Figure S5. Alignment of the primary sequences of animals. Identical

sequences are indicated by (*).

(A) Alignment of the primary sequences of four different species from the genus
Heterodera of Heteroderidae.
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(B) Alignment of the primary sequences of four species from different genera of
Heteroderidae.

EF153835 ———CAAAAAATGCACTGCATGTGCGTGTTTTATTTGCTAA-GATCACGC——TTCGGCGT 60
AY090885 ACCAAAAAAATGCACTGCATGTGCATGTTTTTGTTGCTAGTAATCACGC——TCCGGCGT
AF161007 ——CCAAATAATGCACTGCATGTGCGTGTTTTGACTGCTAA-GATCACGC——CTGGTCGT
DQ846902 ————ATAAAATGCACAGC-TGTGCGTGTTGATCTCGTGGG——ATCATGTCTGTTTGACGT
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(C) Alignment of the primary sequences of four species from four families of animals.
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