Suppl. Fig. 1

*
BAD AVG GOOD
* MEL VIR  genome
MSL2drome 72
MSL2will 71
MSL2drovi : 73
MsL2drobs : 71 600~
o i
== RING finger
MSL2drome 1 M-- 1 88
MSL2will 1 90
MSL2drovi 1 ME- IK: 89 1000~
MSL2drobs 1 KV 90
cons 1% AR R i riiiel KR iii i RRRR RIiR KERIEE REE KR RE K RRRRKIEIAIE R K K K11 90 %)
— 3 chr
MSL2d. 89 1 IFLPOPDL 174 Q wo-
MSL2will 911 1 INKPRT IRDI 177 X
i 90 QPDIETSYHIERRPRI 179 —
MSL2drob, 01 T IFLSASEDL 179 o
= 4
cons O1 % K. ki AkmRRRIIA Diii:ioc: % B . ix 180 [
o] 3R
I = 5 ML
MSL2will 178 [PFAQALPEOMSISDMET PLL 246 c 500~
Versarovi 180 TLTHSHIAPQPOMLIPABQTL - ---— 256 2R
180 INGI! QQHT TAE 265 50-
200 - . 2L
cons 181 % *ix o wwwkk: T T TR ¥ sii: 270
242 305
MSL2will 247 POSL - - Q 312
MSL2drovi 257 PAGY SGALS TGOVV 313
MSL2drobs 266 T 1 345
cons 211 . Cig LT B CECEE B 360
0 o- o
MSL2d. 3 305
MSL2will 313 VLVONESVVVTIPKTTAIT 401
MSL2drovi 312 LLEDVP 344
MSL2drobs 346 PT of QPTAIARCTVI] T oTI. 427
cons 361 450
MSL2d 306 5 344
MSL2will 402 PPRP 472
i 345 ISSVO 383
MSL2drob: 428 PVEVI LL 508
cons 451 : - o e troak 540
345 I E TV 400
MSL i1l 473 I 550
MSL2drovi 384 I 418
509 AT} 590
cons 541 .o . 2B , 630
a 401 437
MSL2will 551 ----- TE IAVIKKIDI 631
MSL2drovi 419 /AL 437
MSL2drobs 591 669
cons 631 720
MSL2d. 438 I 476
MSL2will 632 KQ - -KST: 707
MSL2drovi 438 457
MSL2drobs 670 ) 750
cons 721 : * 810
CXC domain
MSL2d! 477 1 1 548
MSL2will 708 SSVQ--VOPP 1| 782
MSL2drovi 458 AATLVAKATTAAAI /ARAPY-ARKA" v | 545
MSL2drobs 751 LRNQKATIT PVVIAKA- T v | 833
cons 811 . *. i, * NE - - j L RRRR D ek kK kR 900
MSL2d. 549 LVPL| 623
MSL2will 783 1 11 TLVAL| 851
MSL2drovi 546 621
MSL2drob: 834 TLVEV | 920
cons 901 ARk x kikan: 588 o *o: 5 E D%k 990
domain PB domain
MSL2d. 624 TI IMPTI 702
MSL2will 852 1 927
MSL2drovi 622 | DNLQO! 1 1 696
drob: 921 | PDITKSKHPI[L 1 1 007
cons 991 1 riikimRik L K Rkikk R kL KD koK kL k kks "> 1080
MSL2d! 703 - 773
MSL2will 928 o 977
MSL2drovi 697 1 761
MSL2drobs 1008 PKSEL 1087
cons 1081 L QR ) R 1170
MSL2d! 774 773
MSL2will 978 977
MSL2drovi 762 NYCTTIYSFYVEIAQUFY] YTLI 812
MSL2drobs 1088 1087
cons 1171 1221

Figure S1. The MSL2 proteins.

(A) Protein sequence alignment of D. melanogaster (drome), D. willistoni (will), D. busckii (drobs) and D.
virilis (drovi) MSL2 proteins using the expresso t-coffee web server according to (Armougom et al.
2006). Red portions have a high reliability, blue and green portions are the less consistent. Relevant
domains are highlighted.

(B) Chromosomal distribution of in vitro binding events of MSL2me! (MEL) and MSL2" (VIR) from one (MEL)
and two (VIR) independent genome-wide DIP-assays using virilis genome. The chromosomal size
distribution (genome) is provided for reference.



