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Figure S1. The number of annotated genes in the tentacles transcriptome of H. magnifica.
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Figure S2. The number of annotated genes in the column transcriptome of H. magnifica.
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Figure S3. KEGG pathway annotation of the H. magnifica tentacles transcriptome.
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Figure S4. KOG analysis of the tentacles transcriptome of H. magnifica.
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Figure S5. GO analysis of the tentacles transcriptome of H. magnifica.
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Figure S6. KEGG pathway annotation of the H. magnifica column transcriptome.
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Figure S7. KOG analysis of the column transcriptome of H. magnifica.
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Figure S8. GO analysis of the column transcriptome of H. magnifica.
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Figure S9. Analysis of the tentacles transcriptome of H. magnifica through the NCBI Nr database.
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Figure S10. Analysis of the column transcriptome of H. magnifica through the NCBI Nr database.



