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T.brucei_Trm140          ------------------------------------------------MSFSSDEKK--- 9 

T.brucei_MTase37         ------------------------------------------------------------ 0 

S.cerevisiae_Trm140      DSTKTGENDDTTGDTTSSTTSAIQEVNDLEVVDDSCLGIDQQHNREHLKALTQDVKEETL 300 

H.sapiens_METTL6         ------------------------------------------------------------ 0 

M.musculus_METTL6        ------------------------------------------------------------ 0 

                                                                                      

 

T.brucei_Trm140          -PTRTRGGGAL-TDPHAV--------KL----HGNDFSLDEKLGGLA---------PEER 46 

T.brucei_MTase37         ---------------------MPDKIENNTRKRPRELPFVEDYRPYT------------- 26 

S.cerevisiae_Trm140      ENIAHEGRGDNTGDQNAVEKSDFEKSDTEGSRIGRDLPFEFGKRNLTEESDVWDHNAWDN 360 

H.sapiens_METTL6         ------------------------------------------------------MASLQR 6 

M.musculus_METTL6        ------------------------------------------------------MASFQR 6 

∆S2-G17 

∆I320-S340 

∆S2-G17 



                                                                                      

 

T.brucei_Trm140          K-VVAEYIEKCEETLLQLSKRGCNTPII------PFNSENHSWDSLYKVNKRHF-PLKNY 98 

T.brucei_MTase37         -----------------------GGQLA--QLKVRKTTHKEHWDQYYRNNTLNGYRDRHY 61 

S.cerevisiae_Trm140      VEWGEEQVQQAEEKIKE----QFKHPVPEFDKKLYNENPARYWDIFYKNNKENFFKDRKW 416 

H.sapiens_METTL6         KGLQARILTSEEEEKLK----RDQTLVSDFKQQKLEQEAQKNWDLFYKRNSTNFFKDRHW 62 

M.musculus_METTL6        KGLQARILSTEEEEKLK----RDQALVSAFKQQKLEKEAQKNWDLFYKRNSTNFFKDRHW 62 

                                                   :             . **  *: *. :    ::: 

 

T.brucei_Trm140          IILAFPLLKSICCG------PKRESKYIVECGCGTGSTLLPIMNQF--KDGVHFIGFDVS 150 

T.brucei_MTase37         ILREFSELREALERLKKNNEATLEECVWMEAGCGVGNAVFPILKDYGDVSGWRVVGFDIS 121 

S.cerevisiae_Trm140      LQIEFPILYASTRK-------DAEPVTIFEIGCGAGNTFFPILKDNENEN-LRIIAADFA 468 

H.sapiens_METTL6         TTREFEELRSCREF-------EDQKLTMLEAGCGVGNCLFPLLEED--PN-IFAYACDFS 112 

M.musculus_METTL6        TTREFEELRSCREY-------EGQKLTLLEAGCGVGNCLFPLLEED--LN-LFAYACDFS 112 

                             *  *               :    .* ***.*. .:*::::    .     . *.: 

 

T.brucei_Trm140          TAAVSALLEHPIASDFSAEGRLTVFPYDLCYGRVSASEDCRRTKFKTECGTLKTTLLEKV 210 

T.brucei_MTase37         TVAIKLLREKQNTLPHVEQEKFTAWVLNPVEQDIAPIIT-------------ASVARQSR 168 

S.cerevisiae_Trm140      PRAVELVKNSE--QFNPKYGHATVWDLANPDGNLPDG----------------------- 503 

H.sapiens_METTL6         PRAIEYVKQNP--LYDTERC--KVFQCDLTKDDLLDH----------------------- 145 

M.musculus_METTL6        PRAVDYVKQHP--LYNAERC--KVFQCDLTRDDLLDH----------------------- 145 

                           *:. : :             ..:        :                           

 

 

 

 

 

 

T.brucei_Trm140          PGCSKGVDAAILVFVLSSLPTIECMLYALTEIKSILHNDGILLFRDYAVPDHNLFRFVRQ 270 

T.brucei_MTase37         PRGDGLVDFVSMIFVLCSIPVEE-HAVVLRRIAACMKEGGVFFFRDYCVDDHAEKRFSAH 227 

S.cerevisiae_Trm140      -VEPHSVDIAVMIFVFSALAPNQ-WDQAMDNLHKILKPGGKIIFRDYGAYDLTQVRFKKN 561 

H.sapiens_METTL6         -VPPESVDVVMLIFVLSAVHPDK-MHLVLQNIYKVLKPGKSVLFRDYGLYDHAMLRFKAS 203 

M.musculus_METTL6        -VPPESVDAVTLIFVLSAVHPEK-MRLVLLNVYKVLKPGRSVLFRDYGLNDHAMLRFKAG 203 

                               ** . ::**:.::   :    .: .:   :: .  .:****   *    **    

 

T.brucei_Trm140          QNKKHNDLSFCKGDGTLQMFFELNFTRKLFALAGLKEVEGHGLQYHCNRIVNRKNSKRMD 330 

T.brucei_MTase37         CR--VEANTFSRTNGTLSHFFSVSELRDLFCSVGFELIN---VEVVEREVVNRREGMNLQ 282 

S.cerevisiae_Trm140      RI--LEENFYVRGDGTRVYFFSEEKLREIFTKKYFLENK---IGTDRRLLVNRKRQLKMY 616 

H.sapiens_METTL6         SK--LGENFYVRQDGTRSYFFTDDFLAQLFMDTGYEEVV---NEYVFRETVNKKEGL--- 255 

M.musculus_METTL6        SK--LGENFYVRQDGTRSYFFTDEFLAQLFVDAGYEEVV---NEYVFRETVNKKEGLCVP 258 

                                  : : :**   **  .   .:*                 .  **::.      
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∆I320-S340 



 

T.brucei_Trm140          KIFINGSFCLS----------------------- 341 

T.brucei_MTase37         RRFLQGRFRKIRRIGDNGIDIAGNGNLSRNMPQK 316 

S.cerevisiae_Trm140      RCWVQAVFDVPQ---------------------- 628 

H.sapiens_METTL6         ---------------------------------- 255 

M.musculus_METTL6        RVFLQSKFRKPPKDPAPTSDSASL---------- 282 

 

 

Supplementary Figure 2. Predicted RNA-binding residues of TbTrm140. (A) Output from BindN predicting RNA-binding residues 
in the 341 amino acid sequence of Trm140 (Wang and Brown 2006). The + symbols denote likely RNA binding residues. (B) Clustal 
2.1 multiple sequence alignment of S. cerevisiae and T. brucei Trm140. Putative motifs (I-VI) characteristic of class 1 Rossmann-fold 
methyltransferases are indicated above the sequence and key conserved residues are highlighted in black. Gray highlighted regions 
in both the BindN and alignment correspond to the N-terminal and C-terminal deletion mutants, ∆S2-G17 and ∆I320-S340, respectively. 
 

 


