Supplementary Figure S4

IMC1

Identity 72.1%; Similarity: 83.7%
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IMC3
Full length protein identity 56.0%; Similarity: 66.8%
Fragment for antiserum generation identity 33.5%; Similarity: 43.7%
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IMC7

Full length protein identity 24.5%; Similarity: 39.0%
Fragment for antiserum generation identity 23.6%; Similarity: 40.9%
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IMC15

Full length protein identity 25.5%; Similarity: 34.7%
Fragment for antiserum generation identity 15.8%; Similarity: 23.8%
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