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HPWF KEAT SST DNL YRSYYL F SQSPQT EI AEGKI AMI PKE- - - EYAANEWF AT SSEDT EV
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HPWF KEAT SST DNL YRSYYL F SQSPQT EI AEGKI AMI PKE- - - EYAANEWF AT SSEDT EV
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KGI YT F SL DWSKASQPT VT VT R- AEKADADNPDPGT NGAKYL YF GEGI CKKF YDKGNNHY
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KGL L KF T L DWSNAPSPI L VVST - GT KADEDNPDT GT DNAKYL YYGEDI CKKF YDKGNNI Y
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EL T T DF VSSWGF L I RT SNDPSWPAGT KYGAT SASHKVT L GT AF T L DNK- - - T AADI L F DS
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EL T VDF EST WGL L I RT SNASF WPSGT KYGASSSSEKL AL NKDF KL T NAG- - NPANI MF DS
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EL T T DF VSSWGF L I RT SNDPSWPAGT KYGAT SASHKVT L GT AF T L DNK- - - T AADI L F DS
EL T L DF DSDWGF L VRT ST T S- WAAGT KYGAPDNRT I I RF GEPF T L MSNRSADPANVQF SL
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EL T T DF VSSWGF L I RT SNDPSWPAGT KYGAT SASHKVT L GT AF T L DNK- - - T AADI L F DS
EL T VDF EST WGL L I RT SNASF WPSGT KYGASSSSEKL AL NKDF KL T NAG- - NPANI MF DS
EL T VDF EST WGL L I RT SNASF WPSGT KYGASSSSEKL AL NKDF KL T NAG- - NPANI MF DS
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EL T T DF VSSWGF L I RT SNDPSWPAGT KYGAT SASHKVT L GT AF T L DNK- - - T AADI L F DS
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MNL WYYHSQF AT DYF ADL NYGAVEQAT SSPAYI AMANSAKGWI DRGVDGL RL DAVKHI YH
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MNL WYYHSQF AT DYF ADL NYGAVEQAT SSPAYI AMANSAKGWI DRGVDGL RL DAVKHI YH
QQI T YF HSHF CT DWF ADL NYGPVDQAGESPAYQAI ADAAKGWI ARGVDGL RL DAVKHI YH
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VEAWYF HSHF QT DWF ADL NYGAI DDAADSPAYKAI SAAAKKWI DRGI DGF RL DAVKHI YH
MNL WYYHSQF AT DYF ADL NYGAVEQAT SSPAYI AMANSAKGWI DRGVDGL RL DAVKHI YH
P- - T MYHSHF WT AAF ADL NYGKAAEAEQSGAF KAVT EAADKWVRMGVDGF RL DAVKHI YH
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MNL WYYHSQF AT DYF ADL NYGAVEQAT SSPAYI AMANSAKGWI DRGVDGL RL DAVKHI YH
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