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Figure S1. Sequence comparison between Trm1p from Saccharomyces cerevisiae and Trmt1p
from Homo sapines. Uniport entries of Trm1p and Trmtlp are P15565 and QINXHY, 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 Clustal W web server

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



Trm2p
RHO4a

Trm2p
RHO4a

Trm2p
RHO4a

Trm2p
RHO4a

Trm2p
RHO4a

Trm2p
RHO4a

Trm2p
RHO4a

Trm2p
RHO4a

Trm2p
RHO4a

Trm2p
RHO4a

Trm2p
RHO4a

1
1

61
15

121
69

181
87

241
118

301
151

361
170

421
205

481
261

541

601

MYEQFEFSFFFFENSDNKVKYKAHLISSIKRWSIITCMRCEFWTVQKSIIPAARFFA[MRNEV
........................................... MNTLLIRARKGGNE®G . . .

KKHEEYKLEASTMTGS[TEMVP TMKHEN RASSPLEDSCNRRTKKEK LREEIK AKAVE[T|T S
.. .BEsNEVS/oGSP|sSSNLEE SP GRHLBEENAP RLPPFARSLIS|T IR . . . SBEEQMEAR TINK L

MGVLEFEVNDLLKSQNLSREQVLNDVISILNDKSSTDGPIVLOMEIREVKNWMEVLE|IIT SN
e o o @ @ mm m A A e s E e S S s s s e s ket e R R R e Y Hjmpangy GDGA|V|GK|T]

TEEENYCITRBEE G BN s v st ds i

GNGEALEDNPVEEEKKQVVI%FGLPGDVKVFKTHPYYVESDLLDVVEKSPMRRDDL
1) [ Y,

CLL|I/SYVIQGTFP

DQLELKRKTIIMNAYKFFAPRLVAEKLLPHFD TRVIAS PIAOF
TAGQEEYSR[LR . v v i cvannnnan LS YENNEAD VMV

GYRTKITPHFDMPKRKQKELSVRPPEG GOKGRPQWRKDTLDIGGHGSILDIDECVLATE
L

CR4SVGSKTSLEN. .. ....... T B ] L | B o O

VLNEKGLTNHRRKIQEQEFKNYKKEATILIARINNT|IT I LIJP SKIJTLEQLTEEASRDENGD IRY|V
........ VIKHICPSTP IML LIKSDPAY)HADNLISPILVER]. . . . . . . ... ... ....ESA

VEDERKNNVRLAKTEVTNPRQ IV TEY VDIGY TENF SAGEF[FIONNNS I LPRVITKYVEIDNLQA
SLARRLGAFAHIOMSARLKENIDEVFETAIHILLSDSLYAPREP THTHENPEKEN . . . .

PAKGDDNK KFLWDAYC SGLF CSEKGK VIGVEISADSVSFAEKNAKANGVENCRF
....... TEYRSD|IPSST[EDTS SCIERLRIANK . . . o vt e i e e s s et

IVGKAEKLFESIDTPSENTSVILDPPRKGCDELFLKQLAAYNPAKIIYISCNVHSQARDV

EYFLKETENGSAHQIESIRGFDFFPQTHHVE SVEKRI
................................. M. .



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.
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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.
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Figure S4. Sequence comparison between Trmdp from Saccharomyces cerevisiae and Pmtl



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

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

and 37.0%, respectively.
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Figure S5. Sequence comparison between Trm5p from Saccharomyces cerevisiae and TrmD from
Streptococcus pneumoniae. Uniport entries of TrmSp and TrmD are P38793 and B8ZND2,
respectively. The overall identity and similarity between these two sequences are 17.6% and

38.9%, respectively.
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Trml2p 121 TI)Y|P PVVLFNNSTVRSFNHPIWQK DPNY'E]._LCFS GKPSKGTSLHPNNR
VP39 102 HMEN|Elessavmrrmmmren w66 & & & LRDV| VD Ejlhd TKEOMHKEY. . . . ..o oo

. .
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VP39 328 BVRSNRls s s st i E eSS B RN d RS9 8883

Figure S6. Sequence comparison between Trml12p 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.
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U11-48K 128 KDEDCYEORIYSSLPVEVPIYHKRFVEDLTOADRLALYDFVVEERKKKRSDEQ I IEFD/SD

EMDPILKSTPGDDI
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Ul1-48K 188 FVDLAAKINOIBNSREL. . . . ..o v v v v v v an PKEIYLE z RR......... RQ
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U11-48K 224 |SHRAKNVEITKKSYTEVIEIDVIIE. « @ v v v vt v e e e e e e e e s [VHMEELSNHWQEEQE[K

. . . . . .
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Ul1l-48K 263 AEDDAEKNEERIRSARVIDISRQSIGGSYMDAE[EIR . &« & ¢ v v v v v et et i e ittt a s s e an

Trml3p 421 ITIKERENIGLMAVIDEGRLVYWE FTEFRARL IRY VEISPVS LENVAMLV Y KES .
Ul1-48K 295 ............ HERAD R SR S P HKRERNEAD KDKECA S REIRK GERHHSHEKRREKOQAT

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 Q6IEGO,
respectively. The overall identity and similarity between these two sequences are 19.8% and

31.6%, respectively.
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Figure S8. Sequence comparison between Trm44p from Saccharomyces cerevisiae and Trmt44p

from Homo sapiens. Uniport entries of Trm44p and Trmtd44p are Q02648 and QS8IYL2,

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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