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Supplemental Figure 1

http://ees.elsevier.com/cell/download.aspx?id=807657&guid=2c2e7d77-099e-41e2-88ab-9743ad4ff6c7&scheme=1
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Supplemental Figure 2

http://ees.elsevier.com/cell/download.aspx?id=807658&guid=b0920d4e-3494-4a3a-be34-cfae18426295&scheme=1
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Supplemental Figure 3

http://ees.elsevier.com/cell/download.aspx?id=807659&guid=0d0c3346-7b99-47e8-8952-c243fed274b3&scheme=1
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