BRCL ----- NHSFGG- SFRTASNKEI KLSEHNI KKSKMFFKDI EEQY 37

BRC2 - - - NEVGFRFG- - FYSAHGTKLNVSTEALKAVK- LFSDI EN- - 35
BRC3 EQNI KDFETSDTFFQTASGKNI SVAKESFNKI VNFFDKQPEEL 43
BRC4 - - - - KEPTLLG - FHTASGKKVKI AKESLDKVKNLFDEKEQ- - 35
BRC5 - - - - | ENSALA- - FYTSCSRKTSVSQTSLLEAKKW.REG F-- 35
BRC6 - VGPPAFRI ASGKI VCVSHETI KKVKDI FTDS- - -- 31
BRCr ae------ TCG | FSTASGKSVQVSDASLONARQVFSEI ED- - 32
BRCB  ------- AFSG - FSTASGKQVSI LESSLHKVKGVLEEFDLI - 33
BRCATO8A - - - - KEPTLLG - FHAASGKKVKI AKESLDKVKNLFDEKEQ- - 35
* . . . .

Figure S8. Sequence alignment of the eight human BRC repeats and a
BRC4T08A mutation used in our FP assays, generated with ClustalW. The
symbols on the bottom row denote the degree of conservation observed in
each column: **' denotes that the residues in that column are identical in all
sequences in the alignment, "' denotes that conserved substitutions have
been observed and °.' denotes that semi-conserved substitutions are
observed.



