39-F1-mod & 1_wd

Chain Z rmsd lali nres %id PDB Description
to01-A 32.0 0.0 154 154 100 MOLECULE: LEGHEMOGLOBIN-1;
lird-B 14.1 2.5 138 146 12 MOLECULE: HEMOGLOBIN ALPHA CHAIN,;

ANIPKNTHRFFTLY

DEVGGEALGRLLY

: Query=s0@01A Sbjct=1irdB Z-score=14.1
mgVLTDVQVALVKSSFEEFNnaNIPKNTHRFFTLVLEIAPGAKDLFSFLKGSS----EVPQ 56

-VHLTPEEKSAVTALWGKYV - -NVDEVGGEALGRLLVVYPWTQRFFESFGDLStpdaVMGN 57

NN-PDLQAHAGKVFKLTYEAAiqlqvnGAVASdatLKSLGSVHV-SKGVVDAHFPVVKEA 114

PKvKAHGKKVLGAFSDGLAHL - - - - - - DNLKG--tFATLSELHCAKLHVDPENFRLLGNV 109

ILKTIKEVVGDKWSEELNTAWTIAYDELAIIIKKEMKdaa 154

LVCVLAHHFGKEFTPPVQAAYQKVVAGVANALAHKYH--- 146



# Identity: 22/83 (26.5%)
# Similarity: 31/83 (37.3%)
# Gaps: 20/83 (24.1%)
# Score: 54.5
#
#
#::=====================================
CAA68462.1 58 NPDLQAHAGKV------------- FKLTYEAAIQLQVNGAVASDATLKSL
[1.::0]. .|| I T L |
AAA35597.1 58 NPKVKAHGKKVLGAFSDGLAHLDNLKGTFATLSELHCDKLHVDPENFRLL
CAA68462.1 95 GSVHVSKGVVDAHF - - --- PVVKEAILKTIKGV 122
ARl RN
AAA35597.1 108 GNVXVC--VLAHHFGKEFTPPVXAAYQKVVAGV 138
NW Score Identities Positives Gaps
-8 27/158(17%)  55/158(34%) 15/158(9%)
Query 1 MGVLTDVQVALVKSSFEEFNANIPKNTHRFFTLVLEIAPGAKDLFSFLKGSSEVP---QN
M TV+ +V + + + N+ + +L + P + F G P
Sbjct 1 MVHXTPVEKSAVTALWGK - -VNVDEXGGEALGXLLVVYPWTQR - FXXSFGDLXTPXAVMG
Query 58  NPDLQAHAGKVFKLTYEAAIQLQVNGAVASDATLKSLGSVHVSKGVVDA-HFPVVKEAIL
NP ++AH KV + L T 4L +H K VD +F ++ +
Sbjct 58  NPKVKAHGKKVLGAFSDGLAHLD----- NLKGTFATLSELHCDKLHVDPENFRLLGNVXV
Query 117 KTIKGVVGDKWSEELNTAWTIAYDELAIIIKKEMKDAA 154

Sbjct

113

+ G +++ + A+ +A + +

CVLAHHFGKEFTPPVXAAYQKVVAGVANALAHKYH--- 147

94

107

57

57

116

112

# No: Chain Z rmsd lali nres %id PDB Description
1: teel-A 32.0 0.0 154 154 100 MOLECULE: LEGHEMOGLOBIN-1;
2: 1ird-B 14.1 2.5 138 146 12 MOLECULE: HEMOGLOBIN ALPHA CHAIN;
No 2: Query=s@0l1A Sbjct=1irdB Z-score=14.1
Query mgVLTDVQVALVKSSFEEFNaNIPKNTHRFFTLVLEIAPGAKDLFSFLKGSS----EVPQ 56
ident || | I | | I
Sbjct -vHLTPEEKSAVTALWGKV--NVDEVGGEALGRLLVVYPWTQRFFESFGDLStpdaVMGN 57
Query NN-PDLQAHAGKVFKLTYEAAiqlqvnGAVASdatLKSLGSVHV-SKGVVDAHFPVVKEA 114
ident | | | I
Sbjct PKvKAHGKKVLGAFSDGLAHL------ DNLKG--tFATLSELHCAKLHVDPENFRLLGNV 109
Query ILKTIKEVVGDKWSEELNTAWTIAYDELAIIIKKEMKdaa 154
ident | | |

DEVGGEALGR




