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Proportions of categorized, Pfam-predicted domain architectures per genome

77 e
0.9 oA / b
7 S S A
0.6 1 / /}// ;//
0.3 A s //
// / AD=0.377 S AD 0.668 T // AD=0.722 ¥
005 //. / p-value=0.360 ’ /////P-value 0.064 / S/ p-value=0.056 : / /" p-value<0.005
0.2 0.6 1.0 0 0.1 02 0.2 0.4 0.6 0.005 0.1 0.15 0. 01 0. 03 0.05 0.07 0.00 0.04 0.08

Overall predicted Unique single-domain double-domain triple-domain >=4-domain



