CLUSTAL multiple sequence alignment by MUSCLE (3.8)
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Figure S1. MUSCLE alignment of mouse and human Sox2 (MmSOX2 and
HsSOX-2) and schistosome SoxS1. The HMG domain is located in the red box.
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Figure S2. Absolute quantitative PCR for the schistosome cyclophilin transcript
during schistosome development.



