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S._cerevisiae L e MAEQTLLSKLNALSQKVIPF'ASPSQ.SI LTE VIR ERSKTLCSDFTALESNDEK -------- EDWLRTLFIELFDFINKNDENSP LSDVASFTNELVNHERQVS 101
D._melanogaster 1 MQRSTDRLRRLKKLKSVTGAQDGVGGGDAAATADNRTSASSDTNGAAASSGAGGNQPGTLNP V FKHLD! KYLKHQLQDAADTPVYDKNGV FKQG I SN; LWQT - LRFTHKKD I VLHLLLEVVALHAD - - 137
D._rerio 1 .- - .- MA L ILP FDWL N QF FQDLAGKS - - - - - - - SGHELVKDLQT! CWHA - 1 QGS DVAASLLADVMELRDD- - 76
M._musculus 1 - - -MAAA VVPA G HLCRI LSENKS - - -HDSSTYRDFQQ SYHV - IKGNLKHEQASSVLND I SEFRED- - 79
H._sapiens 1 ececmcnrccccncncececacnaas - - - -MAAAAVVVPA Gl HLCRILSENKS - - - - - - HDSSTYRDFQQ SYHV - IKGNLKHEQASNVILSD | SEFRED - - 79
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S._cerevisiae 102 QA GKMFIAVSSTVPNINDL - - - - - - - T--TISL.K-LIP-S- HEE FKFSWI.SK LNKE.T--TLLRHLLK SKNE LK NS AL ILAYYDPDNFSKVSAY.KE Hl KYSEDS | RTEDV/ 227
D._melanogaster 138 FPS|L | VDVVN SETSL | TDGLQEERHA KDLDRVIPESL EIDTLQEAGIVKNK - SFYSKF I R S INQE FDE - - -NTTPES I MD | | 273
D._rerio 77 LADVLC IETGCLEEK - -HKRDLF T GACL I CIPDGV] DPETLESLGL | KQAQQFNQK | V N GQDLTG- - -NLTSHIVLEN | 211
M._musculus 80 LADVFC IETNCLEEK - - SKRDYF T LACLYLVSDTYV, DPETLESLGL | KQSQQFNQKSV N GQDLSG- - -NITSDLI VIll 214
H._sapiens 80 LADVFC| | NCLEEK - - SKRDYET LACLYLVSDTV DPETLESL I KQSQQFNQKSV N GQDLSG- - -S| TSDLI \ 214
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S._cerevisiae 228 N SSQFITEGVK A RKSDSV\PSSHVANNSNYSSLN.GGNMIAANI 1S NLSQYNIEVDK NYERYMDMCCI KNGFVNFVSIV\DNVK EMEFLQ lYIQNLETELEEEST GVENPBAMAAA LS TENETDEDNA 366
D._melanogaster 274 SF PDRWN LIEIP ELR: P -- -TG--All CHFK - - -DSR HVCALEBEKHGV A KADV\EEDL- ---A--DAREMV NL | QTNKKEDE -KDPPP 384
D._rerio 212 -C SDQDE PE I K: -- Ci H--QTL H KFHQ P - NGI HIAAAEEQHDL E LYVH L L SS HKRDI ----L--EAKQIA VLPSEKTEDKEKE - 324
M._musculus 215 PEHDD SELE - ---MC P--QTL HI KFYQ P - SGI RVAAVIEEQFNLIDLDDLYVH NC. MD YKREI - - - -V - -EAKQIV VLSSEKLDERDKE - 329
H._sapiens 215 PEHDD| SELESYMS - - - - - - -------- MCEP - -QTLCH | KFYQEP - NG RVAAVEEQFNLIDLDDLYVH NCIEMDEHKRE - - - -A - -EAKQ| VI VLSSEKMDEREKE - 329
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S._cerevisiae 367 LVVNDDVNN.DKISEETNADIISKG QKTQQDILLFG KIILERME | HBCV 1 PV | HY LKAYBKV LYV - SESLSRY LGRV FEY L LNPLY{TSMTSSGESKDMATALMI TR DNGI LAHKPRL | HKYK THEP FESLE LNSSYV 505
L
L

D._melanogaster 385 KV NAYK I QK EQAVVLQEPIARAIADLIHLSVENIMYKKCFKAPAGR - -RPSRNRLY - - 470
D._rerio 325 DKEEEKN RIS HS QS GSLIT---- 405
M._musculus 330 DKDDEKV KV HAQN M GSPVS - - - - 410
H._sapiens 330 EKEE GSPVN----------
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KV K I HAQNIIMD@QVBIP Y YAASHK LILALA I CKILIH I TIEPLMRRVGY - -PKGBA - - - = = = = = = = = = = = = = KGSPVN~ = = = = == == mmmmmm o= - 410
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S._cerevisiae 506 FYYSEWNSNLTPFASVN FENSHIYLSI | lGRI LSKIS \VAD | QKNH - -

----GSESLHVTIDKWIDYVRKF I F| LQNNP IATSEVYEL Fi FEK| F1¥MNEMMTKLSQD | LPEKVS FNKAER 637
D._melanogaster 471 - -EDSKLVAKMQAKE FGBERKY TWPMANV MHY TV MYKL | MRKLVVDMGVDS LNGPPPNSEAEQHYYD I SLDACI LYLDN CS I VL HFRY{S LYAR DSYQLHPNE I RRCGLAQR 608
D._rerio 406 - -PLQNKHAPQPAENFDBESRDVFTMLCY. H FAKMV! KSFMKED - - - - - - - - - - - - - - - SLLGSFLSIADQVL MECNACI LWGF FK|F| QHRYRLYGQ! ETYSNHPLEVK | KAQTVD 528
M._musculus 411 - -ALQNKRAPKQVES FEBERRDV FNMFCY H FAKV V! KS FMKE FQSDGSK - QEDKEKTEV I LSCLLS | TBQV L MDCNACI LWGMFK T| QHRYRLYGQ! ETYNGHPLEVKVKAQTID 547
H._sapiens 411 - -ALQNKRAPKQAES FEDRERRDVFNMFCY: H FAKVV KS FMKE FQSDGSK - QEDKEKTEV I LSCLL TDQVL MDCNACI LWGMFK|T] QHR¥YRL¥GQ ETYNS LEVKVKAQTID 547
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S._cerevisiae 638 EAKSIIL SIDTIAKESRRFA IST LASLVF‘AVK KVSE L FNDFA QFVLLLR TYN-RPAVQFBGVNQAM | AGLAKNC] NMDISNI | THI LKTEHNGN | 1AVS) LIITV 776
D._melanogaster 609 D | L S QL LV A GL SF C G TLTGRLRFKDBGTSLSL T1YKKYS - SQKS L I VH 747
D._rerio 529 RS 7l PSGRQI T S T| SLN NPEKEKMKHBDTT | SS| AV FRI F Ql 667
M._musculus 548 RA Tl PSGRQI T S T| SLN ANPEKERMKHBDTTISS AV FRI E Ql 686
H._sapiens 548 RA| ili PSGRQI T S T] SLN NPEKERMKHBDTTISS AV FR Gl Ql 686
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S._cerevisiae 777 GEIRDLNEVNMKRELMLNSESP YARHL | YDFRDDNSV | 8S TSFFT.QSAISEI | LYT----LNLKANTQNS] | LSTRC EMNTL IELIKHC KGKAFEEN LPFVE.NIRF LSTPWT H I DYLD 912
D._melanogaster 748 SCE NDREHQAMC RG S - - N E VA KHCV I YRETAAHS T VDEYVE I TMLREYHINT Al FT 885
D._rerio 668 I TD EQEEAMT G G-QIR- Q) D L HE LPL RNGV\V FSEG - GEK| H TEDY | K DVLCNQLHTPH A S A 804
M._musculus 687 I TE MEQLEAMT Gi G-QIR- Ql DALLDHDLALPL! RNGV | FQEG - GEK| K H TEDY | K IDVLCNEFHTPH S A 823
H._sapiens 687 | TE! MEQLEAMT G G-QIR- Ql DALLDHDLALPL RNGV | FQEG - GEK| K H TEDY | K IDVLCNEFHTPH) S A 823

Secondary Structure
S._cerevisiae 913

n

NQLN FSIDELWEGABF- - -« <o o-- SDVDLTK|ISKDLFT] SL¥D | HFDKS LMDERK| SGENTGH- - - - - MSNRRKHL 1QN - - -1 KB 1 BV TG I SH-QRAFKK TSE F | SEKS 1015
D._melanogaster 886 HQINQ] IQLRKDDPNAKKLTTTQ LQ LEATQL I I S SS LV S HVPNES QLAQQAAEGKDSNQS Ql | MEKENDER| H DK I SQRLQEQK 1025
D._rerio 805 HQI L ELKKAEKGNR - - - QQQl TAC VS LP Al Tl HNANID MQIKS | DDNTEMPPN K TALQI QEEE! L QRVLHRLKLE 941
M._musculus 824 HH|I'S ELKKSEKGSK - - - QQH,| TSC Vs S A u HTSME VQMKA | DDNQEMPPN K TALQl LEEE QRVLQRLKLEK 960
H._sapiens 824 HHILIS ELKKSEKGSK - - - QQH,| TSC S S A 7l AVPHTSKE VQMKA | DDNQEMPPN| K TALQl LEEE QRVLQRLKLEK 960
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S._cerevisiae 1016 NVIN - - - - - KDCGEDQ KI VL F' LFSSF | FMAFR - - LMS | ENT - CIT N LKTLLFC SS GNL LEFTDVEKKLEKMR - - - - - - - - - - oo o oo o - LN.---»DFN ----- SRK 1117
D._melanogaster 1026 DSWFLLRSGK| L T HTIHNL S -S T Gl QAV FN KFRVSNQF - SEANBHV G| Y 1163
D._rerio 942 DN K---STl E K | R ELVHQQI C N SDRA I YE Gl LTI FRASGFDGGNKADPQLD: F 1077
M._musculus 961 DN AK - - -STKNE K | REVELVHQQ S I N SDRATYE Gl LTI LRATGFDGGNKAPQLD: E 1096
H._sapiens 961 DN K- - -STKNE Kl I REVE LVHQQ] S I N SDRATYE (e] LTIL TGFDGGNKABQLD Gl 1096
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S._cerevisiae 1118 LYE SVI EQVIDL SEKN.MS GIEFMKHVTSVF lKAHI LVYTTLEENL- - INEEREBIKLPSSAL | BH| AlLKDALELD CTLTEEEAEQKRIREMELEE IKNYETACQNEQKQVALRKQLELNKSQRLQ 1255
L
L
L

D._melanogaster 1164 DSKD FMQ| MR LSK | | ERKVDKVRE T IASSY | LKTPHMLKESVEHQI AERPN - - 1261
ETGEY TH) | TK. K LECRVHK I CQl LAMGYS IGRKVHMVPEN HKEQPVR -
ETGEYTH I TK K LN G LERRVNK I CQl LAMGYS| 'SRKSHMI PEN HKDPPPR - -
K LNLG
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D._rerio 1078 V!
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v KSYMI PENEBHHKDPPPR - - - - - - - - - o oo oo oo

M._musculus 1097

H._sapiens 1097 ETGEY TH | TK LERRVHK I CQl LAMGYS S




