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Supplemental Figure S8
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Supplemental Figure S9
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Supplemental Figure S10
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Supplemental Figure S11

Grade | Grade I | Grade |

Grade Il Grade IV <o T Grae N Grade 1\

MTS grading
Elastin degradation grading

Gradel Intact media, wavyollagenfibers bundlegUnoperated(Control) aorta)
Grade II Smallincrease in the media contenlbss of wavinesis collagerfibers bundles Gradel Intact/ wavyelastin fibergUnoperated(Control) aorta)
sl M Significanincrease in the media content and loss of media boundass of Grade I V?s?ble elastin breaks, loss of WaVinHBﬁ"aStiﬁ mgrphology
wavinessn collagerfibers bundles Grade lll Visible elastin breaks, loss of ~50% of elastin signal
Grade IV Signifiganincrease In the media content and loss/ rupture of media boundass Grade IV Visible elastin breaks, loss of >50% of elastin signal
of wavinessn collagerfibers bundles




