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Found reference sequence t'v_HUMAN', offset=1.
Group A: 6 sequences, length 479
Sequences: rc_lolfo, rc_octdo, rc_todpa, rc_lolpe, rc_lolsu, rc_sepof
Group B: 24 sequences, length 479
Sequences: rv_TENREC, rv_RAT, rv_DANIO, rv_HEDGEHOG, rv_RABIT, rv_PONGO, rv_TURTR, rv_HYRAX, rv_GORILLA, rv_DOR, rv_FELCA, rv_OPOSSUM, rv_CANFA, rv_MACACA, rv_HORSE, rv_PI
Cutoff: 0.2.

Archive of all output files

Results for rhodopsin_vert_ceph.align_fasta

Aligned chains from 1U19.pdb or together with whole alignment

Selected 321 positions below cutoff (0.2)
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Image generated by pymol from SH _1U19.pdb pdb file with 'I-SH' as B-factors and using display.pml pymol script:
DeLano, W.L. The PyMOL Molecular Graphics System (2002) DeLano Scientific, Palo Alto, CA, USA.www.pymol.org
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Raw Table

Selected 321 positions below cutoff (0.2)

SH: [J0I00N JOI07M F008 0.12° 0.16 020 0.36 0.52 [0.68 [0:84" 00N

Position Entropy SH Rnk Consensus
Ali  Ref A B AB rel A

B
406 - 000 000 072 132 000 76 K -
407 - 000 000 072 132 000 76 E -
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400 S343 125 0.79 148 1.17 0.11 S-a
171 A169 0.65 090 148 1.17 0.11 8 Iv Avfl
216 Y192 065 025 092 116 012 6 Il Yi
81 V81 065 1.14 163 1.16 0.2 2 Fm Vifl-
27 P27 000 025 078 1.5 0.3 41 - P-
38 S38 000 050 098 1.15 0.13 41 Y Sy-
37 F37 000 050 098 1.5 0.3 41 Y Fy-
26 Y26 0.00 141 171 1.15 0.13 41 - Yqea-
254 F228 0.00 025 078 1.15 0.13 30 M Fm
294 1256 0.00 050 098 1.15 013 11 V Ilv
319  S281 000 050 098 115 0.3 10 A Saf
222 V198 000 1.14 149 115 013 6 - Viqt-
157 MI155 092 041 105 1.06 0.9 13 1 Mi
394 - 125 050 1.18 106 0.19 76 Qrs -qs
235 V209 125 050 1.18 1.06 0.19 6 Ifl Vil

||C0pyright (c) Anton Feenstra 2007”




