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1

MRGSHHHHHH
MRGSHHHHHH
MRGSHHHHHH
MRGSHHHHHH
MRGSHHHHHH
MRGSHHHHHH
MRGSHHHHHH

51

LHLAATEGHL
LHLAAYNGHL
LHLAASNGHL
LHLAARVGHL
LHLAASKGHL
LHL AADVGHL
LHLAAXXGHL

101

KNGADVNA. .
KNGADVNA,. .
KHGADVNAYD
KYGADVNADD
KHGADVNASD
KNGADVNAI D
KZGADVNAXD

HLAAFFGHLE
HLAAHEGHLE
HLAAXXGHLE

GSDLCGKKLLE
GSDLCGKKLLE
GSDLGKKLLE
GSDLGKKLLE
GSDLCGKKLLE
GSDLCGKKLLE
GSDLCGKKLLE

AARAGQDDEV
AARAGQDDEV
AARAGQDDEV
AARAGQDDEV
AARAGQDDEV
AARAGQDDEV
AARAGQDDEV

El VEVLLKYG ADVNARDAAG
El VEVLLKNG ADVNAKDFQG
El VEVLLKNG ADVNASDLTG
El VEVLLKNG ADVNALDFSG
El VEVLLKHG ADVNANDTNG
El VEVLLKNG ADVNADDVTG
El VEVLLKZG ADVNAXDXXG

NDGHTPLHLA
TI GSTPLHLA
ELGSTPLHLA
TI GYTPLHLA
XXGXTPLHLA

| VEVLLKYGA
| VEVLLKYGA
| VEVLLKZGA

AKYGHLEI VE
ADTGHLEI VE
ATHGHLEI VE
ANNGHLEI VE
AXXGHLEI VE

.. .. QDKFGK
.. .. QDKFGK
... QDKFGK
... QDKFGK
DVNAQDKFGK
DVNAQDKFGK
DVNAQDKFGK

RI LMANGADV
RI LMANGADV
Rl LMANGADV
Rl LMANGADV
RI LMANGADV
RI LMANGADV
RI LMANGADV

FTPLHLAADN
ETPLHLAANN
| TPLHLAAAT
STPLHLAAKR
TTPLHLAAQA

50
NARDFWGHTP
NAMDYYGSTP
NATDNDGYTP
NAEDTYGDTP
NADDQHGNTP
NARDRDGNTP
NAXDXXGXTP

100
GHLEI VEVLL
GHLEI VEVLL
GHLEI VEVLL
GHLEI VEVLL
GHLEI VEVLL

FTPLHLAAVW GHLEI VEVLL

XTPLHLAAXX

VLLKHGADVN
VLLKYGADVN
VLLKYGADVN
VLLKNGADVN
VLLKZGADVN

TAFDI SI DNG
TAFDI SI DNG
TAFDI SI DNG
TAFDI SI DNG
TAFDI SI DNG
TAFDI SI DNG
TAFDI SI DNG

GHLEI VEVLL

ADDTVA TPL
AHDTNGVTPL
AXDXXGXTPL

199
NEDLAEI LQ
NEDLAEI LQ
NEDLAEI LQ
NEDLAEI LQ
NEDLAEI LQ
NEDLAEI LQ
NEDLAEI LQ



