Supplementary Materials: Fig. S1: Multiplexed alignment of full sequences of SAT protein in C. hupingshanensis; Fig. S2: Multiplexed alignment of full sequences of OASTL protein in C. hupingshanensis.
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Fig. S1 Multiplexed alignment of full sequences of SAT protein in C. hupingshanensis
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Fig. S2 Multiplexed alignment of full sequences of OASTL protein in C. hupingshanensis.
