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DBAB1 1 SLANENG AN EYIREES KMVENSHAWG: - - - - - - - - - - - - INIGSILIIADSYQYQL QSMAQKCW
DrBAB2 1 SHHe SNNEEWNSVERNSSEE KM ESGCHGOMWGAAAAATG: - - - - - IAA
AgBAB 1 NHPEB S SIS S S5 ENRTNTARAAL MGERFTSLI QPPDDRL VWK(Y/FI
DvBAB 1
ABAB 1 [EeMADS YQYQL QSMAGK
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psq motif
618 674
(010 =T\=Y R A GCa DI RPKGRGRPQRI LLG WPDEHI KGVI KIVVFRDYKDEKDESIEAIZ Vs Y GR
DrBAB2 135 AHQYANGQG
AgBAB 139 DLRPKGRGRPQRI LLG WPDBHI KGVI KSVVFRDAKDVKEESSE. PMWYEER
DvBAB Y@ GGEDL RPKGRGRPQRI LLG WPDEH! KGVI KIEVVFRDYKDLKDESREAZ M YGR
ABAB VB GIADL RPKGRGRPQRI LL GYWPDEH RGVI REVVF RO

AT-hook motif

Multiple sequence alignment of BabCD motifs.

Amino acid sequences of the BabCD of the BAB proteins of D. melanogaster Babl (AJ252082.1), D. melanogaster
Bab2 (AJ252173.1), D. virilis (AJ544785), A gambiae (AAAB01008960.1) and A. mellifera (BB170013A10G09) have
been aligned. Amino acid residues that are identical in all the sequences are shaded black. Amino acid positions with
conservative changes are shaded gray. The position of the psg and the AT-Hook domains is indicated. Numbers above
the sequence indicate the amino acid positions respective to the BAB1 protein.
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