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Supplemental Figure 1

http://www.editorialmanager.com/cell/download.aspx?id=944613&guid=36d1b982-214e-43c7-b2ea-3326d1326490&scheme=1
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Supplemental Figure 2

http://www.editorialmanager.com/cell/download.aspx?id=944614&guid=e177ec40-93f6-47df-8c2a-f5da484d3293&scheme=1
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Supplemental Figure 3

http://www.editorialmanager.com/cell/download.aspx?id=944615&guid=59399f04-cbbc-43ac-9d6f-54f47f8fd645&scheme=1
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Supplemental Figure 4

http://www.editorialmanager.com/cell/download.aspx?id=944616&guid=34494570-c9eb-4ce6-84f0-391f5790d7a8&scheme=1
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Supplemental Figure 5

http://www.editorialmanager.com/cell/download.aspx?id=944617&guid=fee533b6-69cf-4ba6-bc2c-145126263dbd&scheme=1
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Supplemental Figure 6

http://www.editorialmanager.com/cell/download.aspx?id=944618&guid=1fd83e26-f36f-4070-aa91-d8a5b2888adb&scheme=1
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http://www.editorialmanager.com/cell/download.aspx?id=944642&guid=3e239eb5-d806-4aad-b579-73d0d037c8c2&scheme=1



