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Sp_Lem2 LGVVAAIFLALLREKMFTAGFCDSGASGSSASILG-----------ISFPSLCRTCPPNAICPSPNYVECKPGYVLYEPWYSSLGFWPS-KYCVSDTSR-    87
Sp_Man1 -GFWHQEVQRVGFCGVPAEPYPSSLYYLQPGVLRSSIESAYSFAHSLGIEASCQPCPENAECGFNRQLFCKEGLKASFPLLADFGLKPYPRCIPNTVKVN    99
Sc_Heh2p SIICPILFGLWYREQRIQVGYCGHEKPLKSLAISAFPQTERVDSVLQAYRPNCLECPEHGICSSFMNVECEPGYEPKSSILETYGIIPFPKYCAKDESK-    99
Sc_Src1p FIVIPLLFGLWYREQRLLIGYCGHEVPSHRVSGNSFEFIQKLDNLLQDYRPKCIPCPPNGICYPYLKLKCKPDYKLAPSRLDFLEIIPAQGKCVKDDKK-    99
Tt_Lem2 --------------------------------------------------PKCIVCPENAQCKN-YVMKCNDGFIQEG------------YKCKLNPNL-    36
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Hs_MAN1 --------------DRLAQLAGDHECGSSS---QRTLSVQEAAAYLKDLGPEYEG--IFNTS--LQWILENGKDVG-IRCVGFGPEEELTNITD------    72
Ce_Lem2 ----------------------------------------------------------------------------------------------------
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Tt_MicLem2 --EPNTIRYLSTVVQNLQYLQAQYHCYDSNS---------------------------------------------------------------------    78
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Sp_Lem2 NEVVMDS-----------KLICYDSWAGIPLRCRLKQQLIKFVWRNKVFLFGILALSGVIFKLINFFRTRSIVAKYLPSASRFCVESLKRQKANYQMSRS   274
Sp_Man1 RGALSKFP----------TNCLRSVYSHTVSLMKYLTSAVISCWRIYLLIGILAAITGTVVWRIRVYAKKHVVKHGVSVCVSHCIAKLQKTKLKSLTDFS   289
Sc_Heh2p NNTN--------------YIYRSTSKKWVTLQCHLEGDIQEYITKYGGSLFITLGVLFLIKKIQSTLDNYVQGEQIIEKLVKEAIDKLKDVKKNKGEEP-   276
Sc_Src1p NDVPRQKRHLPEKFISKTRNFRSTSKKYIGMKCRFEREIYQTYKKFQRPIWLMFLLIVISKVIEIKLKNYYRKKARIEELVTQTMEKLKFQKIKSMSDPK   295
Tt_Lem2 ----------------------------IDQKQKEEEEVIKISRAQLLEELQQRLADKKAVAQQKKILEKFLVSTENQEKLGFKYDQESQTLTSSRLRFT   138
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Sc_Heh2p ---FLTTVQLRATLLSD------------IPNIKEQNNLWAQTKEKIMKEQSENIELYLLEENGEIMTCWEW-   333
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Hs_LEM2 --------------NFLAIQAGNFECGNPENLKSKCIPVMEAQEYIANVTSSSSA--KFEAA--LTWILSSNKDVG-IWLKGEDQSELVTTVDK------    75
Hs_MAN1 --------------DRLAQLAGDHECGSSS---QRTLSVQEAAAYLKDLGPEYEG--IFNTS--LQWILENGKDVG-IRCVGFGPEEELTNITD------    72
Ce_Lem2 ----------------------------------------------------------------------------------------------------
Sp_Lem2 --EESVNIFREECLSVLRSWNAILHCSNNSSDLLERNMSYNAHPYVADNLNISSDHISFPSKPFALGLLHDTLLERKSPTLGLEMFEDLFKASLAVLSET   185
Sp_Man1 KVEEMVQAFMSIIGKWYYKAPKEFATFESAKNLNGKSFVDNFKDRYYMYKQDIDNVVGLKDFKVYLKTTLNRLYNSKLTRKVLYYLFSPLFTLELWKLRV   199
Sc_Heh2p --EKEVDELVWKVNEYLKKKNAQHECGEGENLFESGETETKLYDIFSHSRPSWESQREFNDH--WKNVLEILKKKDDIIWLPLDFETNGKREKS----KS   191
Sc_Src1p --QQLVSEVVEKSLEFLRAKNAQISCGDGKDDIESGMTEDALYQIFNEARAPWIRDDEFEDL--WIQVIKDLTEEPEILWRQLSPTDNNIGGNSNNIIKT   195
Tt_Lem2 --ISSSESFIIEKITQIQYDNGHRMCFAQESD--------------------------------------------------------------------    66
Tt_MicLem2 --EPNTIRYLSTVVQNLQYLQAQYHCYDSNS---------------------------------------------------------------------    78
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Supplementary4Figure4S1.4Multiple4sequence4alignment4of4the4LEM/HeH and4the4MSC4
domains.4Homo$sapiens$(Hs) LEM2,4Hs MAN1,4Caenorhabditis$elegans Lem2,4
Schizosaccharomyces pombe$(Sp)$Lem2,4Sp Man1,4Saccharomyces$cerevisiae$(Sc)
Heh2p,4Sc Src1p,4Tetrahymena$thermophila (Tt)$Lem2,4and4Tt$MicLem24were4aligned4by4
ClustalX with4all4parameters4set4to4default.4A.4Alignment4of4the4LEM/HeH domain.4B.4
Alignment4of4the4MSC4domain.




