
 Name Acc.  No Range : : :: ::. *: *: .**:* .* *:..:. . ::. :. * :.: * :.. **. *: * * * .*
 H_Sp140 Q92881 36-139 QVCPEPIFRFFRENKVEIASAITRPFPFLMGLRDRSFISEQMYEH-FQEAFRNLVPVT-RVMYCVLSELEKTFGWSHLEALFSRINLMAYPDLNEIYRSFQNVCYE
H_Sp100B Q13343 47-150 RLLYDIVFKHFKRNKVEISNAIKKTFPFLEGLRDRDLITNKMFED-SQDSCRNLVPVQ-RVVYNVLSELEKTFNLPVLEALFSDVNMQEYPDLIHIYKGFENVIHD
 M_Sp100 O35892 19-122 MHLIECMLKHFKTQKVAISNAIRSTFPFLESLRDHEFITGKMYED-LLDSCRSLVPVD-KVIYRALEELEKKFDMTVLCELFNEVNMEKYPDLNLIRRSFGCVFPN

H_AIRE-1 D1024894  1-106 MATDAALRRLLRLHRTEIAVAVDSAFPLLHALADHDVVPEDKFQETLHLKEKEGCPQAFHALLSWLLTQDSTAILDFWRVLFKDYNLERYGRLQPILDSFPKDVDL
 2D Structure Pred: ---HHHHHHHHH--BBBBHHHHH--HHHHHH---------------HHHHHH-----BBBHHHHHHHHHHH---HHHHHHHHHH--------HHHHHH--------

 Ruler: 1.......10........20........30........40........50........60........70........80........90.......100...106

 Name Acc.  No Range . : * .: : .* . : : . :
 Dm_DEAF-1 Q24180 210-291 SENPSTQH---NEVFQIRCKTTCAELYRSKLGS-GGRGRCVKYK---DKWHTPSEFEHVCGRG----SSKDWKRSIKYGGKSL----------------QSLIDEGTLT

 H_Spn O15152 125-205 NWDPSVYD----SELPVRCRNISGTLYKNRLGS-GGRGRCIKQG---ENWYSPTEFEAMAGRT----SSKDWKRSIRYAGRPL----------------QCLIQDGILN
 Ce_C44F1.2 Q18624  68-151 IWTPIVPL--NATTVPVTCGYVKGIMHLKLFRCPGIRQACIEYE---SQYLTPKQFTELGGKG----RQKDWKACIRVENVSL----------------RTLLENKTID
 Ce_C25G4.4 Q18171  65-150 PLQITIPEGDASPTVPVSCGVVNGKMHLNLFMCPGIHQPCIEVG---NDLLSPKQFTIRGDKE----RQKDWKASIRVGRSSL----------------RTHMEAMTID
Ce_C01B12.2 017208  79-183 PTEPAVQTIKLPKYMELKCGALVARLHTELFICPGIREKCIEVLDCPGELLTPVEFTIKAEKS----KQKDWKGAIKHNGRMLRYASCSFQLLKTEQFNRTLMEFKQLD
 Ce_F53H4.5 Q93779  -21-63 MIFDQLLK----IIFQVKCGTLTAKMVTKLFTCPGIHQNCILID-GETEYISPKEFTVRANKD----KQKDWKGSIRIGKSNL----------------RTLMEMRSLD

 H_Est1 AA148980 EANEDMEI-----AYPITCGESKAILLWKKFVCPGINVKCVKFN---DQLISPKHFVHLAGKS----TLKDWKRAIRLGGIML----------------RKMMDSGQID
 H_Est2 AA547207 ..........................FQEKLKQ-GASKKCIQNE--AGDWLTVKEFLNEGRRA----TSKAWKGVICCNGATL----------------RHLEQKGLLF
 H_NucP41 Q14976 153-234 SDTVDFHC----SKSPVTCGEAKGILYKKKMKH-GSSVKCIRNE--DGTWLTPNEFEVEGKGR----NAKNWKRNIRCEGMTL----------------GELLKSGLLL
 M_Sp100 O35892 378-459 EENADFGG----AELPVVCGNAQGFLDKEKFKQ-GIYVRSIRGK--TGRLFTPMDFEIEGNCE----KAKNWRQTIRCKGWTL----------------RELIQKGVLQ
 H_Sp140 Q92881 466-547 DETVDFKA----PLLPVTCGGVKGILHKKKLQQ-GILVKCIQTE--DGKWFTPTEFEIKGGHA----RSKNWRLSVRCGGWPL----------------RWLMENGFLP

 H_Sp100B Q13343 595-676 DENINFKQ----SELPVTCGEVKGTLYKERFKQ-GTSKKCIQSE--DKKWFTPREFEIEGDRG----ASKNWKLSIRCGGYTL----------------KVLMENKFLP
 H_AIRE-1 D1024894 189-280 QRAVAMSS----GDVPGARGAVEGILIQQVFES-GGSKKCIQVG---GEFYTPSKFEDSGSGKNKARSSSGPKPLVRAKGAQG---------AAPGGGEARLGQQGSVP

 2D Structure Pred: ---BB----------BBBB---BBBBBBBBB------BBBBBBB-----BB----BBBB--------------BBBBB----------------------BBB------
 Ruler: 1.......10........20........30........40........50........60........70........80........90.......100......109
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Fig 1a.  Alignment of N-terminal domains from Sp100 group proteins

Fig 1b.  Alignment of SAND domains. 


