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ITF V \YHEFGHF FAK SGILVREFAIGMGPK HpJK GT YTIRGLPLGGYVRMAGWG D TEIKTG PAS
MKAIITFLLIFCVIVVFHEFGHFFFAKRSGILVREFAIGMGPKIFAHTGKDGTVYTIRILPLGGYVRMAGWGEDTTEIKTGSPAS
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JASG @ LF M MLSINLGIFNLIPIPALDGGKI MN IEAIRRKPLUSUEWE YITIRIGVE M VLM AVTWNDIMRAFF 419
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