
abl-D MTLVLSRSGSLSSLSSLSTIATPTTTRTSPPPPHSSLPTGCTSSASASASNHTPRPLQEE

ABL MTLVLSRSGSLSSISSLSTIATPTTTRTSPPPPHSSLPPGCTSSASASASNHTPRPLQEE

abl-D KTEPYYADDSYKDPPPPAHVLTGEFGVKIRDFAYEKGGVEVRRVKKYVRPEGQGIGRRRE

ABL KTEPYYADDSYKDPPPPAHVLASEFGVKIRDFAYEKGGVEVRRVKKYVRPEGQGIGRRRE

abl-D PVLVQRQPTPPGQRGWMWGVGVGVGGGGGCENAEASTSSGLTRQRVVQDIEDLEFHSQSQ

ABL PVLVQRQPTPPGQRGWMWGVGVGGGVGGGYENAEASTSSGLTRQRVVQDIEDLEFHSQSQ

abl-D SQSQSQSQSQPQSLPPFEHISFSESDGEPYIETPAVTPNGSLQWKTTTAEEELTLPSLHN

ABL SQSQSQSQSQPQSLPPFEHITFSDSDGEPYIETPAVTPNGSLQWKTTTAEEELTLPSLHN

abl-D LPSSKRAFHPDDDDEDDEQHHTTPPQPPTKKQRVVSPIKRYNLRERRPPATTTTTTLLPP

ABL LPSSKRAFHPDD-----EQHHTTPPQPPTKKQRVVSPIKRYNLRERRPPTTT----LLPP

abl-D SRLRNILSVQSSQSQLSTGPKGRRKGKARTTRV

ABL SRLRNILSVESSQSQLSTGPKGRRKGKARTTRV

Supplementary Figure S1. Amino acid sequence alignment of
abl-D and ABL. Amino acid residues were expressed in one-
letter codes and gaps in the aligned sequences were introduced
to maximize similarities. Sites where mutation has been
identified in abl-D are highlighted by colors. Blue, synonymous
mutation; Red, missense mutation; yellow, insertion.


