hisl_78 908 GUAA----AlLA-- lJGULEIP.GGAECCHA!.&GQLIGGUEP;!CUNJACUl!ﬁAﬂCG 951
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R ylation
S.cerevisiae TBL CUAAGAG C.AUAGCLIGUUGGG&ECCE&Q&G&UGGUG@.&EUMECCUEMUA 830 — site of E. histolytica

hisl_28 952 GAUUGRAGCC- wamcuuuawmmmuucncﬁcmuwua!é:'ﬁun 1000
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S.cerevisiae2 831 t'.iEEUGMECCAC.AGEMCUCUGGUGGAGGCUCGUA&EGGWCUGACGUE gaa
- Known methylation

hisU 28 1001 CAAAUUACUUGLCAUAUBLGAGUAUAGBGGCGAAAGACUCALCGAACUAU 1050 site of 5. cerevisiae
S.cerevisiac 881 CAAAUCCAUCHLCGANAUGGEUAUAGROCLOARCACUAMUCGARCEAY 930

hisl 28 lo51 CUﬁﬁu:f:CUGEWCCACCUGMJ“UﬁCECUUAG ------- GAAGGUCAMA 10593

S.cerevisiae? 83L t!IJI.LiL]J.alull:!Lllnlalllﬂjlr!nl_UuJLJuhLHJléHiLLLALLhAUAULAALMLL|1Jf1_- 977

hisu_z8 1099 GUAULIBAUAGUAUUGAULGGUAAAGAUAALGAUUAGGUGUAAUGEGUGAG 1143

S.CErevisiae? are ‘lrl"-l]l‘l'f'l“;-iﬂlil!ll.]'l]u'lljﬂlﬂl’r"!Irli|.|1lll-iii‘!l‘:ll!'ll.‘:l\llﬂlll"lll|1|]3-‘:|\flll'l-‘tclﬂ-—|!|ljlllflﬂl‘!lllﬂl—ll'":li 162l

hisl Z8 1144 U-- HUP-UUCﬁl:lJEMCHUfU“ﬁufﬂ.r’![uﬁuﬁﬁﬁupﬂﬁﬂWﬁﬁﬁﬁmuﬂ 1191

S.cerevisiae? 1022 LCOAMMGACUOALCUAMEUCAAARUUARAY- AUGUAMOARD: --- 1066

hisu_ze 1192 CUCAGUGUUAABLACACULCA: - ===~ - - GOA- AUUUAAAUAUAAACAUA 1232

S.cerevisiae2 1087 -UCCULGUY ACUUAAULGAACGUGGACALULGARUGAAGA- - -6 1106 g o
hisu_28 1233 CUUUGAAUCGEECAAGUCUGGUAAGCAGGACUGGCGAUGEGGGAUGARCE 1282
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S.cerevisiae 1187 CUuluuAGUGGGCCAVUULUGGUAAGCAGAACLGECGAUGLGGEOAUGAACT 1156 known pseudouridylation

hisU 28 1283 GAACGUCGAGALTAAGUGCCAAAAAGAA- ACA- - - UAACGAG- UACCACA 1327 site of S. cerevisiae
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S.cerevisiae2 1157 GAACGUAGABUUAAGGUGCE - - - - GGAAUACACGLUCAUCAGACACCACA 1202

hisu_ 28 1328 ALADGUAULCALLICALALMIGAL AAUAE:I:ALHE:UEE:&AU[;&AAHULL:EM 1377
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S.cerevisiaez 1203 AAAGGUGUUAGUUCAUCUAGACAGCCGGACGGUGG CAUGGAAGUCGGAA 1252

hisl_ 28 1378 Flf'rf:l"l_'.ﬂﬂﬁl‘:ﬁuﬂllﬁl]ﬁﬁmfﬁﬁf’llrﬁrl‘l]nllrEMlJﬁM1JGP.GIJf'I"liEM 1427
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S.cerevisiae? 1253 UCCOCUAAGGAGUGUGLAACAACUCACCGGCCGAALGAACUAGCCCUGAA 1302
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