Annotation Start - End Phage Name Alignment
tRNA-Asn-GTT-2-1 52 - 82 FSL SP-029, SE5, vB_SnwM_CGG4-1* iiiiiiiiiiiiiiiiii
38, BSP101, Mutine, PhiSH19, S8, S115, SE5, SE14, SeSz-1, SP1, GGGGGUCGCGGGUUCGAGUCCCGUCCGUUCCGCC
TRNAASp-OTE2-1) #0- 7 SPASTU*, VB SalM_PM10, VB SalM_SJ2 é&éé'éééééé DAL L L AU
tRNA-GINn-CTG-1-1 24 - 60 SE131*, SPN3US &A Céiiiiu?iiiilééléé
AUUCCCU%%AUUCGAAUUCCAGGUACUCCCAGCC
tWASInTTe ) Mo STy M LA AL AL L LA
tRNA-GIu-TTC-2-1 37 - 72 FSL SP-010, ViO1* iééiu?iiiiuiiééll
38, BSP101, GG32, Matapan, Melville, Mooltan, Mutine, PS5, S8, S117, S118, GUUCAAGUCCAGCAGGGGCCAC
tRNA-Leu-CAA-2-1 39 - 60 SenALZ1, SenASz3, SeSz-1, SFPlO’aS,J‘:/%’_SSei?h’A’—ZS,SG\)/’iOS:I.TML_lS_l’ STML-198*, STPO7, STP4- ébb&b&&%él&él&ééééél&
GAGGUGGUGGAAUUGGUAGA
tRNA-Leu-GAG-1-1 1-25 SHP1* él&élééléélleﬁééllél
tRNA-Lys-CTT-1-1 2 - 25 SPASTU* ééll Ciiiiiiiii?iléé&
UA
tRNA-Lys-TTT-2-1 51 - 75 7t3, Munch*, S113, S147, Stpl, iiiuuiiiiuii?iiiii
tRNA-Met-CAT-1-1 1-21 FSL SP-029, FSL SP-058, FSL SP-076, SPAsTU* Aééliiiu?iiulléléé
tRNA-Pro-TGG-2-1 1 - 28 41, SJ46* ii?iAi??iiUAiAiiii
s oat| 1 T ——— T
3-29, 19, 41, 100268 sal2, 118970 sal2, epsilon34, LVR16A, Meda, OSY-STA, S114, S124, AUGA(‘E.UUUCGAGAL,JAUUCCUUL:;A(‘:AA
Ly T2 | Bl - TS| o e T ttse b S ALLSSELLLLLLSEEL
R GUUCGAAUCCUGCAGGGCGCGCC
tRNA-Ser-CGA-2-1 71 - 93 epsilon34, SEN22* é&&éék&&éé]é&&éééé&ééé&
tRNA-Ser-GGA-2-1 34 - 69 7t3, Munch, PVP-SE1* i?iiiiiiu?iiiiuiii
22, 25, 34, 64795 sal4, 101962B sal5, 118970 sal4, 146851 sal5, 103203 sal4, 103203 AGGUCGUPl\JGGUUCGACUCCUAUUAUCGGCA
TRNA-TRF-COT-1-1 | 44 = 73 | 800 20, s sria, s128, se1 Cin-poavirus) oy, suecce, srieo, ws satp | JLLLLLLRLLEVELRIVIRELEULEELLEY
e UCGGACGCGGGUUCAACUCCCGCCAGCUCC
PRNATTyreTAA | 9 - %8 RE-20100@). SENS” S Y T L

1.(x2): Alignments at 2 positions
2.(™):

Indicates best alignment

3. The tRFf extensively studied in this manuscript (tRNA-Thr-CGT-1-1, 44-73) is bolded.




