
prof sim alignment

b.29.1.2 214 aa <-> b.29.1.8 197 aa score 86.3 p-value 0.047

63 NYYTNGVGGHEK.VISLGFDASKGFHTYAFDWQPGY.IK.........WYVDGVLKHTATANIPSTPGKIMMNLWNGTGV 131

.. G.GG E. .. ... .DWQ .. I. . DG. K T .I .. G ...NL NG.

10 SFQIAGWGGSELYRRNTSLNSQ.......QDWQSNAKIRIVDGAANQIQVADGSRKYVVTLSIDES.GGLVANL.NGVSA 80

132 DDWLGSYNGANPLYAEYDWVKYTSNQTGGSFFE 164

L S . .. : .Y. . .N T . F..

81 PIILQSEHAKVHSFHDYELQYSALNHTTTLFVD 113

25% identity in 93 aa overlap

prof ss alignment (predicted ss)

b.29.1.2 214 aa <-> b.29.1.8 197 aa score 104.0 p-value 8.85e-03

2 DCAEYRSTNIYGYG...LYEVSMKPAKNTG........IVSSFFTYTGPAHGTQWDEIDIEFLGKDTTKVQFNYYTNGVG 70

D . RS .I G.G LY. ... .. . IV. . . A.G.. . :.. . ... NGV

4 DQVKERSFQIAGWGGSELYRRNTSLNSQQDWQSNAKIRIVDGAANQIQVADGSRKYVVTLSIDESGGLVANL....NGVS 79

71 GHEKVISLGFDASKGFHTY..AFDWQPGYIKWYVDGVLKHTATANIPS 116

. :.. . ....FH Y .: . . :VDG.. T . .. .

80 A.PIILQSEHAKVHSFHDYELQYSALNHTTTLFVDGQQITTWAGEVSQ 126

20% identity in 110 aa overlap

prof ss alignment (true ss)

b.29.1.2 214 aa <-> b.29.1.8 197 aa score 136.3 p-value 4.15e-04

7 RSTNIYGYG...LYEVSMKPAKNTG........IVSSFFTYTGPAHGTQWDEIDIEFLGKDTTKVQFNYYTNGVGGHEKV 75

RS .I G.G LY. :. .. . IV.. . . A.G.. . :.. . ..: NGV . . :

9 RSFQIAGWGGSELYRRNTSLNSQQDWQSNAKIRIVDGAANQIQVADGSRKYVVTLSIDESGGLVANL....NGVSA.PII 83

76 ISLGFDASKGFHTYAFDWQPG..YIKWYVDGVLKHTATANIPS 116

.. . ....FH Y . .. . . :VDG.. T . .. .

84 LQSEHAKVHSFHDYELQYSALNHTTTLFVDGQQITTWAGEVSQ 126

20% identity in 105 aa overlap

Figure 9: Alignment of SCOP families b.29.1.2 and b.29.1.8
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