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NTDB id 357553 PsalSR1 RS19270 WP 230388980.1 MADVGIDATTHIITDLTKRLDRNELTDTQKAMEALKENLSGLLDPCNIPLEIPETKDPFVILVIGVNGAGKTTTIGKLAK 138
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NTDB id 357553 PsalSR1 RS19270 WP 230388980.1 ELKKVKRVLGKVDNTAPHEVLLVLDSGTGQNAINQAEQFHQAVNVSGIVMTKLDGTAKGGVIFAIAKKMKLPIRYIGVGE 298
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