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Haemoglobin of the antarctic fish Pagothenia bernacchii. Amino acid sequence,
S| AR oxygen equilibria and crystal structure of its carbonmonoxy derivative.
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HAEMOGLOBIN OF THE ANTARCTIC FISH PAGOTHENIA BERNACCHII:
AMINO ACID SEQUENCE, OXYGEN EQUILIBRIA AND CRYSTAL
STRUCTURE OF ITS CARBONMONOXY DERIVATIVE
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HAEMOGLOBIN OF THE ANTARCTIC FISH PAGOTHENIA BERNACCHII:
AMINO ACID SEQUENCE, OXYGEN EQUILIBRIA AND CRYSTAL
STRUCTURE OF ITS CARBONMONOXY DERIVATIVE
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HAEMOGLOBIN OF THE ANTARCTIC FISH PAGOTHENIA BERNACCHII:
AMINO ACID SEQUENCE, OXYGEN EQUILIBRIA AND CRYSTAL
STRUCTURE OF ITS CARBONMONOXY DERIVATIVE

MEB{bREHAR
HWFES [A] 91.380 88.540 55.340
HFEM [H] 90.00 97.16  90.00
et 22 c121
SIRAE [A] (E - W) 10.00 - 2.50

MEML\IRAES TILOM

R-work 0.17800
REREOTH_REE(RMSD) [A] 0.019
READTHI_RWE(RMSD) [E] 2.000

BT —5 OREHAR

SRAE [A] (& - ®) 10.00" - 2.50
MEBL\DRAES TILODM

7R 13785

JAVRIEEERIEE DIFHR
(HERETR#R)

HIRE | BRSTEIR | RERISIR | MEEIRRR | BE®EEE | YO D-R

1PBX

HAEMOGLOBIN OF THE ANTARCTIC FISH PAGOTHENIA BERNACCHII:
AMINO ACID SEQUENCE, OXYGEN EQUILIBRIA AND CRYSTAL
STRUCTURE OF ITS CARBONMONOXY DERIVATIVE
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