Fig 1b. Alignment of SAND domains.

Name Acc. No Range Lo *

Dm DEAF-1 Q24180 210-291  SENPSEGH- - - NEVFQI RCKTIICAELNRSKLES- EEREREVKYK- - - D
H Spn 015152 125-205  NWDPSVYD- - - - SELPVRCRNI SETLYKNRLGS- GEREGRCI KQE- - - E

Ce_C44F1. 2 Q18624 68-151 | WTPI VPL- - NATTVPVTCEGYVKCI MALKLERCPCI RCACI EYE- - - S

Ce_C25G4. 4 Q18171 65-150 PLCI TI PECGCASPTVPVSCEVVNCKMHLNLENCPCI HCPCI EVE- - - NDLL

Ce_C01B12.2 017208 79-183 PTEPAVCTI KLPKYNELKCCGALVARLHTELFI CPClI REKCI EVL BCPGEL L

Ce_F53H4.5 Q3779 -21-63 M FDCLLK- - - - 1 | FQVKCETL TAKMVTKLFETCPCI HCNCI LI D- GETEXI
H Est1 AA148980 EANEDIMVEI - - - - - AYPI TCCESKAI LLVKKFVCPCI NVKCVKFN- - - DCLI KHF\/HLAGKS- ---TL

H Est2 AAS47207 FCEKLKC- CASKKCI GNE- - AGDVIL

H NucP41 QL4976 153-234 SCTVEFHC- - - - SKSPVTCEEAKEI LYKKKNVKH- ESSVKCI RNE- - BETWL

M 1 Sp100 G85892 378-459 EENADFCGC- - - - AELPVVCENACQCFLEKEKFKCG- €I YVRSI REK- - TERLFE

ICKVIF

*

| Sp140 (©2881 466- 547 DETVDFKA- - - - PLLPVTCCEGVKCI LEKKKLCC- €l LVKCI GTE- -
H_SplOOB Q13343 595-676 DENI NFKG- - - - SELPVTCCEVKCETLYKERFKC- CISKKCI §SE- - BKKVWF
H Al RE-1 D1024894 189-280 CRAVANSS- - - - GDVPEARCAVECI LI CQVFES- CECSKKCI GVE- - - GEF
2D Structure Pred: ---BB---------- BBBB- - - BBBBBBBBB- - - - - - BBBBBBB- - - - -
Ruler: 1....... 10........ 20........ 30, ....... 40........ 50........

Fig 1a. Alignment of N-terminal domains from Sp100 group proteins

Name Acc. No Range *keok Kk ke
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H Sp140 (©2881 36-139 Pl FRFFR%%I ASAI TRPFPFLI\/CL RSFI EH- F aLVPVT RV CVL RI EI I%F
H Sp100B Q13343 47-150 RLLYDI VFKHFK FPFL CL N LVPVG- R |
M Sp100 085892 19- 122 HCNL FKT A FPFL -S‘CR LVPVC- KVI KFDN.VL IR FC 'C:!
H Al RE-1 D1024894 1-106 DAALRRLLRLHI‘I AVAV FPLLHA DKF LHLKEKECCPCAFHALLSV'LLT STAI LDFV'RVLF CRLCPI LDSFPKDVDL
2D Srructure Pred: - - - HHHHHHHHH- - BBBBHHHHH- HHHHHH- -------------- HHl+ ---- BBBHHHHHHHHHHH- -- HHHHHHHHHH ------- HHHHHH: - - - - - - -
Ruler: 1....... 10........20........380........40........50........60........70........80........90....... 100...106
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