
 

 



Figure S1. Sequence comparison between Trm1p from Saccharomyces cerevisiae and Trmt1p 

from Homo sapines. Uniport entries of Trm1p and Trmt1p are P15565 and Q9NXH9, respectively. 

The overall identity and similarity between these two sequences are 34.2% and 50.4%, 

respectively. The alignments illustrated in Fig. S1-S8 were generated by the ClustalW web server 

using BLOSUM as the weight matrix [1] and these figures were prepared using ESPript [2]. 

 
 





Figure S2. Sequence comparison between Trm2p from Saccharomyces cerevisiae and RHO4a 

protein from Saccharomyces cerevisiae. Uniport entries of Trm2p and RHO4a are P33753 and 

Q00246, respectively. The overall identity and similarity between these two sequences are 19.6% 

and 34.5%, respectively.



 



 



 

 



 



 



Figure S3. Sequence comparison between Trm3p from Saccharomyces cerevisiae and TRBP 

isoforms from Homo sapiens. Uniport entries of Trm3p, TARBP1, and TARBP2 are Q07527, 

Q13395, and Q15633, respectively. The overall identity and similarity between Trm3p and 

TARBP1 sequences are 15.9% and 33.4%, respectively. The overall identity and similarity 

between Trm3p and TARBP2 sequences are 21.9% and 39.9%, respectively. 

 



 

Figure S4. Sequence comparison between Trm4p from Saccharomyces cerevisiae and Pmt1 



protein from Schizosaccharomyces pombe. Uniport entries of Trm4p and Pmt1 are P38205 and 

P40999, respectively. The overall identity and similarity between these two sequences are 17.9% 

and 37.0%, respectively. 

 

 

 

 



 

Figure S5. Sequence comparison between Trm5p from Saccharomyces cerevisiae and TrmD from 

Streptococcus pneumoniae. Uniport entries of Trm5p and TrmD are P38793 and B8ZND2, 

respectively. The overall identity and similarity between these two sequences are 17.6% and 

38.9%, respectively. 

 



 

 

Figure S6. Sequence comparison between Trm12p from Saccharomyces cerevisiae and VP39 

protein from Vaccinia virus. Uniport entries of Trm12p and VP39 are Q04235 and P07617, 

respectively. The overall identity and similarity between these two sequences are 14.4% and 

27.6%, respectively. 



 

 

Figure S7. Sequence comparison between Trm13p from Saccharomyces cerevisiae and U11-48K 

protein from Homo sapiens. Uniport entries of Trm13p and U11-48K are Q12383 and Q6IEG0, 

respectively. The overall identity and similarity between these two sequences are 19.8% and 

31.6%, respectively. 



 



Figure S8. Sequence comparison between Trm44p from Saccharomyces cerevisiae and Trmt44p 

from Homo sapiens. Uniport entries of Trm44p and Trmt44p are Q02648 and Q8IYL2, 

respectively. The overall identity and similarity between these two sequences are 18.1% and 

32.3%, respectively. The motifs conserved in DUF1613 proteins are indicated above the 

sequences. 
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