C C - - - - - A G G T T C - - G A A T C C T G - G T A C G G C A - - - -
C C G G T G A T A G C - T C A - - T G G T A G A G C G - G - - G G A C T T G T G - - - - - - G A T T C C T - T A G G A C G - - - G T G G T T C - - - A A A T C C G C C T C A - C C G G A - - -
- G C C C G A T A G - C T C G T C G G A T T A G A G C - A T C A G A C T T G T - - - - - - - - - A A T C T G A G G A T C - - - - - A G G G T C - - - G A G T C C C T G T T C G G G C G - - - -
A C G G T G A T A G C - T C A G T T G G T A G A G C G - G A G G G A C T T G T A - - - - - - - A T C C T T - A G G G T C G - - - G T G G T T C - - - A A A T C C G C C T C A - C C G G A - - -
C C G G T G A T A G C - T C A G T T G G T A G A G C G - G A - G G A C G T G T A - - - - - - G T A T C C T A T A G G T C G - - - G T G G T T C C - - A A A T C C G C C T C A - C C G G A - - -
G C C C C T A T A G - C T C A G G G G A T A G A G - C - A C T G G T C T T G T - - - - - - - - A A A C - C A G G G - T C - - - - G A G A G T T C - - A A A T C T C T A G T C T G G G G G G G -
G T C G T G A T G G - C C G A G T G G T T A A G G C G T G C T A T G T G T A - - - - - - - - - A A T C G C A G G G G T C C C C G C A A G T T T C - - A A A T C C T G C T C A C G A C G - - - -
- C G G T G A T A G C C T C A G T T G G T A G A G C G - G A - G G A C C T G T A - - - - - - G A T C C T T - - A G G T C G - - - G T G T T T C - - - A A A T C C G C C T C - - C C G C - - - -
A G C C C C A T A G - C T C A G G G G T T A G A G G C - A C T G G T C T T G T - - - - - - - - A A A T A C A G G G G T C - - - - G A G A G T T C - - A A A T C T C T - - - - T G G G G G C A A
- C C G T G T G G G T - - C A G T G G T T A G A G A G - G A - G G A C T T G T G - - - - - - G A T C C T T - - A G G T C G - - - G T G G T T C - - - A A A T C C G C C T C A G C C G G A - - -
G C C K T S A T A G C C T C A G T G G T T A G A G S S Y A C T G G W C T W G T A T T C T G G G A W M C Y C A G G G G T C S C C G G T G R G T T C T C A A A T C C K C M T C A B G V R G G C A A



Formatted Alignments

dd_Smed_g4_TYR-ATA_tRNA_2
dd_Smed_g4_TYR-ATA_tRNA_3
dd_Smed_g4_TYR-GTA_tRNA_1
dd_Smed_g4_TYR-GTA_tRNA_2
dd_Smed_g4_TYR-GTA_tRNA_3
dd_Smed_g4_TYR-GTA_tRNA_4
dd_Smed_g4_TYR-GTA_tRNA_5
dd_Smed_g4_TYR-GTA_tRNA_6
dd_Smed_g4_TYR-GTA_tRNA_7
dd_Smed_g4_TYR-GTA_tRNA_9

10 20 30 40 50 60 70 80 90 100
- - - G G C T C A G T G G - T C T A G G - - G G T A A T G A T A C T C G C T G A T A G G G T G C G A A G T - - - G G T C C C G G G T T C A A A A T C C C G C T G A G C C C - -
- - - G C C T T C G T A A G C T C A G T - - G G T T A G A G C A C T G G T C T A T A A A A A C C A G G G G - - - - - T C G T G G A G T T C A A T T C T C A C G A A G G C A - -
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