Lamprey V1R aligned to V1r pheromone receptor-like AAX10116 [Danio malabaricus]
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In fish VIR but not mammal VIR (Niimura and Nei)
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Expect = 6e-12, Method: Compositional matrix adjust.
Identities = 70/280 (25%), Positives = 135/280 (48%), Gaps = 24/280 (8%)
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