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NTDB id 1152 A1552VC RS00200 WP 000654772.1 V.QSDEELP..FPELLANVGIEATPIDILASRTQIPVQDIMMQLLELELLGHVVAVPGGYIRKGRG. 371
NTDB id 1051040 ACEWX4 RS00880 WP 374855263.1 STATHSTLPEHLLALYSQLDWVGKNMDQLASELQQETAHLTAQLMELELLGMAMQQSGLYLRCRPSQ 380
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