Helix AAADDADNDANDDADRD BEEBEBEEBEBEBEBEBCCCCCCCCCCC

HBA_HUMAN -----=---- VLSPADKTNVKAAWGKVGA--HAGEYGAEALERMFLSFPTTKTYFPHF
HBB_HUM&AN @---—-—--- VHLTPEEKSAVTALWGKV - ---NVDEVGGEALGRLLVVYPWTQRFFESF
MYG_PHYCA -=======- VLSEGEWQLVLHVWAEVEA--DVAGHGQDILIRLFKSHFETLEKFDRF
GLB3_CHITP —-—-—-—-—--———- LSADQISTVQASFDEVEG====== DPVGILYAVFEADPSIMAKFTQF
GLBS_PETMA PIVDTGSVAPLSAAEKTKIRSAWAPVYS--TYETSGVDILVEFFTSTPAAQEFFPKF
LGB2_LUPLU -------- GALTESQAALVKSSWEEFNA--NIPKHTHRFFILVLEIAPAAKDLFS-F
GLBl1_GLYDI —-—----—-- GLSAAQROVIAATWEDIAGADNGAGVGKDCLIKFLSAHPOMAAVFG-F
Consensus Ls.... vaWwkv. . g 5w Lawws £ « B 4 F F
Helix DDDDDDDEEEEEEEEEEEEEEEEEEEEE FFFFFFFFFFFF

HBA_HUMAN -DLS----- HGSAQVKGHGKKVADALTNAVAHV---D--DMPNALSALSDLHAHKL-
HBB_HUMAN GDLSTPDAVMGNPKVEAHGKKVLGAFSDGLAHL---D--NLEKGTFATLSELHCDKL-
MYG_PHYCA KHLKTEAEMKASEDLKKHGVTVLTALGAILKK----K-GHHEAELKPLAQSHATKH-

GLB3_CHITP AG-KDLESIKGTAPFETHANRIVGFFSKIIGEL--P---NIEADVNTFVASHKPRG-
GLBS5_PETMA KGLTTADQLKKSADVEWHAERI INAVNDAVASM--DDTEKMSMELRDLSGEKHAKSF-
LGBZ_LUPLU LK-GTSEVPQNNPELQAHAGKVFELVYEAAIQLOVTGVVVTDATLKNLGSVHVSKG-
GLB1_GLYDI SG----AS---DPGVAALGAKVLAQIGVAVSHL--GDEGKMVAQMKAVGVRHKGYGN
Consensus i ik .. . v..Hg kv. a a...1 d Lal. 1 H

Helix FFGGGGGCGECEGEECCEGGGEE HHHHHHHHHHHHHHHHHHHHHHHHHH
HBA_HUMAN -RVDPVNFKLLSHCLLVTLAAHLPAEFTPAVHASLDKFLASVSTVLTSKYR-----—-
HBB_HUMAN -HVDPENFRLLGNVLVCVLAHHFGKEFTPPVQAAYQKVVAGVANALAHKYH=-----
MYG_PHYCA -KIPIKYLEFISEAIIHVLHSRHPGDFGADAQGAMNEKALELFREKDIAAKYKELGYQG
GLB3_CHITP --VTHDQLNNFRAGFVSYMKAHT--DFA-GAEAAWCGATLDTFFGMIFSKM---——-——
GLB5_PETMA -QVDPQYFKVLAAVIADTVAAG---------DAGFEKLMSMICILLRSAY-------
LGBZ_LUPLU --VADAHFPVVEEAILKTIKEVVCAKWSEELNSAWTIAYDELAIVIKKEMNDAA---
GLB1_GLYDI KHIKAQYFEPLGASLLSAMEHRIGGEMMNAAAKDAWAAAYADISGALISGLOS-----—
Consensus Vs £ L & e T f o A Ke s 1 sky

Figure 5.1 An alignment of seven globins from Bashford, Chothia &
Lesk [1987]. To the left is the protein identifier in the SWISS-PROT
database [Bairoch & Apweiler 1997]. The eight alpha helices are shown as
2—H above the alignment. A consensus line below the alignment indicates
residues that are identical among at least six of the seven sequences in upper
case, ones identical in four or five sequences in lower case, and positions
where there is a residue identical in three sequences with a dot.



