MdoICE1_MD09G1003800
AthICE1_AT3G26744
AthICE2_AT1G12860

MdoICE1l_MD09G1003800
AthICE1_AT3G26744
AthICE2_AT1G12860

MdoICE1l_MD09G1003800
AthICE1_AT3G26744
AthICE2_AT1G12860

MdoICE1_MD09G1003800
AthICE1_AT3G26744
AthICE2_AT1G12860

MdoICE1l_MD09G1003800
AthICE1_AT3G26744
AthICE2_AT1G12860

MdoICE1l_MD09G1003800
AthICE1_AT3G26744
AthICE2_AT1G12860

MdoICE1l_MD09G1003800
AthICE1_AT3G26744
AthICE2_AT1G12860

MdoICE1l_MD09G1003800
AthICE1l_AT3G26744
AthICE2_AT1G12860

MdoICE1l_MD09G1003800
AthICE1_AT3G26744
AthICE2_AT1G12860

MdoICE1_MD09G1003800
AthICE1_AT3G26744
AthICE2_AT1G12860

1 10 20 30 40 50

. .MLPMJS|SGA G[EDED . ...... AR T STTTHNNNNNEAEPRRNDQDSSLGASF
MGLDGNNGGG NEJGGGEREE . . NEEG G OF . . o e e DGS
..... MN/SDG D[ESGESPEVNNGEAA V) P o e e e e

6 70 80 90 100

0

SNFKSMLEGEJYMNNVLSNPAQDLH . . . . o\ . ... AfssmoasET THAP LoPERER2RC
SQFKPMLE/GIYYF|S|SNQPHPQDLOMLONQPDFRYFGGIP FNPNDNL LM . . QH SR sfEc
....... ERLUFNNPPPPQ. ... .HTNOQNDFRFNGGEP LNP SENLLIMLLQQ SEEESHS

110 120 130 140 150

S.PAIRSIANPSQOP . .. ... ... P IPAPPKSCE S SpMANYY C . SNIP FDN S F|D|L{eJCD|A[C3@AG
S.QAIRSIANPSIO. . . ... ... Ql IPAS TNNNKGCpRAYP S SANP FDNAF|EF[e]SE|S[e@AN
LLHPITIIAASIOQQQQQQQQQEQSIBAATKAC IV SEMBRYP T INRINTF . . DD|F[e]F|D|s[ehaldG

160 170 180 190 200
FQGNQPSNSSVLEGHITAMNSHAQMGTPELSEISAERIPASRLLPV. .TD.NANVLDGDF . .
IH...... APISEIGIYGSPAT|. . .QLGNRDLSEVPDIILSARSLLAPESNNNNTMLCGGFTA

QOFHGN.HQSPNSEINIYTGMN|. . . .. ... .. HEJVPDILPAPE . . . . . . . .o i ittt e e
219 229 239 240 25?

. .GFEGFDGSAG.AQLLERENAL . . . . . FPPMEAle):RBBUORSAR QN SV GDGGDISALGI LN T
PLELEGFGSPANGGFVGRRESIVILKP LEVILAS S[EA[REARISAAAMRQ S . SG SIAMGINSIYS
..NSSGSCGLSPLF SRRB¥SAVILKP LQVIMA S S[efS[o)HPBYePSIAAMRO S . S S SIAMCRISIHS

260 270 280 290 300 310

GPRYGGLLESLEKK RNEEGE|. . . MEEGSLDVEIEARR4DERIDFINEY SQVEVEENAKNGGS
GM............ FISDD|GPMD . . . ETGIEVEEARMELDIE TNESGKAA . . . . ... ...
SE........... M| S|S|YEREIDDTSTGI|IDIEYIARIERPIDHINT . . . . . . .o oot

a

320 330 340 350 360 370

ISP NAVANEASNCISINNK GKKKGIAPAKNLMAERRRRKKLNDRLYMLRSVVPKISKMDRAS I
....... jOAVAORNeElelefel KGKKKGNIPAKNLMAERRRRKKLNDRLYMLRSVVPKISKMDRAST
............. I KGKKKGIVIPAKNLMAERRRRKKLNDRLYMLRSVVPKISKMDRASI

Helix-loop-helix DNA-binding domain
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