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hs_MSL3 160 ELQTRREMEERTITIEIPEVLKKQLEDDCYYINRRKRLVKLPCQTNIITILESYVKHFAINAAFSANERPR--HHHVMPHANMNVHYIPAEKNV 251
mm MSL3 105 SLRSRKEMDERTITIDIPDVLKKQLEDDCYYINRRKRLVKLPCQTNIITILESYVKHFAINAAFSANERPR--HHHAMMHTHMNVHYVPAEKNV 196
gg_MSL3 161 DTHSKREMEERAINIEIPEVLKKKLEEDCYYINRRKRLVKLPCQTNIITILESYVKHFAINAAFSANERSR--HHQVTPHANMNLEYVPPEKNV 252
xt_MSL3 1 MDEKTILVEIPDILKKKLEEDCYLINKRKRLVKLPCQTNIITILESYVKHFAINAAFSANERFR--HHQTT-SVNTNLHYIPPEKNV 84
dm MSL3 188 VSVYNHVPQEDRIMMRVSERLRELIEYDRNMIKVLGKQHALPARVPIVTIMENFVKQQAVELAISIKQDSSRARNTQSRNARMEREYDRVMSTV 281
hs_MRG15 144 VENEETFMNRVEVKVKIPEELKPWLVDDWDLITRQKQLFYLPAKKNVDSILEDYANYKKSRGNTDNKE 211
hs_MORF 56 VENEETFMNRVEVKVKIPEELKPWLVDDWDLITRQKQLFYLPAEKNVDSILEDYANYKKSHGNTDNKE 123
hs_MRGX 109 VESEEAFKNRMEVKVKIPEELKPWLVEDWDLVTRQKQLFQLPAKKNVDAILEEYANCKKSQGNVDNKE 176
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hs MSL3 252 DLCKEMVDGLRITFDYTLPLVLLYPYEQAQYKKVTSSKFFLPIKESATSTNRSQEELSPSPPLLNPSTPQSTESQPTTGEPATPKRRKAEPEAL 345
mm MSL3 197 DLCKEMVDGLRITFDYTLPLVLLYPYEQTQYKRVTSSKFFLPIKESTTTTNRSQEELSPSPPLLNPSTPQSTESQPPTGEPATPKRRKAEPEAL 290
gg_MSL3 253 ELCKEMVDGLRITFDFTLPLILLYPYEQAQFKKVTSSKFFLPIKENSTNTNRNQEELSPSPPLLNPPTPQSTDSQPATAEPATPKRRKAEPEIL 346
xt_MSL3 85 ELCKEMVDGLRITFDFTLPLILLYPYEQTQYKKVMSSKFFLPIRESASIGNRNQEEVSPSPPLLNPPTPQSTDSQHTTGEPATPKRRRTEPDIL 178

dm_MSLB 282 CMLKEVVDGLRIYFEFHVDDHLLYT-EEKEYVHNYLTDDN--MRNCSLILNKSYEYINPS----—----— GDTELIGLDGTPVVEG--------~ 354

hs_MRG15 212 YAVNEVVAGIKEYFNVMLGTQLLYKFERPQYAEILAD - = = e e e e e e e e e e e e e e e e e e e e e 248

hs MORF 124 YAVNEVVAGIKEYFNLMLGTQLLNKFERPQYAEILAD------ 160

hs MRGX 177 YAVNEVVAGIKEYFNVMLGTQLLYKFERPQYAEILLA------ Bt e e 213
290-409 / 410-440

hs MSL3 346 QSLRRSTRHSANCDRLSESSASPQPKRRQQODTSASMPKLFLHLEKKTPVHSRSSSPIPLTPSKEGSAVFAGFEGRRTNEINEVLSWKLVPDNYP 439
mm MSL3 291 QSLRRSTRHSTNCDRLSESSSSPQPKRRQODTSASMPKLFLHLEKKTPVHSRSSSPIPLTPSKDGSAVFAGFEGRRPNEINEVLSWKLVPDNYP 384
gg_MSL3 347 QSLRRSTRHTSNCDRLSESSASPQPKRRHLETPTSMPKLFLHLEKKTPVHSGSSSPITLTPSKEGSAVFTGFEGRRNNELNEVLSWKLMPENYP 440

xt_ MSL3 179 QSLRRSTRHSTSCI ASPQPKRRHPETPTSMPKLFLHLEKKTPVHSGSSSPITLTPSKEGSSVFSGLEGRRNNELNEVLSWKLMPENYP 272
dm MSL3 355 —-------- SGDTNGQIGVINIGGPEYEKQLOKCLLY IVTASGKNTAQAYERTS - -~ PYTAAYKLPVEMRGF -~~~ LNETFKWRLLS---- 425
RS MRGLS == e e e e
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hs MSL3 440 PGDQPPPPSYIYGAQHLLRLFVKLPEILGKMSFSEKNLKALLKHFDLFLRFLAEYHDDFFPESAYVAACEAHYSTKNPRAIY 521

mm MSL3 385 PGDQPPPPSYIYGAQHLLRLFVKLPEILGKMSFSEKNLKALLKHFDLFLRFLAEYHDDFFPESAYVAACEAHYSTKNPRAIY 466

gg_MSL3 441 PSDQPPPPSYIYGSQHLLRMFVKLPEILGKMCFPDKNLKALVKHFEMFLRFLAEYHDDFFPESAYVAACEAYYSTKNPRAIY 522

xt_MSL3 273 QSDQSPPPSYIYGSQHLLRLFVKLPEIMGKMMFSDKNLKALLKHFELFLRFLAEYHEDFFPESAYVAACEAYYSTKNPRAVY 354

dm MSL3 426 -AESPPEKSMVFGAPHLVRLMIKMPMFLNASPISNKKLEDLLPHLDAFINYLEN-HREWFDRENFVNSTALPQEDLQRELLDSLDGIAA 512
hs_MRG15 249 --HPDAPMSQVYGAPHLLRLFVRIGAMLAYTPLDEKSLALLLNYLHDFLKYLAKNSATLESASDYEVAPPEYHRKAV 323

hs MORF 161 --CPDAPMSQVYGVPHLLRLSVQIGAMLAYTPLNEKSLALLLNYLHDFLKYLAKNSATLFSASDYEVALPEYHRKAV 235

hs MRGX 214 --HTDAPMSQVYGAPHLLRLFVRIGAMLAYTPLDEKSLALLLGYLHDFLKYLAKNSASLFTASDYKVASAEYHRKAL 288

Supplementary information, Figure S1 Biochemical delineation of the MSL and NSL
complexes. (A) SDS-PAGE of the protein complexes formed by MOFyat with MSL1ygm
or NSL1ysm. (B) SDS-PAGE of the MSL complexes composed of MOFyat, MSL3yre
and different MSL1 fragments. (C) Sequence alignment of the MRG domains between
MSL3 and the MRG family proteins. hs, Homo sapiens; mm, Mus musculus; gg, Gallus
gallus; xt, Xenopus tropicalis; dm, Drosophila melanogaster. Secondary structures are
shown as cylinders (a helixes) and lines (loops), the MSL3-specific sequences are
denoted by residue numbers, the identical residues are highlighted blue.





