Figure S4. Alignment of DND1 and CI3 region
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TGGTACCTREEIGCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTCACTGAGTGCCTGCAGCAG
TGGTACCTRREGCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTCACTGAGTGCCTGCAGCAG
TGETACCTREREGCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTCACTGAGTGCCTGCAGCAG
TGeTACCTRERGCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTIACTGAGTGCCTGCAGCA
TGETACCTRERGCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTCARNTGAGTGCCTGCAGCA
TGeTACCTRERGCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGATCACTGAGTGCCTGCAGCA
TGETACCTREEGCCTCAGECCCAGCAGACCACAGGAGGTTGGCCCCAGACTCACTGAGTGCCTGCAGCAG
TGGTACCTRERGCCTCAGCCCCAGCAGACCACAGGAGGTTGGCCCCAGACTCACTGAGTGCCTGCAGCA
TGGTACCTRERGCCTCAGCCCCAGCAGANCACAGGAGGTTGGCCCCAGACTCACTHAGTGCCTGCAGCA
TGGTACCTRERGCCTCAGCCCCAGCAGACCACAGGAGGETGGCCCCAGACTCACTGAGTGCCTGCAGCA
THGTACCTREEGCHTCAGCCCCAGEAGACCACARGERS TGGHCCHAGEITCACTEAGTGCCTECAGCA
[SAGTACCTRERGCCTCAGCCCCAGCAGACCACAGGAGGETAGCCCCAGACTCACTSAGTGCCTCAGCA
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CCETACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGGTCAGCACAACCCAGATG
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CCGTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGATCAGCACAACCCAGAT
CCGTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGATCAGCACAACCCAGAT
CCGTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGATCAGCACAACCCAGAT
CCGTACAGACACAGCATCCTTGGCEACCTCATGECCATCCCGGCCATCTAGGGTCAGCACAACCCAGATG
CCGTACAGACACAGCATCCTTGGCCACCTCATGCCCATCCCGGCCATCTAGGGTCAGCACAACCCAGATG]
CCGEACAGACACAGCATCCTTGGCCACCTCATGCCCATCCTGGCCATCTAGGGTCAGCACAACCCAGATG
CEGTGCGGACACAGCATCCTTGGCCACCTCATGCCCATCCT CCEATCEGAGEECAACACAACCCAAAT
CCGTGEAGACACAGCATCCTTGGCCACCTCATGCCCATCCTGCCCATCTGGG CAGCACAACCCAGAT
CCGTGCAGAEACEGCATCCTTAGCCACCTCATGCCCATCCT ®CCATCTGGGGTCAGCACAACCCAGAT!
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