Ciona intestinalis

Score =3720

Length of alignment = 231
Sequence HsPOLR3G: 1-223 (Sequence length = 223)
Sequence CGiPOLR3GL : 1-215 (Sequence length = 215)
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Percentage ID = 36.80

Score = 5300

Length of alignment = 221
Sequence HsPOLR3GL : 1-218 (Sequence length =218)
Sequence CiPOLR3GL: 1-215 (Sequence length = 215)
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Percentage ID =51.13
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