prof_sim alignment

c.69.1.10 281 aa <-> <c.69.1.12 277 aa score 123.3 p-value 2.41e-03
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c.69.1.10 281 aa <-> <c¢.69.1.12 277 aa score 137.2
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VLVFHGRQDRIVPLD.TSLYLTKHLKHAELVVLD 257
.L: HG DR.:P.. T. .K L. AE.V.
ALILHGTGDRTLPIENTARVFHKALPSAEYVEVE 253

identity in 33 aa overlap

prof_ss alignment (predicted ss)

p-value 6.44e-04
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identity in 185 aa overlap

.K L. AE.V.

prof_ss alignment (true ss)

c.69.1.10 281 aa <-> c.69.1.12 277 aa score 280.8 p-value 7.79e-10
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identity in 229 aa overlap
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