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5. Rn167 (Q9H6Y7): E-value=3.8E-25
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7. Goli (Q86XS8): E-value=1.4e-21

2. Rn115 (Q9Y4LS5): E-value=8.6E-28
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4. Rn181 (Q9P0OPO): E-value=3.4E-25
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6. Amfr (QOUKVS5): E-value=3.3E-23
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8. Rnf12 (Q9NVW2): E-value=1.9e-20
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10. Pja2 (O43164): E-value=9.1e-20
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9. Rn139 (Q8WU17): E-value=2e-20
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1. San1 (P22470): E-value=1.1E-257
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2. Hrd1 (Q08109): E-value=1.2e-18
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3. Tul1 (P36096): E-value=1.4e-12
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5. Ybr2 (P38239): E-value=1.4e-11
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4. Irc20 (Q06554): E-value=1e-11
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