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SEQUENCE = 177ceTAATS TTAACATTO TAAAT GO AAG TS T TAATCAGE 16 TTTCCTCOAG TAAG GAATC TAGAGCE TG AAATE TACGG TCCETTAG AR TCAGCAT TCAAAG AAGAG CACATTG TAGEAGA TC TAAATGGAATGAGSE TGCAACAGS TARAGACECE
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SEQUENCE = crratcTcTATBEACACAARACCCTCCTCCACCAACATTGGTTTGTTTTATAGGTAGAACTARATCCATGAT TTGTTTCACTTCTACAGTTCTAGTCAATCAAACTTATTAAAAAAAARAACCCAAACTTTATTACTACTATAAAACAAATCAAA
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SequeNCe = ATTTTCTCTTITITGTTTGTTITGTTTGCAGATAGAATACTCAGTAAGATGGGTGARGGTGAGTAGTTGTTTGAAGTGATTGARAACCTTTATTAGTTGTTGGCGAGACGTTCACATGGATATTTATAACCAGATORTTAGTTTATACTCTTCTTT

Fig. S7 Structural variation detection in C. sheareri performed by IGV.



