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position in the MV H protein

Supplementary Figure 1. Amino acid sequence alignment of the H proteins of
various CDV and MYV strains. The amino acid sequences at positions 503-560 of the
CDV H proteins and positions 507-564 of the MV H proteins are aligned. Dots indicate
the identical amino acid residues to those of the CDV CYNO7-dV H protein. The box
indicates the amino acid at position 541 of the CDV H protein and position 545 of the
MYV H protein. The DDBJ/GenBank accession numbers are provided with the CDV and

MYV strain names.
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CKLS....1..G.DLQ..L....T..VE..V..... S.G.SF..F..... PI..V.1
CKLS....1..G.DLQ..L....T..VE..V..... S.[G.SF..F..... PI..V.1
JKLS....1..G.DLQ..L....T..VE..V..... S.SF..F..... PI..V.1
JKLS....1..G.DLQ..L....T..VE..V..... S.SF..F..... PI..V.1
JKLS. ... 1..G.DLQ..L....T..VE..V..... S.SF..F..... PI..V.1
JKLS....1..G.DLQ..L....T..VE..V..... S.SF..F..... PI.. 1.1
JKLS....1..G.DLQ..L....T..VE..V..... S.SF..F..... PI.. 1.1
JKLS....1..G.DLQ..L....T..IE..V..... S.SF..F..... PI..V.1
JKLS....1..G.DLQ..L....T..VE..V..... G.SF..F..... PI..V.1
JKLS....1..G.DLQ..L....T..VE..V..... G.SF..F..... PI..V.1
JKLS. ... 1..G.DLQ..L....T..VE..V..... .SF..F..... PI..V.1
CKLS....I1..G.DLQ..L....TF.VE..V..... S.SF..F..... PI..V.1
JKLS....1..G.DLQ..L....T..VE..V..... S.SF..F..... PI..V.1
JKLS....1..G.DLQ..L....T..VE..V..... S.SF..F..... PI..V.1
JKLS....1..G.DLQ..L....T..VE..V..... .SF..F..... PI..V.1
CKLS....1..G.DLQ..L....T..VE..V..... CSF.LF... .. PIR.V. 1
JKLS. ... 1..G.DLQ..L....T..VE..V..... CSF.UF..... PI..V.1
CKLS....1..G.DLQ..L....T..VE..V..... CSF.LF... .. PV..V.1
JKLS....I1..G.DLQ..L....T..VE..V..... S.SF..F..... PI..V.1
JKLS....I1..G.DLQ..L....T..VE..V..... .SF..F..... PI.. 1.1
JKLS....I1..G.DLQ..L....T..VE..V..... .SF..F..... PI..V.1
CKLS....1..G.DLQ..L....T..VE..V..... CSF.LF... .. PI..V.1
JKLS....1..G.DLQ..L....T..VE..V..... CSF.UF.LL L. PI. A1
JKLS....1..G.DLQ..L....T..VE..V..... CSF.LF... .. PI..T.1
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