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Query Sun_Nov_08_06:06:01_+0100_2015 (seq=DPLALPVATP...DDKHHHHHHG Len=298 Neff=4.2  Nseqs=118)  
Parameters  score SS:yes search:local realign with MAP:no  

   No Hit                             Prob E-value P-value  Score    SS Cols Query HMM  Template HMM
1 4xov_A Rsgreen0.7; green fluor 100.0 2.2E-96  6E-101  681.9  32.8  238   13-252    33-270 (270)
2 2wur_A Green fluorescent prote 100.0 2.5E-96  7E-101  670.5  32.2  236   15-252     1-236 (236)
3 4xgy_A Green fluorescent prote 100.0 9.6E-95 2.7E-99  676.7  31.6  238   15-254     8-258 (303)
4 3vht_B Green fluorescent prote 100.0 2.3E-91 6.4E-96  650.5  32.6  231   14-246     3-233 (271)
5 3ai4_A Yeast enhanced green fl 100.0 5.5E-91 1.5E-95  648.9  32.5  228   15-244     4-231 (283)
6 4jrb_A Green fluorescent prote 100.0   2E-88 5.6E-93  661.1  33.5  228   14-243     3-230 (416)
7 4u2v_B Green fluorescent prote 100.0 2.7E-88 7.5E-93  640.5  32.4  227   15-243     4-230 (313)
8 2hpw_A Green fluorescent prote 100.0 1.5E-87 4.1E-92  613.3  32.7  227   14-252     3-233 (233)
9 2jad_A Yellow fluorescent prot 100.0 6.8E-86 1.9E-90  634.0  33.8  239   15-257     1-241 (362)
10 3ned_A Pamcherry1 protein; RFP 100.0   7E-86   2E-90  604.9  32.3  220   19-252    18-242 (242)
11 4he4_A Yellow fluorescent prot 100.0 3.6E-85   1E-89  601.2  32.8  232   16-259     2-239 (244)
12 4xbi_A CLPB protein, putative, 100.0 9.4E-85 2.6E-89  627.3  32.2  225   19-245   154-378 (381)
13 3ai5_A Yeast enhanced green fl 100.0 1.8E-84 5.1E-89  611.0  32.8  231   15-247     4-234 (307)
14 3ir8_A Large stokes shift fluo 100.0 2.3E-84 6.5E-89  588.5  31.3  206   21-240     5-215 (221)
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15 3gb3_A Killerred; fluorescent  100.0 3.6E-84   1E-88  591.5  31.5  218   15-240     1-220 (235)
16 4q9w_A GFP-like fluorescent ch 100.0   1E-83 2.8E-88  583.4  31.5  206   21-240     3-213 (218)
17 3wck_A Monomeric photosenitizi 100.0 8.8E-84 2.4E-88  597.9  31.1  219   14-240    36-256 (271)
18 2icr_A RED fluorescent protein 100.0 1.3E-83 3.7E-88  588.0  31.1  211   19-240    13-231 (237)
19 2rh7_A Green fluorescent prote 100.0   1E-83 2.9E-88  589.5  28.5  212   15-240     1-218 (239)
20 4ohs_A FAR-RED fluorescent pro 100.0 3.7E-83   1E-87  585.4  29.5  208   18-240    10-225 (237)
21 2c9i_A Green fluorescent prote 100.0 5.9E-83 1.6E-87  581.0  30.3  206   21-240     4-214 (226)
22 2gw3_A Kaede; beta barrel, lum 100.0 5.5E-83 1.5E-87  580.6  30.0  209   13-240     2-216 (225)
23 2c9j_A Green fluorescent prote 100.0   6E-83 1.7E-87  580.0  30.1  206   21-240     3-214 (223)
24 2a46_A GFP-like fluorescent ch 100.0 9.2E-83 2.6E-87  582.9  31.2  206   21-240    18-230 (238)
25 3cgl_A GFP-like fluorescent ch 100.0 1.2E-82 3.5E-87  582.9  31.7  212   15-240    12-229 (241)
26 1xmz_A ASCP595, GFP-like chrom 100.0 8.7E-83 2.4E-87  584.0  29.8  208   19-240    13-228 (241)
27 3e5t_A FP611;, RED fluorescent 100.0   1E-82 2.9E-87  583.7  30.3  212   11-240    11-230 (242)
28 3u8p_A Cytochrome B562 integra 100.0 2.2E-82 6.2E-87  606.9  32.7  237   14-252     1-347 (347)
29 1yzw_A Hcred, GFP-like non-flu 100.0 2.1E-82 5.9E-87  576.9  30.2  207   21-240     4-215 (225)
30 2ib5_A Chromo protein, cjblue; 100.0 1.9E-82 5.4E-87  579.6  30.0  206   21-240     7-220 (233)
31 4tza_C Fluorescent protein; th 100.0 3.1E-82 8.5E-87  582.2  31.1  208   19-240     5-217 (249)
32 2iov_A Fluorescent protein dro 100.0 8.3E-82 2.3E-86  580.6  31.4  206   21-240    36-246 (255)
33 4pfe_A VSFGFP-0, green fluores 100.0 1.5E-81 4.1E-86  598.3  31.7  223   16-240     1-223 (343)
34 4hvf_A Green fluorescent prote 100.0 2.1E-81 5.9E-86  570.5  28.1  205   25-242    12-223 (226)
35 2g6y_A Green fluorescent prote 100.0 4.4E-81 1.2E-85  565.9  28.7  207   24-241     2-213 (217)
36 2zmu_A Fluorescent protein; GF 100.0 1.3E-80 3.7E-85  564.3  30.5  207   21-245     4-218 (223)
37 2zo6_A CYAN-emitting GFP-like  100.0 1.7E-80 4.8E-85  571.1  29.7  202   21-240    34-241 (252)
38 4dkm_A Amphioxus green fluores 100.0 2.1E-80   6E-85  560.3  26.0  203   24-241     2-211 (214)
39 4ndj_A Green fluorescent prote 100.0 3.2E-79 8.9E-84  574.5  32.0  234   19-254    58-291 (297)
40 4dkn_A Amphioxus green fluores 100.0 1.6E-79 4.4E-84  556.9  28.5  204   23-241     7-217 (221)
41 4kf5_C Fluorescent protein sfc 100.0 2.1E-79 5.8E-84  564.9  28.3  202   21-256     4-207 (260)
42 2dd7_A Green fluorescent prote 100.0 7.8E-79 2.2E-83  550.8  30.1  204   24-241     1-209 (216)
43 4zf5_A Green fluorescent prote 100.0 6.1E-70 1.7E-74  500.6  22.6  188   62-251     9-196 (252)
44 3ako_A Venus; fluorescent prot 100.0 5.6E-70 1.5E-74  476.6  20.9  152   14-167    21-172 (173)
45 3rwa_A Fluorescent protein FP4 100.0 5.9E-69 1.6E-73  490.2  22.1  163   16-186    67-233 (233)
46 3evp_A Circular-permutated gre 100.0   7E-66 1.9E-70  470.4  19.1  143   14-158   101-243 (243)
47 4anj_A Unconventional myosin-V 100.0 3.5E-63 9.8E-68  526.7  32.5  229   22-252   824-1052(1052)
48 4pa0_A Myosin-7,green fluoresc 100.0 2.3E-60 6.4E-65  503.9  27.7  225   27-275   800-1024(1024)
49 4oy4_A CAM, chimera protein of 100.0 7.4E-61   2E-65  465.2  18.2  156    7-166   231-395 (413)
50 3osr_A Maltose-binding peripla 100.0 2.7E-58 7.6E-63  465.3  19.5  152    8-161   442-594 (653)
51 2a50_B ASFP595, GFP-like non-f 100.0 2.8E-57 7.7E-62  397.0  21.3  152   81-244     1-159 (168)
52 4rh7_A Green fluorescent prote 100.0 1.3E-50 3.7E-55  466.2   0.0  245   15-263     1-254 (3450)
53 3u0k_A Rcamp; fluorescent prot 100.0 1.1E-45 3.2E-50  360.8  19.4  148    8-164   147-296 (440)
54 4i2y_A Rgeco1; calcium binding 100.0 2.6E-43 7.3E-48  341.4  18.6  140   21-164   134-275 (419)
55 2a50_A ASFP595, GFP-like non-f 100.0 3.2E-28 8.8E-33  187.6   9.1   60   19-78     13-73  (73)
56 3evp_A Circular-permutated gre  99.8 2.8E-18 7.7E-23  157.5  13.1  111  159-273     1-111 (243)
57 3osq_A Maltose-binding peripla  99.7 1.2E-15 3.4E-20  155.6  19.6  149   10-160   306-454 (661)
58 4i2y_A Rgeco1; calcium binding  99.4   1E-12 2.8E-17  127.8  12.0   85  160-254    31-118 (419)
59 3u0k_A Rcamp; fluorescent prot  99.3 9.3E-12 2.6E-16  122.1  12.6   72  159-240    60-137 (440)
60 4ik8_A Rcamp, green fluorescen  99.3 6.6E-11 1.8E-15  114.9  18.0  145    9-155   152-296 (448)
61 4zf5_A Green fluorescent prote  99.3   6E-12 1.7E-16  116.6   8.5   51   14-64    202-252 (252)
62 3osr_A Maltose-binding peripla  98.7 7.7E-08 2.1E-12   98.0  12.4   92  164-255   353-444 (653)
63 3rwa_A Fluorescent protein FP4  98.0 1.4E-05 3.9E-10   73.7   8.0   46  189-240     1-52  (233)
64 4kf5_C Fluorescent protein sfc  97.9 7.5E-05 2.1E-09   69.8  10.6   66  169-240   184-254 (260)
65 3osq_A Maltose-binding peripla  96.5   0.023 6.4E-07   58.5  11.9   86  169-254   220-305 (661)
66 3wxr_K Proteasome subunit beta  94.2    0.01 2.9E-07   53.2   0.0   15  270-284   217-231 (238)
67 4oy4_A CAM, chimera protein of  47.3   2E+02  0.0056   28.1  11.3   64  172-239   166-233 (413)
68 4r03_A Uncharacterized protein  37.4   2E+02  0.0055   23.6   9.2   70  115-196    10-80  (109)
69 2k4v_A Uncharacterized protein  35.6      35 0.00097   29.0   3.4   15   28-42     41-55  (125)
70 2i9x_A Putative septation prot  23.5 2.1E+02  0.0058   22.5   5.7   34  107-140     7-40  (87)
71 2ia9_A Putative septation prot  21.9 2.2E+02  0.0062   23.0   5.7   34  107-140     7-40  (100)
72 3wxr_K Proteasome subunit beta  21.8      24 0.00066   31.4   0.0   13  270-282   224-236 (238)
73 2i9z_A Putative septation prot  21.4 2.3E+02  0.0065   23.1   5.8   34  107-140     7-40  (105)

No 1

>4xov_A Rsgreen0.7; green fluorescent proteins, reversible photoswitchablility, fluorescent protein; HET: CRO;
  1.20A {Aequorea victoria} PDB:  4xow _A*  3ako _B*
  Probab=100.00  E-value=2.2e-96  Score=681.91  Aligned_cols=238  Identities=93%  Similarity=1.417  Sum_probs=0.0

  Q ss_pred             cccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCC
  Q Sun_Nov_08_06:   13 PMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHM   92 (298)
  Q Consensus        13 ~~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I   92 (298)
                        ||+|+||++|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++|++||||||||||+++|+  ||||+|||++|
  T Consensus        33 ~~~~~G~~~~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~q~~k~~~t~GpLPfs~diLs~~f~--~r~F~kYP~~i  110 (270)
  T 4xov_A           33 PMVSKGEELFTGVVPILVELDGDVNGHKFSVRGEGEGDATNGKLTLKFICTTGKLPVPWPTLVTTLX--VLCFARYPDHM  110 (270)
  T ss_dssp             ---CCGGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGG
  T ss_pred             cccccchhhccCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEeCCCCCCcHHHhhhhhc--ceecccCCCCC

  Q ss_pred             CchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCC
  Q Sun_Nov_08_06:   93 KRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQK  172 (298)
  Q Consensus        93 ~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~  172 (298)
                        +|||||||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||++.|+++++++++++|+++
  T Consensus       111 ~~~D~FK~sfPeGys~eRt~~fEDgGv~t~~~~itleg~~~~~~v~~~G~nFp~dGPVmqkk~~w~~~~e~~~~~~d~~~  190 (270)
  T 4xov_A          111 KQHDFFKSAMPEGYVQERTISFKDDGYYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNFNSHNAYITADKQK  190 (270)
  T ss_dssp             GGGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEEEEGGG
  T ss_pred             CccCHHHhhCCCceEEEEEEEecCCcEEEEeeeEeeECCEEEEEEEEEEECCCCCCCcccceeecCCCcceEEEeccCCC

  Q ss_pred             CeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccccchhhh
  Q Sun_Nov_08_06:  173 NGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYK  252 (298)
  Q Consensus       173 ~gi~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~~~~~~  252 (298)
                        ++|+|+++|+|+|+||+++|+|+|++++||++++|+||++||++|++++|||++|+|||++|+||++||||||||||||+
  T Consensus       191 g~Lkg~v~m~l~l~dGg~~~~t~Yk~kkPi~~k~V~mP~~Hfv~h~i~qsKD~~E~rDHi~~~E~~~A~~~~~~~~~~~~  270 (270)
  T 4xov_A          191 NGIKSNFKIRHNVEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQNKLSKDPNEKRDHMVLLEFVTAAGITLGMDELYK  270 (270)
  T ss_dssp             TEEEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEECCCC-------
  T ss_pred             CEEEEEEEEEEEeCCCCEEEEEEEEeecccCCCCcCCCCCEEEEEEEeEEecCccCcceEEEEEEEEecccccccccccC
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No 2

>2wur_A Green fluorescent protein; chromophore, beta-barrel, luminescence, photoprotein, bioluminescence; HET:
  GYS IPA EOH; 0.90A {Aequorea victoria} SCOP: d.22.1.1 PDB:  1emk _A*  1eme _A*  1emc _A*  1eml _A*  1s6z _A*  1z1p _A*
 1z1q _A*  1q4a _A*  1c4f _A*  1emb _A*  1emg _A*  1ema _A*  1q4b _A*  1w7s _A*  2emd _A*  1emm _A*  2emn _A*  1bfp _A*  1emf _A*

  Probab=100.00  E-value=2.5e-96  Score=670.51  Aligned_cols=236  Identities=98%  Similarity=1.489  Sum_probs=0.0

  Q ss_pred             cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCc
  Q Sun_Nov_08_06:   15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR   94 (298)
  Q Consensus        15 ~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~   94 (298)
                        ++.|++||+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|+  ||||+|||++|++
  T Consensus         1 m~~g~~l~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~q~~~l~vt~GpLPFs~diLs~~f~--~r~F~kYP~~i~i   78 (236)
  T 2wur_A            1 MSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTLX--VQCFSRYPDHMKR   78 (236)
  T ss_dssp             --CGGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGGG
  T ss_pred             CCchhhhccCCceEEEEEEEEECCEEEEEEEeEeeCCCCCEEEEEEEEecCCCCCCHHHhhhhhc--ccccccCCCCCCC

  Q ss_pred             hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCe
  Q Sun_Nov_08_06:   95 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG  174 (298)
  Q Consensus        95 ~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~g  174 (298)
                        +|||||||||||||||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+++||+|++++++++|+..+|
  T Consensus        79 ~dyFk~sfpeGysweRt~~fEDgGv~t~~~~i~leg~~~~~~~~~~G~nFp~dGPVMqk~~~~~~~~e~~~~~~Dg~l~g  158 (236)
  T 2wur_A           79 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG  158 (236)
  T ss_dssp             GCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCBCSCCCCCEEEEEEEGGGTE
  T ss_pred             CCHHHHhCCCceeEEEEEEEcCCCEEEEEEEEEEeCCEEEEEEEEEEecCCCCCCeecccccCCCCceeEEEcCCCceee

  Q ss_pred             EEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccccchhhh
  Q Sun_Nov_08_06:  175 IKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYK  252 (298)
  Q Consensus       175 i~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~~~~~~  252 (298)
                        |+|+++|+|+|+||+.+|+|+|++++||++++++||++||++|+++||||++|+||||+|+|+++|+|++|++||||+
  T Consensus       159 ikg~~~~~l~l~dGgc~~~T~y~~kkPi~a~~v~mP~~Hfv~~~i~~sKd~~e~rDhi~~~E~~~A~~~~~~~~~~~~  236 (236)
  T 2wur_A          159 IKVNFKTRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYN  236 (236)
  T ss_dssp             EEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSCEEEEEEEEEEECSCC-------
  T ss_pred             eeeeeEEEEEeCCCCEEEEEEEEecCccccCcccCCCCEEEEEEEEeecCCccccCceehhhhhhHhcccccchhhcC

No 3

>4xgy_A Green fluorescent protein, MAB LCDR3, green fluor protein; fluorobody, GFP; HET: CRO PE5; 1.49A {Aequorea
  victoria} PDB:  4en1 _A*
  Probab=100.00  E-value=9.6e-95  Score=676.70  Aligned_cols=238  Identities=95%  Similarity=1.431  Sum_probs=0.0

  Q ss_pred             cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCc
  Q Sun_Nov_08_06:   15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR   94 (298)
  Q Consensus        15 ~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~   94 (298)
                        +|+||+||+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|+  ||||+|||++|++
  T Consensus         8 ~~~G~~lfk~~M~ik~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkGpLPFs~dILs~~f~--~r~F~kYP~~i~i   85 (303)
  T 4xgy_A            8 PSKGEELFTGVVPILVELDGDVNGHKFSVRGEGEGDATNGKLTLKFICTTGKLPVPWPTLVTTLX--VQCFSRYPDHMKR   85 (303)
  T ss_dssp             ---CGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGGG
  T ss_pred             cccChhhcccCceEEEEEEEEECCEEEEEEEeEeecCCCCEEEEEEEEecCCCCCCHHHhhhhhc--ccccccCCCCCCc

  Q ss_pred             hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCe
  Q Sun_Nov_08_06:   95 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG  174 (298)
  Q Consensus        95 ~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~g  174 (298)
                        +|||||||||||||||||+|||||+||++++|+||++||+++|+|+|+|||+|||||||++.|+||+|+||+..|+++++
  T Consensus        86 pDyFKqsfPeGYsweRt~~FEDGGv~ta~~~isleg~~f~~~v~f~GvnFP~dGPVMqKk~~wePstE~~y~~~d~~~~~  165 (303)
  T 4xgy_A           86 HDFFKSAMPEGYVQERTISFKDDGTYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNFNSHNVYITADKQKNG  165 (303)
  T ss_dssp             GCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEEEEGGGTE
  T ss_pred             CChHHHhCCCCeeEEEEEEEcCCcEEEEEEEEEEECCEEEEEEEEEeecCCCCCCcccceeeccCCcceEEEccCCCCCe

  Q ss_pred             EEEEEEEEEEeCCCCE-------------EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEee
  Q Sun_Nov_08_06:  175 IKVNFKIRHNIEDGSV-------------QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAA  241 (298)
  Q Consensus       175 i~g~~~~~l~l~dGg~-------------~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~  241 (298)
                        |+|++.|+|+|+||+|             ||+|+|++|+||++++|+||++||++||+.++||++|+||||+|+|+++|+
  T Consensus       166 Lkg~v~m~l~L~gGg~y~~~~~k~~~g~c~f~T~Yk~kkPi~~~~v~mP~~HFv~hrie~~KD~~e~rDHi~~~Ev~~A~  245 (303)
  T 4xgy_A          166 IKANFKIRHNIEDGSHQYHRSPKTLQGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRDHMVLLEFVTAA  245 (303)
  T ss_dssp             EEEEEEEEEEBCCCCTTSCCCCCCHHHHEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEE
  T ss_pred             eEeeEEEEEEeCCCceeeccccccccceEEEEEEEEecCcCcccccCCCCCeEEEEEEEEecCCCCccCeeehhhhHhHh

  Q ss_pred             ccccccchhhhhc
  Q Sun_Nov_08_06:  242 GITHGMDELYKSG  254 (298)
  Q Consensus       242 ~~~~~~~~~~~~~  254 (298)
                        +++|++||||+-|
  T Consensus       246 ~~~~~~~~~~~~~  258 (303)
  T 4xgy_A          246 GITHGMDELYKGG  258 (303)
  T ss_dssp             SCC----------
  T ss_pred             cccccchhhccCC

No 4

>3vht_B Green fluorescent protein, ATPase wrnip1; green fluorescent protein, fusion protein, zinc finger, UBIQ
  binding domain, fluorescent protein-protein binding complex; HET: CR2; 2.40A {Aequorea victoria}
  Probab=100.00  E-value=2.3e-91  Score=650.48  Aligned_cols=231  Identities=97%  Similarity=1.471  Sum_probs=0.0

  Q ss_pred             ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCC
  Q Sun_Nov_08_06:   14 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMK   93 (298)
  Q Consensus        14 ~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~   93 (298)
                        ++|+||++|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++|++||||||||||+++|+  ||||+|||++|+
  T Consensus         3 ~~~~g~~~~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~~G~~~~k~~~t~gpLPfs~diL~~~f~--~~~F~kYP~~i~   80 (271)
  T 3vht_B            3 HMSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFX--VQCFARYPDHMK   80 (271)
  T ss_dssp             --CTGGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGG
  T ss_pred             ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCCCEEEEEEEEeCCCCCCCHHHhhhhcc--ccccccCCCCCC

  Q ss_pred             chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCC
  Q Sun_Nov_08_06:   94 RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKN  173 (298)
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  Q Consensus        94 ~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~  173 (298)
                        |||||||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+|.||++++++++++|++++
  T Consensus        81 ~~d~Fk~sfpeGys~eRt~~fEDgGv~t~~~~itleg~~~~~~v~~~G~nFp~dGPVmqkk~~~~~~~e~~~~~~dg~~~  160 (271)
  T 3vht_B           81 QHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKN  160 (271)
  T ss_dssp             GGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEEEEGGGT
  T ss_pred             ccCHhHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEEcCCCCcc

  Q ss_pred             eEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccc
  Q Sun_Nov_08_06:  174 GIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHG  246 (298)
  Q Consensus       174 gi~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~  246 (298)
                        +|+|+++|+|+|+||+|+|+|+|++++||++++++||++||++|++++|||++|+|||++|+|+++|+++++|
  T Consensus       161 ~l~g~~~~~l~l~~Gg~~~~t~y~~kkPi~~~~v~mP~~Hfi~~~l~~sKD~se~rd~v~~~E~~~A~~~~~s  233 (271)
  T 3vht_B          161 GIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITGS  233 (271)
  T ss_dssp             EEEEEEEEEEEBTTSCEEEEEEEEEEEESSCSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEECC---
  T ss_pred             EEEEeeEEEEEeCCCCEEEEEEEEEcccccCCCccCCCCeEEEEEecceecCcccCceEEEEEeeeccCCCcc

No 5

>3ai4_A Yeast enhanced green fluorescent protein, DNA POL IOTA; UBM, ubiquitin-binding motif, GFP, fusion,
  fluorescent prote replication; HET: CR2; 1.60A {Aequorea victoria} PDB:  2kwu _A*  2ktf _B*  2l0g _A*
  Probab=100.00  E-value=5.5e-91  Score=648.89  Aligned_cols=228  Identities=98%  Similarity=1.494  Sum_probs=0.0

  Q ss_pred             cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCc
  Q Sun_Nov_08_06:   15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR   94 (298)
  Q Consensus        15 ~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~   94 (298)
                        ++.||+||+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|+  ||||+|||++|++
  T Consensus         4 m~~g~~l~k~~M~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~kl~vtkGpLPFS~dILs~~fg--~r~F~kYP~~I~~   81 (283)
  T 3ai4_A            4 MSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFX--VQCFARYPDHMKQ   81 (283)
  T ss_dssp             CCSGGGGGSSEEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGCBCCGGGGG
  T ss_pred             cccchhhcccCceEEEEEEEEECCEEEEEEEeEeeCCCCCEEEEEEEEecCCCCCCHHHhhhhhc--ccccccCCCCCCc

  Q ss_pred             hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCe
  Q Sun_Nov_08_06:   95 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG  174 (298)
  Q Consensus        95 ~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~g  174 (298)
                        ||||||||||||||||||+|||||+||++++|+|||+||+++|+|+|+|||+|||||||++.|||+++++|+++|+.+++
  T Consensus        82 ~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkk~~~~ps~e~~~~~~Dg~~~g  161 (283)
  T 3ai4_A           82 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG  161 (283)
  T ss_dssp             GCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCBCSCCCCEEEEEEEEGGGTE
  T ss_pred             CChHHHhCCCceeEEEEEEEcCCcEEEEEEEEEEeCCEEEEEEEEEEecCCCCCCcccccccCCCCceEEEecCCCCccc

  Q ss_pred             EEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccc
  Q Sun_Nov_08_06:  175 IKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGIT  244 (298)
  Q Consensus       175 i~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~  244 (298)
                        |++.++|+|+|+||+++|+|+|++|+||++++++||+|||++||++++||+.|+|||++|+|+++|.+++
  T Consensus       162 l~~~~~~~l~l~gGg~~~~t~Yk~kkPi~a~~v~mP~~HFv~hri~~~kd~~d~~dh~Vq~E~a~A~~~~  231 (283)
  T 3ai4_A          162 IKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGIT  231 (283)
  T ss_dssp             EEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEESCC
  T ss_pred             eEeeeeEEEEeCCCCEEEEEEEEecCcCccccccCCCcEEEEEEEEEeecCCCCCCceEEEeeeeccCCc

No 6

>4jrb_A Green fluorescent protein, major allergen BLA G 1; asthma, NEW fold, proposed lipid binding protein,
  binding protein; HET: CR2 PGT D12; 2.41A {Aequorea victoria}
  Probab=100.00  E-value=2e-88  Score=661.07  Aligned_cols=228  Identities=98%  Similarity=1.489  Sum_probs=0.0

  Q ss_pred             ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCC
  Q Sun_Nov_08_06:   14 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMK   93 (298)
  Q Consensus        14 ~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~   93 (298)
                        ++|+||++|+++|+++++|||+||||+|+|+|+|+|||++|+|++|++||+||||||||||+|+|+  ||||+|||++|+
  T Consensus         3 ~~~~g~~~~~~~m~~~~~m~G~vNgh~F~i~G~G~G~p~~G~~~~~~~~~~gpLpfs~~il~~~~~--~~~f~~yP~~i~   80 (416)
  T 4jrb_A            3 HMSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFX--VQCFARYPDHMK   80 (416)
  T ss_dssp             CCCSGGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGG
  T ss_pred             ccccchhhcCCCceEEEEEEEEECCEEEEEEEEEeecCCCCeEEEEEEEeCCCCCCCHHHHhhhhh--hhhhccCCCCCC

  Q ss_pred             chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCC
  Q Sun_Nov_08_06:   94 RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKN  173 (298)
  Q Consensus        94 ~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~  173 (298)
                        |||||||||||||||||||+|||||+||++++||||++||+++|+|+|+|||+|||||||+|+|||+++++++++|++++
  T Consensus        81 ~~d~fk~~~p~Gy~~~R~~~fedgg~~~~~~~~~~~~~~~~~~~~~~G~~Fp~dgpvm~k~~~~~~~~~~~~~~~d~~~~  160 (416)
  T 4jrb_A           81 QHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKN  160 (416)
  T ss_dssp             GGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEEEETTTT
  T ss_pred             cCCHHHHhCCCCeeEEEEEEecCCcEEEEeeEEeeeCCEEEEEEEEEeeCCCCCCccccccccCCCCceeEEEccCCCCc

  Q ss_pred             eEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeecc
  Q Sun_Nov_08_06:  174 GIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGI  243 (298)
  Q Consensus       174 gi~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~  243 (298)
                        +|+|+++|+|+|+||+|+|+|+|++++||++++++||++||++|++++|||++|+|||++++||++|+++
  T Consensus       161 ~l~~~~~~~~~~~~G~~~~~t~y~~~kP~~~~~v~~P~~hf~~~~~~~skd~~~~rd~~~~~e~~~asg~  230 (416)
  T 4jrb_A          161 GIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGI  230 (416)
  T ss_dssp             EEEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCSSCCSCEEEEEEEEEEESS
  T ss_pred             eEEEeeEEEEEeCCCCEEEEEEEEecccCcccccCCCCeEEEEEEeeeecccccCcccEEEEEEeeeccC

No 7

>4u2v_B Green fluorescent protein,BCL-2 homologous antagonist/killer; apoptosis, BAK; HET: CR2 MPD; 2.30A
  {Aequorea victoria} PDB:  4bdu _A*
  Probab=100.00  E-value=2.7e-88  Score=640.48  Aligned_cols=227  Identities=98%  Similarity=1.493  Sum_probs=0.0

  Q ss_pred             cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCc
  Q Sun_Nov_08_06:   15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR   94 (298)
  Q Consensus        15 ~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~   94 (298)
                        ++.||++|+++|++|++|||+||||+|+|+|+|+|||++|+|++|++||+||||||||||+++|+  ||||+|||++|++
  T Consensus         4 ~~~g~~~~~~~m~~~~~meG~VNGh~F~i~G~G~G~p~~G~~~~~~~vt~gpLPfs~diL~~~f~--~~~F~kYP~~i~~   81 (313)
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  T 4u2v_B            4 MSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFX--VQCFARYPDHMKQ   81 (313)
  T ss_dssp             CCSGGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGCBCCGGGGG
  T ss_pred             cccchhhcccCceEEEEEEEEECCEEEEEEEeEeeCCCCCEEEEEEEEecCCCCCCHHHhhhhhc--chhcccCCCCCCC

  Q ss_pred             hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCe
  Q Sun_Nov_08_06:   95 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG  174 (298)
  Q Consensus        95 ~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~g  174 (298)
                        ||||||||||||+|||+|+|||||+||++++|+||+|||+++|+|+|+|||+|||||||++.|||++|++|+++|+.+++
  T Consensus        82 ~d~fk~s~peGy~~eRt~~fEDggv~t~~~~~~leg~~~~~~~~~~G~nFp~dGPVM~k~~~~~~~~e~~~~~~d~~~~~  161 (313)
  T 4u2v_B           82 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG  161 (313)
  T ss_dssp             GCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCBCSCCCCEEEEEEEEGGGTE
  T ss_pred             CChHHHhCCCCeeEEEEEEEcCCcEEEEEEEEEEECCEEEEEEEEEEecCCCCCCcccccccCCCCceeEEecCCCcccc

  Q ss_pred             EEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeecc
  Q Sun_Nov_08_06:  175 IKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGI  243 (298)
  Q Consensus       175 i~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~  243 (298)
                        |++.++|+|+|+||+++|+|+|++|+||++++++||++||++|++.+|||++|+|||++++|++.|+|.
  T Consensus       162 l~~~~~~~~~l~~G~~~~~t~y~~~kPig~~~v~~P~~Hfv~~~l~~skd~~e~~d~~~~~Eii~A~g~  230 (313)
  T 4u2v_B          162 IKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSNLSKDPNEKRDHMVLLEFVTAAGI  230 (313)
  T ss_dssp             EEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEESC
  T ss_pred             eEeeeeEEEEeCCCCEEEEEEEEeCCccccccccCCCcceEEEEeccCCCcccccccccccccccccCC

No 8

>2hpw_A Green fluorescent protein; GFP, structural genomics, PSI, protein initiative; HET: GYS; 1.55A {Clytia
  gregaria} SCOP: d.22.1.1
  Probab=100.00  E-value=1.5e-87  Score=613.34  Aligned_cols=227  Identities=41%  Similarity=0.804  Sum_probs=0.0

  Q ss_pred             ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCC
  Q Sun_Nov_08_06:   14 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMK   93 (298)
  Q Consensus        14 ~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~   93 (298)
                        .++.|+++|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|+  ||||+|||++| 
  T Consensus         3 ~m~~g~~~~~~~m~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkGpLPFs~dILs~~f~--~r~F~kYP~~i-   79 (233)
  T 2hpw_A            3 ALTEGAKLFEKEIPYITELEGDVEGMKFIIKGEGTGDATTGTIKAKYICTTGDLPVPWATILSSLX--VFCFAKYPRHI-   79 (233)
  T ss_dssp             --CHHHHTTSSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCHHHHTTTC---CGGGSBCCTTS-
  T ss_pred             ccccchhhcCCCceEEEEEEEEECCEEEEEEEEEeeCCCCCEEEEEEEEecCCCCCCHHHhhhhcc--ccccccCCCCC-

  Q ss_pred             chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc--ccCCCceeEEecccCC
  Q Sun_Nov_08_06:   94 RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL--EYNYNSHNVYIMADKQ  171 (298)
  Q Consensus        94 ~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt--~~~~~~e~~~~~~d~~  171 (298)
                         +|||||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+|  .|+|++|+|+| + ++
  T Consensus        80 -~dyFK~sfpeGys~eRt~~fEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkk~t~~weps~e~~~p-~-~~  156 (233)
  T 2hpw_A           80 -ADFFKSTQPDGYSQDRIISFDNDGQYDVKAKVTYENGTLYNRVTVKGTGFKSNGNILGMRVLYHSPPHAVYILP-D-RK  156 (233)
  T ss_dssp             -CCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEEE-E-GG
  T ss_pred             -CChHHHhCCCCeeEEEEEEEcCCcEEEEEEEEEEECCEEEEEEEEEEeCCCCCCcccccccccccCCcEEEEEE-e-CC

  Q ss_pred             CCeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecC-ccCCceEEEEEEEEeeccccccc-h
  Q Sun_Nov_08_06:  172 KNGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDP-NEKRDHMVLLEFVTAAGITHGMD-E  249 (298)
  Q Consensus       172 ~~gi~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~-~E~rDhi~~vE~~~A~~~~~~~~-~  249 (298)
                        +++|+|+++|+|+|+||+|..++.+++++|+++++++||++||++||+.+|||. +|+||||+|+|+|+|      .+ |
  T Consensus       157 dg~L~g~~~~~l~l~~Gg~~~~~~~t~~kp~~a~~v~~P~~Hf~~~~l~~skd~~~e~~d~v~~~E~~~A------~~~~  230 (233)
  T 2hpw_A          157 NGGMKIEYNKAFDVMGGGHQMARHAQFNKPLGAWEEDYPLYHHLTVWTSFGKDPDDDETDHLTIVEVIKA------VDLE  230 (233)
  T ss_dssp             GTEEEEEEEEEEEBTTSCEEEEEEEEEEEESSCCCCCCCCSEEEEEEEEEECCTTCSSSCEEEEEEEEEE------ECGG
  T ss_pred             CCEEEEEEEEEEEeCCCCEEEEEEEEEeeeccCCCCCCCCCEEEEEEEEEEeCCCccccCeEEEEEEEEE------Eccc

  Q ss_pred             hhh
  Q Sun_Nov_08_06:  250 LYK  252 (298)
  Q Consensus       250 ~~~  252 (298)
                        ||+
  T Consensus       231 ~~~  233 (233)
  T 2hpw_A          231 TYR  233 (233)
  T ss_dssp             GGC
  T ss_pred             ccC

No 9

>2jad_A Yellow fluorescent protein glutaredoxin fusion protein; electron transport, redox- active center, yeast,
  GRX1P, transport; HET: PIA; 2.7A {Aequorea victoria}
  Probab=100.00  E-value=6.8e-86  Score=634.00  Aligned_cols=239  Identities=92%  Similarity=1.398  Sum_probs=0.0

  Q ss_pred             cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCc
  Q Sun_Nov_08_06:   15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR   94 (298)
  Q Consensus        15 ~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~   94 (298)
                        ++.||++|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|+  ||||+|||++|++
  T Consensus         1 ~~~~~~~~~~~m~~~~~m~G~vNgh~F~i~G~G~G~p~~G~~~~~~~~t~GpLpfs~~iL~~~~~--~~~f~~yP~~i~~   78 (362)
  T 2jad_A            1 MSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFIVTTGKLPVPWPTLVTTFX--LQCFARYPDHMKR   78 (362)
  T ss_dssp             -CCGGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEESSSSCSSCGGGGTTTC---CGGGSBCCTTCGG
  T ss_pred             CCchhhhcccCceEEEEEEEEECCEEEEEEEEEeeCCCCCEEEEEEEEeCCCCCCCHHHhhhhhc--chhcccCCCCCCC

  Q ss_pred             hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc--ccCCCceeEEecccCCC
  Q Sun_Nov_08_06:   95 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL--EYNYNSHNVYIMADKQK  172 (298)
  Q Consensus        95 ~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt--~~~~~~e~~~~~~d~~~  172 (298)
                        ||||||||||||+|||+|+|||||+||++++|+||||||+++|+|+|+|||+|||||||+|  .|+|++| +++ +|+.+
  T Consensus        79 ~d~fk~s~p~Gy~~~R~~~fEdgg~~~~~~~~~~~g~~~~~~~~~~G~~Fp~dgpvm~k~~~~~~~ps~e-~~~-~d~~~  156 (362)
  T 2jad_A           79 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHCV-YIV-ADKQK  156 (362)
  T ss_dssp             GCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEE-EEE-EETTT
  T ss_pred             CChHHHhCCCCeeEEEEEEEcCCcEEEEEEEEEEECCEEEEEEEEEeecCCCCCCeeccccccCCCCcEE-EEe-ccCCC

  Q ss_pred             CeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccccchhhh
  Q Sun_Nov_08_06:  173 NGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYK  252 (298)
  Q Consensus       173 ~gi~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~~~~~~  252 (298)
                        +|+++.++|+|+|+||+++++|+|++|+||++++++||+|||++|++.+|||++|+|+++++.|.++|+++++++..+|+
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  T Consensus       157 ~gi~~~~~~~~~~~~G~~~~~~~y~~~kp~~~~~~~~P~~hf~~~~~~~sk~~~~~~d~~V~~E~a~~a~i~~~~~~l~~  236 (362)
  T 2jad_A          157 NGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLCYQSALSKDPNEKRDHMVLLEFVTAAGITHGMHELYK  236 (362)
  T ss_dssp             TEEEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEECCCCHHHHHHH
  T ss_pred             CceeeeeeEEEEeCCCCEEEEEEEEecCccccCcccCCCceEEEEEEEEEeccccCCCceEEEEEEEEeccchhHHHHhh

  Q ss_pred             hccee
  Q Sun_Nov_08_06:  253 SGLRS  257 (298)
  Q Consensus       253 ~~~~~  257 (298)
                        ++-+|
  T Consensus       237 ~~~~s  241 (362)
  T 2jad_A          237 SGSGS  241 (362)
  T ss_dssp             CCCC-
  T ss_pred             ccCCC

No 10

>3ned_A Pamcherry1 protein; RFP, beta barrel, fluorescent protein; HET: NRQ CH6 EYG; 0.95A {Discosoma SP} SCOP:
d.22.1.1 PDB:  3kcs _A*  3kct _A*  3lf3 _A*  3nez _A*  2h5q _A*  2h5o _A*  2h5p _A*  2h5r _A*  3nf0 _A*  4q7r _A*  4h3l _A*
 4h3m _A*  4h3n _A*  2qli _A*  4q7u _A*  2qlg _A*  2qlh _A*  4kf4 _A*  2vad _A* ...

  Probab=100.00  E-value=7e-86  Score=604.88  Aligned_cols=220  Identities=28%  Similarity=0.542  Sum_probs=0.0

  Q ss_pred             hhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhh
  Q Sun_Nov_08_06:   19 EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDF   97 (298)
  Q Consensus        19 ~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~Dy   97 (298)
                        ..+|+++|+++++|||+||||+|+|+|+|+|||++|+|+++|+|++ ||||||||||+++|  |||||++||++|  +||
  T Consensus        18 ~~~~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~q~~kl~v~~ggpLPFS~diLs~~f--G~r~F~kYP~~i--~Dy   93 (242)
  T 3ned_A           18 MAIIKEFMRFKTHMEGSVNGHEFEIEGEGEGRPYEGTQTAKLKVTKGGPLPFAWDILSPQF--XSKAYVKHPADI--PDY   93 (242)
  T ss_dssp             HHHSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGTGGGC---CGGGCBCCTTS--CCH
  T ss_pred             HhhCCCCceEEEEEEEEECCEEEEEEEEEEecCCcCEEEEEEEEecCCCCCCCHHHhhhhc--cceecccCCCCC--Cch

  Q ss_pred             HHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEE
  Q Sun_Nov_08_06:   98 FKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIK  176 (298)
  Q Consensus        98 FKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~  176 (298)
                        |||||||||+|||+|+|||||+||++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|+|    ++++|+
  T Consensus        94 FK~sfPeGys~eRt~~FEDgGv~t~~~~itleg~~~~~~v~~~G~nFp~dGPVMqkkt~~wePs~e~~~p----~dg~L~  169 (242)
  T 3ned_A           94 LKLSFPEGFKWERVMNFEDGGVVTVTQDSSLQDGEFIYKVKLRGTNFPSDGPVMQKKTMGWEACSERMYP----EDGALK  169 (242)
  T ss_dssp             HHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEE
  T ss_pred             HHhhCCCCcEEEEEEEecCCcEEEEEeEEEEeCCEEEEEEEEEEECCCCCCccccccccccCCcEEEEEe----eCCEEE

  Q ss_pred             EEEEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccccchhhh
  Q Sun_Nov_08_06:  177 VNFKIRHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYK  252 (298)
  Q Consensus       177 g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~~~~~~  252 (298)
                        |+++|+|+|+||+|   +|+|+|++++     +++||++||++||+.++++ +++++++.|.|.|+|+..++++||||+
  T Consensus       170 g~~~~~l~l~dGg~y~~~~~T~yk~kk-----~v~~P~~HFv~~rie~~~~-~~~~~~v~l~E~a~A~~~~~~~~~~y~  242 (242)
  T 3ned_A          170 GEMKMRLKLKDGGHYDAEVKTTYKAKK-----PVQLPGAYNTNTKLDITSH-NEDYTIVEQYERNEGRHSTGGMDELYK  242 (242)
  T ss_dssp             EEEEEEEEETTSSEEEEEEEEEEEESS-----CCCCCCSEEEEEEEEEEEE-CTTSSEEEEEEEEEEEESSSGGGTTTC
  T ss_pred             EEEEEEEEeCCCCEEEEEEEeeeecCC-----CCCCCCCEEEEEEEEEEec-CCCCCEEEEEEEEEEEcCCCCcccccC

No 11

>4he4_A Yellow fluorescent protein; phiyfp, mutant variant of phiyfp Tyr-Gly chromophore, beta-barrel, biomarker,
  Thr-Tyr-Gly BI chromophore; HET: CRO; 2.05A {Phialidium SP} SCOP: d.22.1.0
  Probab=100.00  E-value=3.6e-85  Score=601.21  Aligned_cols=232  Identities=49%  Similarity=0.845  Sum_probs=0.0

  Q ss_pred             ccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCch
  Q Sun_Nov_08_06:   16 SKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRH   95 (298)
  Q Consensus        16 ~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~   95 (298)
                        |+||++|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++|++||||||||||+++|+  ||||+|||++|  +
  T Consensus         2 ~~g~~~~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~q~~k~~~t~GpLPFs~diLs~~f~--~r~F~kYP~~i--~   77 (244)
  T 4he4_A            2 SSGALLFHGKIPYVVEMEGNVDGHTFSIRGKGYGDASVGKVDAQFICTTGDVPVPWSTLVTTLX--AQCFAKYGPEL--K   77 (244)
  T ss_dssp             CSGGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEESSSCCSSCGGGGTTTC---CGGGSBCCTTS--C
  T ss_pred             CcchhhccCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEcCCCCCCCHHHhhhhhc--ccccccCCCCc--h

  Q ss_pred             hhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCC-CceeEEecccCCCC
  Q Sun_Nov_08_06:   96 DFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNY-NSHNVYIMADKQKN  173 (298)
  Q Consensus        96 DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~-~~e~~~~~~d~~~~  173 (298)
                        |||||||||||+|||+|+|||||+||++++|+||++||+++|+|+|+|||+|||||||+| .||| ++|+|+| + .+++
  T Consensus        78 DyFKqsfPeGys~eRt~~FEDgGv~t~~~~itleg~~~~~~v~~~G~nFp~dGPVMqkkt~~~~pPs~e~~~p-~-~~~g  155 (244)
  T 4he4_A           78 DFYKSCMPDGYVQERTITFEGDGNFKTRAEVTFENGSVYNRVKLNGQGFKKDGHVLGKNLEFNFTPHCLYIWG-D-QANH  155 (244)
  T ss_dssp             CHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCBCSCCCCEEEEEEE-E-GGGT
  T ss_pred             hHHHhhCCCceEEEEEEEeCCCcEEEEeeEEEeeCCEEEEEEEEEEECCCCCCchhcccccccCCCcEEEEEE-c-CCCC

  Q ss_pred             eEEEEEEEEEEeCCC--CEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccccc--h
  Q Sun_Nov_08_06:  174 GIKVNFKIRHNIEDG--SVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMD--E  249 (298)
  Q Consensus       174 gi~g~~~~~l~l~dG--g~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~~--~  249 (298)
                        +|+|+++|+|+|+||  +|..++..+..+||+.++++||++||++|++.+++|.+++|+++++.|+|+|      ++  |
  T Consensus       156 ~L~g~~~~~l~l~dG~~g~y~~~~~t~~kp~ak~~v~~P~~Hfv~~rie~~~d~~~~~~~v~~~E~a~A------~~~~~  229 (244)
  T 4he4_A          156 GLKSAFKICHEITGSKGDFIVADHTQMNTPIGGGPVHVPEYHHMSYHVKLSKDVTDHRDNMSLKETVRA------VDCRK  229 (244)
  T ss_dssp             EEEEEEEEEEEBTTCSSCEEEEEEEEEEEESSCSCCCCCCSEEEEEEEEEECCTTSCSCEEEEEEEEEE------ECHHH
  T ss_pred             EEEEEEEEEEEeCCCCCCeEEEEEEEeEeecccCCcCCCCCeEEEEEEEEeecCCCCcCEEEEEEEEEE------ecchh

  Q ss_pred             hhhhcceecc
  Q Sun_Nov_08_06:  250 LYKSGLRSYD  259 (298)
  Q Consensus       250 ~~~~~~~~~~  259 (298)
                        ||++..-|=|
  T Consensus       230 ~~~~~~~~~~  239 (244)
  T 4he4_A          230 TYDFDAGSGD  239 (244)
  T ss_dssp             HTC-------
  T ss_pred             heeeccCCCc

No 12
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>4xbi_A CLPB protein, putative,green fluorescent protein; CLP chaperone, AAA+ ATPase, refoldase, protein
  metabolism; HET: CRO; 2.01A {Plasmodium falciparum}
  Probab=100.00  E-value=9.4e-85  Score=627.25  Aligned_cols=225  Identities=95%  Similarity=1.437  Sum_probs=0.0

  Q ss_pred             hhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCchhhH
  Q Sun_Nov_08_06:   19 EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFF   98 (298)
  Q Consensus        19 ~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyF   98 (298)
                        +++|++.|+++++|+|+||||+|+|+|+|+|||++|+|++|++||+||||||||||+++|  |||||+|||++|+|||||
  T Consensus       154 ~~~l~~~m~~~l~m~g~Vng~~f~~~g~g~g~~~~g~~~~~~~~~~g~lpf~~~~l~~~~--~~~~f~~yp~~~~~~d~f  231 (381)
  T 4xbi_A          154 EELFTGVVPILVELDGDVNGHKFSVRGEGEGDATNGKLTLKFICTTGKLPVPWPTLVTTL--XVQCFSRYPDHMKRHDFF  231 (381)
  T ss_dssp             GGGGSSCEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGGGGCHH
  T ss_pred             ccccccceeeeeeecccccCcEEEEeeccccCCCCCeEEEEEEEcCCCCCCCHHHhhhhh--cccccccCCCCCCccChH

  Q ss_pred             HhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCeEEEE
  Q Sun_Nov_08_06:   99 KSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVN  178 (298)
  Q Consensus        99 KqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~gi~g~  178 (298)
                        ||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||++.|+|++|+||+++|+++++++|+
  T Consensus       232 k~~~p~g~~~~r~~~fed~g~~~~~~~~~~~~~~~~~~~~~~g~~f~~~gpvm~~~~~~~~~~~~~~~~~~~~~~~l~~~  311 (381)
  T 4xbi_A          232 KSAMPEGYVQERTISFKDDGTYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNFNSHNVYITADKQKNGIKAN  311 (381)
  T ss_dssp             HHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEEEEGGGTEEEEE
  T ss_pred             HhhCCCceEEEEEEEecCCeEEEEeeeEeeeCCEEEEEeEEEeeCCCCCCCcccceeEecCCcceEEeccCCCCceEEee

  Q ss_pred             EEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeecccc
  Q Sun_Nov_08_06:  179 FKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITH  245 (298)
  Q Consensus       179 ~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~  245 (298)
                        ++|+++|+||+++|+|+|++++||++++|+||++||++|++.++||++|+||||+|+||++|+||||
  T Consensus       312 ~~~~~~~~~g~~~~~~~y~~~~p~~~~~v~~p~~h~~~~~~~~~kd~~e~~dhi~~~E~~~a~~~~~  378 (381)
  T 4xbi_A          312 FKIRHNVEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRDHMVLLEFVTAAGITL  378 (381)
  T ss_dssp             EEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEECCCC
  T ss_pred             EEEEEEeCCCCEEEEEEEEeecccCCCCCCCCCCeeEEEEEEEeccCCCCcceeEEEEeeeccCccc

No 13

>3ai5_A Yeast enhanced green fluorescent protein, ubiquit; ubiquitin, fusion protein, fluore protein,
  transcription; HET: CR2; 1.40A {Aequorea victoria} PDB:  3ako _B*
  Probab=100.00  E-value=1.8e-84  Score=611.01  Aligned_cols=231  Identities=97%  Similarity=1.479  Sum_probs=0.0

  Q ss_pred             cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCc
  Q Sun_Nov_08_06:   15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR   94 (298)
  Q Consensus        15 ~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~   94 (298)
                        ++.||++|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+|+|+  ||||+|||++|++
  T Consensus         4 ~~~~~~~~~~~m~~~~~~~G~vng~~F~i~g~G~G~p~~G~~~~~~~~~~g~lpfs~~il~~~~~--~~~f~~yp~~i~~   81 (307)
  T 3ai5_A            4 MSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFX--VQCFARYPDHMKQ   81 (307)
  T ss_dssp             -CCGGGGGSSEEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGCBCCGGGGG
  T ss_pred             cccchhhcccCceEEEEEEEEECCEEEEEEEeEeecCCCCEEEEEEEEeCCCCCCCHHHhhhhhc--ceecccCCCCCCC

  Q ss_pred             hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCe
  Q Sun_Nov_08_06:   95 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG  174 (298)
  Q Consensus        95 ~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~g  174 (298)
                        ||||||||||||+|||+|+|||||+|+++++|+|||+||+++|+|+|+|||+|||||||++.|||++|++|+++|+.+|+
  T Consensus        82 ~d~fk~~~p~Gy~~~R~~~fedgg~~~~~~~~~~~~~~~~~~~~~~g~~fp~~gpvm~~~~~~~~~~~~~~~~~d~~~n~  161 (307)
  T 3ai5_A           82 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG  161 (307)
  T ss_dssp             GCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCBCSCCCCEEEEEEEETTTTE
  T ss_pred             CChHHHhCCCCeeEEEEEEEcCCcEEEEEEEEEEeCCEEEEEEEEEeecCCCCCCcccceeccCCCceEEEEccCCCccc

  Q ss_pred             EEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeecccccc
  Q Sun_Nov_08_06:  175 IKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGM  247 (298)
  Q Consensus       175 i~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~  247 (298)
                        +++.+.|+|+++||+++++|+|++++||+++.+.||++||+.|+..+++++.|.++++++.|+++|++....|
  T Consensus       162 ~~~~~~~~~~l~dG~~~~~t~yq~kkPi~~~~v~LP~~hfl~~q~~Lsk~p~e~~~~~Vl~E~~kA~~~~~~m  234 (307)
  T 3ai5_A          162 IKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITGSM  234 (307)
  T ss_dssp             EEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEESSCCCE
  T ss_pred             eEeeeEEEEEeCCCCEEEEEEEEecCcccCCceeCCCcceeeEEeeeeecCCcCccceeeeEeeeccCCCCCE

No 14

>3ir8_A Large stokes shift fluorescent protein; beta barrel; HET: CRQ; 1.63A {Montipora SP} SCOP: d.22.1.1 PDB:
 2wht _A*  2whs _A*  2whu _A*  3vk1 _A*  2p4m _A*  2arl _A*  3vic _A*  1mov _A*  1mou _A*

  Probab=100.00  E-value=2.3e-84  Score=588.55  Aligned_cols=206  Identities=24%  Similarity=0.512  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhhHH
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK   99 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK   99 (298)
                        +|+++|+++++|||+||||+|+|+|+|+|||++|+|+++|+|++ ||||||||||+++  ||||||+|||++|  +||||
  T Consensus         5 ~~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~~~~kl~v~~ggpLPFs~diLs~~--YG~r~F~kYP~~i--~dyFK   80 (221)
  T 3ir8_A            5 VIAKQMTYKVYMSGTVNGHYFEVEGDGKGKPYEGEQTVKLTVTKGGPLPFAWDILSPQ--LXSIPFTKYPEDI--PDYFK   80 (221)
  T ss_dssp             CCCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGTGGG--C-CTTSSBCCTTS--CCHHH
  T ss_pred             cCCCCceEEEEEEEEECCEEEEEEEEEeecCCcCEEEEEEEEecCCCCCCCHHHhccc--ccceecccCCCCC--CchHH

  Q ss_pred             hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
  Q Sun_Nov_08_06:  100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN  178 (298)
  Q Consensus       100 qsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~  178 (298)
                        |||||||+|||+|+|||||+||++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|+|    ++++|+|+
  T Consensus        81 ~sfpeGys~eRt~~fEDgGv~t~~~~itleg~~~~~~v~~~G~nFp~dGPVMqkk~~~weps~e~~~p----~d~~L~g~  156 (221)
  T 3ir8_A           81 QSFPEGYTWERSMNFEDGAVCTVSNDSSIQGNCFIYNVKISGENFPPNGPVMQKKTQGWEPSTERLFA----RDGMLIGN  156 (221)
  T ss_dssp             HTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEEEE
  T ss_pred             hhCCCCcEEEEEEEecCCcEEEEEeEEEEeCCEEEEEEEEEEECCCCCCchhcccccccCCeEEEEEE----eCCEEEEE

  Q ss_pred             EEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  179 FKIRHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       179 ~~~~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++|+|+|+||+|   +|+|+|++++     +++||++||++||+.++++ ++++++++|.|.|+|
  T Consensus       157 ~~~~l~l~~Gg~y~~~~~t~yk~kk-----~v~~P~~Hfv~~rie~~~~-~~~~~~v~~~E~a~A  215 (221)
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  T 3ir8_A          157 DYMALKLEGGGHYLCEFKSTYKAKK-----PVRMPGRHEIDRKLDVTSH-NRDYTSVEQCEIAIA  215 (221)
  T ss_dssp             EEEEEEETTSCEEEEEEEEEEEESS-----CCCCCCSEEEEEEEEEEEE-CTTSSEEEEEEEEEE
  T ss_pred             EEEEEEeCCCCEEEEEEEeeeecCC-----CCCCCCCEEEEEEEEEeec-CCCCCEEEEEEEEEE

No 15

>3gb3_A Killerred; fluorescent protein, genetically encoded photosensitizer, phototoxicity; HET: CRQ; 1.75A
  {Anthomedusae SP} SCOP: d.22.1.0 PDB:  3gl4 _A*  4b30 _A*  2wiq _A*  2wis _A*  3a8s _A*
  Probab=100.00  E-value=3.6e-84  Score=591.46  Aligned_cols=218  Identities=26%  Similarity=0.548  Sum_probs=0.0

  Q ss_pred             cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCc
  Q Sun_Nov_08_06:   15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR   94 (298)
  Q Consensus        15 ~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~   94 (298)
                        ++.|+++|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|+  ||||+|||++|  
  T Consensus         1 m~~g~~~~~~~m~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vt~gpLPFs~dILs~~f~--~r~F~kYP~~i--   76 (235)
  T 3gb3_A            1 MEGGPALFQSDMTFKIFIDGEVNGQKFTIVADGSSKFPHGDFNVHAVCETGKLPMSWKPICHLIX--EPFFARYPDGI--   76 (235)
  T ss_dssp             -CCSTTGGGSCEEEEEEEEEEETTEEEEEEEEEEECTTCSEEEEEEEETTSSCSSCSGGGTTTC---CGGGSBCCTTS--
  T ss_pred             CCccccccCCCceEEEEEEEEECCEEEEEEEEEeeCCCCCEEEEEEEEcCCCCCCCHHHhhhhcc--ccccccCCCCC--

  Q ss_pred             hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCC
  Q Sun_Nov_08_06:   95 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKN  173 (298)
  Q Consensus        95 ~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~  173 (298)
                        +|||||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| +|+|++|+|+|-+  +++
  T Consensus        77 ~dyFK~sfpeGys~eRt~~fEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqk~t~~wePs~e~~~p~~--~dg  154 (235)
  T 3gb3_A           77 SHFAQECFPEGLSIDRTVRFENDGTMTSHHTYELDDTCVVSRITVNCDGFQPDGPIMRDQLVDILPNETHMFPHG--PNA  154 (235)
  T ss_dssp             CCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCEEEECCEEEEEEECT--TSE
  T ss_pred             CChHHHhCCCCeeEEEEEEECCCcEEEEEEEEEEECCEEEEEEEEEeeCCCCCCcccccceecCCCcEEEEEEec--CCC

  Q ss_pred             eEEEEEEEEEEeCCCCEEEEEEEEEccc-CcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  174 GIKVNFKIRHNIEDGSVQLADHYQQNTP-IGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       174 gi~g~~~~~l~l~dGg~~~~T~yk~kkP-i~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        +|+|++ |+|+|+||+|+. +++++++| ++.++++||++||++||+.+++|.++++++++|.|.++|
  T Consensus       155 ~L~g~~-~~l~l~~Gg~~~-~~~~f~~~y~akk~v~mP~~Hfv~hrl~~~~~~~~~~~~v~l~E~a~A  220 (235)
  T 3gb3_A          155 VRQLAF-IGFTTADGGLMM-GHFDSKMTFNGSRAIEIPGPHFVTIITKQMRDTSDKRDHVCQREVAYA  220 (235)
  T ss_dssp             EEEEEE-EEEEETTSCEEE-EEEEEEEEECSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEE
  T ss_pred             EEEEEE-EEEEecCCCeEE-EEEEEccccccCCCCCCCCCEEEEEEEEEeccccCCCCEEEEEEEEEE

No 16

>4q9w_A GFP-like fluorescent chromoprotein CFP484; beta barrel, fluorescent protein, artificial metalloenzyme,
  metalloenzyme, bioconjugation; HET: PIA; 1.00A {Clavularia SP} SCOP: d.22.1.0 PDB:  4q9x _A*  2hqk _A*  4r6d _A*
 2ote _A*  2otb _A*  4dxi _A*  4dxm _A*  4dxo _A*  4jc2 _A*  4dxp _A*  4gob _A*  4dxq _A*  4dxn _A*  2vzx _A*  3adf _A*  2gw4 _A*

  Probab=100.00  E-value=1e-83  Score=583.41  Aligned_cols=206  Identities=28%  Similarity=0.566  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhhHH
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK   99 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK   99 (298)
                        +|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++|++ ||||||||||+++|  |||||+|||++|  +||||
  T Consensus         3 ~~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~~~~~l~v~~ggpLPFs~diLs~~f--G~~~F~kYP~~i--~dyFK   78 (218)
  T 4q9w_A            3 VIKPDMKIKLKMEGNVNGYAFVIEGEGEGKPYDGTNTINLEVKEGAPLPFSYDILTTAF--XNRAFTKYPDDI--PNYFK   78 (218)
  T ss_dssp             SSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCCSCTHHHHTTC---CTTSCBCCTTS--CCHHH
  T ss_pred             ccCCCceEEEEEEEEECCEEEEEEEEEeecCCcCEEEEEEEEecCCCCCCCHHHhhhhc--cceecccCCCCC--CchHH

  Q ss_pred             hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
  Q Sun_Nov_08_06:  100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN  178 (298)
  Q Consensus       100 qsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~  178 (298)
                        |||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|+|    ++++|+|+
  T Consensus        79 ~sfpeGys~eRt~~fEDgGv~t~~~~itleg~~~~~~v~~~G~nFp~dGPVMqkk~~~weps~e~~~p----~d~~L~g~  154 (218)
  T 4q9w_A           79 QSFPEGYSWERTMTFEDKGIVKVKSDISLEEDSFIYEIYLKGENFPPNGPVMQKKTTGWDASTERMYV----RDGVLKGD  154 (218)
  T ss_dssp             HTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEEEE
  T ss_pred             hhCCCCceEEEEEEecCCcEEEEEeEEEEECCEEEEEEEEEEECCCCCCccccccccccCCeEEEEEE----eCCEEEEE

  Q ss_pred             EEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  179 FKIRHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       179 ~~~~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++|+|+|+||+|   +|+|+|++++     +++||++||++||+..+++ ++++++++|.|.|+|
  T Consensus       155 ~~~~l~l~~Gg~y~~~~~t~yk~kk-----~v~~P~~Hfv~~rie~~~~-~~~~~~v~~~E~a~A  213 (218)
  T 4q9w_A          155 VKHKLLLEGGGYYRVDFKTIYRAKK-----AVKLPDYHFVDHRIEILNY-DKDYNKVTVYESAVA  213 (218)
  T ss_dssp             EEEEEEETTSCEEEEEEEEEEEESS-----CCCCCCSEEEEEEEEEEEE-CTTSSEEEEEEEEEE
  T ss_pred             EEEEEEeCCCCEEEEEEEeeeecCC-----CCCCCCCEEEEEEEEEeec-CCCCCEEEEEEEEEE

No 17

>3wck_A Monomeric photosenitizing fluorescent protein SUP; GFP fold, genetically encoded photosens phototoxicity;
  HET: CRQ; 2.30A {Synthetic construct}
  Probab=100.00  E-value=8.8e-84  Score=597.92  Aligned_cols=219  Identities=25%  Similarity=0.514  Sum_probs=0.0

  Q ss_pred             ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCC
  Q Sun_Nov_08_06:   14 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMK   93 (298)
  Q Consensus        14 ~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~   93 (298)
                        ++|.|+++|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++|++||||||||||+++|+  ||||+|||++| 
  T Consensus        36 ~~~~g~~~ik~~M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vt~GpLPFS~dILs~~f~--~r~F~kYP~~I-  112 (271)
  T 3wck_A           36 GSEVGPALFQSDMTFKIFIDGEVNGQKFTIVADGSSKFPHGDFNVHAVCETGKLPMSWKPICHLIX--EPFFARYPDGI-  112 (271)
  T ss_dssp             --CCGGGGGSSCEEEEEEEEEEETTEEEEEEEEEEECSSCSEEEEEEEESSSSCSSCSGGGTTTC---CGGGSBCCTTS-
  T ss_pred             ccccchhhcCCCceEEEEEEEEECCEEEEEEEEEEecCCCCEEEEEEEEcCCCCCCCHHHhhhhcc--ccccccCCCCC-

  Q ss_pred             chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCC
  Q Sun_Nov_08_06:   94 RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQK  172 (298)
  Q Consensus        94 ~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~  172 (298)
                         +|||||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|||-+  ++
  T Consensus       113 -~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkkt~~wePS~E~~~p~~--~d  189 (271)
  T 3wck_A          113 -SHFAQECFPEGLSIDRTVRFENDGTMTSHHTYELDDTCVVSRITVNCDGFQPDGPIMRDQLVDILPSETHMFPHG--PN  189 (271)
  T ss_dssp             -CCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCEEEECCEEEEEEECS--TT
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  T ss_pred             -CCHHHHhCCCCeeEEEEEEECCCcEEEEEEEEEEECCEEEEEEEEEEeCCCCCCchhhcccccCCCeEEEEEEec--CC

  Q ss_pred             CeEEEEEEEEEEeCCCCEEEEEEEEEccc-CcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  173 NGIKVNFKIRHNIEDGSVQLADHYQQNTP-IGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       173 ~gi~g~~~~~l~l~dGg~~~~T~yk~kkP-i~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++|+|++ |+|+|+||+++. ++|++++| ++.++++||++||++||+.+++|+++++++++|.|.++|
  T Consensus       190 g~L~g~~-~~l~l~dGg~~~-~~~~fkt~y~akk~v~mP~~HFv~hrl~~~~~~~e~~~~v~l~E~a~A  256 (271)
  T 3wck_A          190 AVRQTAT-IGFTTADGGKMM-GHFDSKMTFNGSRAIEIPGPHFVTIITKQTRDTSDKRDHVCQREVAYA  256 (271)
  T ss_dssp             EEEEEEE-EEEEETTSCEEE-EEEEEEEEECSSSCCCCCCSEEEEEEEEEC-------CEEEEEEEEEE
  T ss_pred             CEEEEEE-EEEEecCCCEEE-EEEEEcccccccCCCCCCCCEEEEEEEEEEccCcCCCCEEEEEEEEEE

No 18

>2icr_A RED fluorescent protein ZOANRFP; ZRFP574, chromophore structure, Cys-Phe LINK; HET: XYG; 1.51A {Zoanthus
  SP} SCOP: d.22.1.0 PDB:  2fl1 _A*  2ojk _A*  2pxs _A*  2pxw _A*  1xa9 _A*  2ogr _A*  1xae _A*
  Probab=100.00  E-value=1.3e-83  Score=587.97  Aligned_cols=211  Identities=22%  Similarity=0.445  Sum_probs=0.0

  Q ss_pred             hhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhh
  Q Sun_Nov_08_06:   19 EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDF   97 (298)
  Q Consensus        19 ~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~Dy   97 (298)
                        |.+|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+ ||||||||||+++|  |||||+|||++|  +||
  T Consensus        13 ~~~~~~~M~~k~~meG~VNGh~F~i~G~G~G~p~eG~q~~kl~vtkGgpLPFs~dILs~~f--G~r~F~kYP~~i--~dy   88 (237)
  T 2icr_A           13 AHGLTDDMTMHFRMEGCVDGHKFVIEGNGNGNPFKGKQFINLCVIEGGPLPFSEDILSAAF--XNRLFTEYPEGI--VDY   88 (237)
  T ss_dssp             CTTCCSSEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEEEESCSCSSCGGGGGGGC---CTTSCBCCTTS--CCH
  T ss_pred             hhhcCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--cccccccCCccc--chh

  Q ss_pred             HHhhCCCceEEEEEEEecCCcEEEEeeEEee--eCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCe
  Q Sun_Nov_08_06:   98 FKSAMPEGYVQERTIFFKDDGNYKTRAEVKF--EGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNG  174 (298)
  Q Consensus        98 FKqsfPeGYsweRt~~FEDGGv~t~~~~itl--eg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~g  174 (298)
                        |||||||||+|||+|+|||||+|+++++|+|  ||+||+++|+|+|+|||+|||||||+| +|+|++|+||+++  ++++
  T Consensus        89 FK~sfPeGys~eRt~~FEDGGv~t~~~~isl~~eg~~~~~~v~~~G~nFP~dGPVMqkkt~~wePs~E~~yp~~--~dg~  166 (237)
  T 2icr_A           89 FKNSCPAGYTWHRSFRFEDGAVCICSADITVNVRENCIYHESTFYGVNFPADGPVMKKMTTNWEPSCEKIIPIN--SQKI  166 (237)
  T ss_dssp             HHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTTTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEEET--TTTE
  T ss_pred             HHhhCcCCceEEEEEEECCCcEEEEEEEEEEEeeCCEEEEEEEEEEECCCCCCccccccccccCCceeEEEEec--CCCE

  Q ss_pred             EEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCC-cCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  175 IKVNFKIRHNIEDGSV---QLADHYQQNTPIGDGP-VLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       175 i~g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~-v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        |+|+++|+|+|+||++   +|+|+|++|+     + ++||++||++||+...+++++++++++|.|.|.|
  T Consensus       167 L~g~~~~~l~l~~Gg~y~~~~~T~y~akk-----~~v~mP~~HFv~~rie~~~~~~~~~~~v~l~E~a~A  231 (237)
  T 2icr_A          167 LKGDVSMYLLLKDGGRYRCQFDTIYKAKT-----EPKEMPDWHFIQHKLNREDRSDAKNQKWQLIEHAIA  231 (237)
  T ss_dssp             EEEEEEEEEEETTSCEEEEEEEEEEEESS-----CCSSCCCCEEEEEEEEEEECCCSSCCEEEEEEEEEE
  T ss_pred             EEEEEEEEEEeCCCCEEEEEEEeeeccCC-----ccccCCCCEEEEEEEEEeecCcCCCCEEEEEEEEEE

No 19

>2rh7_A Green fluorescent protein; HET: CRO; 1.50A {Renilla reniformis} SCOP: d.22.1.1
  Probab=100.00  E-value=1e-83  Score=589.46  Aligned_cols=212  Identities=22%  Similarity=0.461  Sum_probs=0.0

  Q ss_pred             cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhcccceecccCCCCCC
  Q Sun_Nov_08_06:   15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMK   93 (298)
  Q Consensus        15 ~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~   93 (298)
                        +..|..+|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+| |||||||||+++|  |||||+|||++| 
  T Consensus         1 ~~~~~~~~~~~M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkGgpLPFs~dILs~~f--G~r~F~kYP~~i-   77 (239)
  T 2rh7_A            1 MDLAKLGLKEVMPTKINLEGLVGDHAFSMEGVGEGNILEGTQEVKISVTKGAPLPFAFDIVSVAF--XNRAYTGYPEEI-   77 (239)
  T ss_dssp             ------CCCSEEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGTTTC---CTTSSBCCTTS-
  T ss_pred             CcchhhhCCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCCCCCCHHHhhhhh--cccccccCCccc-

  Q ss_pred             chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCC
  Q Sun_Nov_08_06:   94 RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQK  172 (298)
  Q Consensus        94 ~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~  172 (298)
                         +|||||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| +|+|++|+|||    ++
  T Consensus        78 -~DyFK~sfPeGys~eRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkkt~~wePs~E~~~p----~d  152 (239)
  T 2rh7_A           78 -SDYFLQSFPEGFTYERNIRYQDGGTAIVKSDISLEDGKFIVNVDFKAKDLRRMGPVMQQDIVGMQPSYESMYT----NV  152 (239)
  T ss_dssp             -CCTTGGGTTTCEEEEEEEEETTSCEEEEEEEEEEC-CCEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ET
  T ss_pred             -chHHHhhCcCCceEEEEEEEcCCcEEEEEEEEEEeCCEEEEEEEEEEeCCCCCCceecCccccCCCcEEEEEc----cC

  Q ss_pred             CeEEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCCc-CCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  173 NGIKVNFKIRHNIEDGSV---QLADHYQQNTPIGDGPV-LLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       173 ~gi~g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~v-~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++|+|+++|+|+|+||++   +|+|+|++|+     ++ +||++||++||+.++++ +++++++.|.|+|+|
  T Consensus       153 g~L~g~~~~~l~l~~Gg~y~~~~~T~y~~kk-----~v~~lP~~HFv~~rie~~~~-~~~~~~v~~~E~a~A  218 (239)
  T 2rh7_A          153 TSVIGECIIAFKLQTGKHFTYHMRTVYKSKK-----PVETMPLYHFIQHRLVKTNV-DTASGYVVQHETAIA  218 (239)
  T ss_dssp             TEEEEEEEEEEEETTSCEEEEEEEEEEEESS-----CCSSCCCSEEEEEEEEEEEC------CCEEEEEEEE
  T ss_pred             CEEEEEEEEEEEeCCCCEEEEEEEeeeccCC-----chhhCCCCEEEEEEEEEEec-cCCCCEEEEEEEEEE

No 20

>4ohs_A FAR-RED fluorescent protein AQ143; beta barrel, RFP, fluoresc protein; HET: CH6 NRQ; 2.19A {Actinia
  equina} SCOP: d.22.1.0
  Probab=100.00  E-value=3.7e-83  Score=585.39  Aligned_cols=208  Identities=25%  Similarity=0.452  Sum_probs=0.0

  Q ss_pred             chhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhcccceecccCCCCCCchh
  Q Sun_Nov_08_06:   18 GEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMKRHD   96 (298)
  Q Consensus        18 G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~~~D   96 (298)
                        ||.+|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+| |||||||||+++|+  ||||+|||++|  +|
  T Consensus        10 ~~~~~~~~m~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkG~pLPFs~dILs~~f~--~r~F~kYP~~i--~d   85 (237)
  T 4ohs_A           10 GAPLVTEDMCIKMTMEGTINGHHFKCVGEGEGKPFEGTQVEKIRITEGGPLPFAYDILAPCCX--SKTFIKHVSGI--PD   85 (237)
  T ss_dssp             CCCCCCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGTGGGC---CTTSCEECTTC--CC
  T ss_pred             chhhcCCceEEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhcc--ccccccCCCCC--CC

  Q ss_pred             hHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeE
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  Q Sun_Nov_08_06:   97 FFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGI  175 (298)
  Q Consensus        97 yFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi  175 (298)
                        ||||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|||    ++++|
  T Consensus        86 yFK~sfPeGys~eRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkkt~~wePs~E~~~p----~dg~L  161 (237)
  T 4ohs_A           86 YFKESFPEGFTWERTQIFEDGGSLTIHQDTSLQGNNFIFKVNVIGANFPANGPVMQKKTAGWEPSVEILYP----RDGVL  161 (237)
  T ss_dssp             TTGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEE
  T ss_pred             HHHHhCCCCeeEEEEEEECCCcEEEEEEEEEEeCCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEc----cCCEE

  Q ss_pred             EEEEEEEEEeCCCCE---EEEEEEEEcccCcCCC---cCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  176 KVNFKIRHNIEDGSV---QLADHYQQNTPIGDGP---VLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       176 ~g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~---v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        +|+++|+|+|+||++   +|+|+|++|     ++   ++||++||++||+.+.++  +++++++|.|.+.|
  T Consensus       162 ~g~~~~~l~l~~Gg~y~~~~~T~y~ak-----k~~~~v~mP~~HFv~~rie~~~~--~~~~~v~l~E~a~A  225 (237)
  T 4ohs_A          162 CGQALMALKCTDGDHLTSHLRTTYRSR-----KPSNAVNMPEFHFGDHRIEILKA--EQGKFYEQYESAVA  225 (237)
  T ss_dssp             EEEEEEEEEETTSCEEEEEEEEEEEEC-----SCGGGCCCCCSEEEEEEEEEEEE--ETTTEEEEEEEEEE
  T ss_pred             EEEEEEEEEeCCCCEEEEEEEEeeccC-----CccccccCCCCEEEEEEEEEEec--CCCCEEEEEEEEEE

No 21

>2c9i_A Green fluorescent protein ASFP499; beta-barrel, bioluminescence, luminescence, luminescent protein; HET:
  CRQ; 1.82A {Anemonia sulcata} SCOP: d.22.1.1
  Probab=100.00  E-value=5.9e-83  Score=580.97  Aligned_cols=206  Identities=24%  Similarity=0.473  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhhHH
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK   99 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK   99 (298)
                        +|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+ ||||||||||+++|+  ||||+|||++|  +||||
  T Consensus         4 ~~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~~~~~l~vt~GgpLPFs~dILs~~f~--~r~F~kYP~~i--~dyFK   79 (226)
  T 2c9i_A            4 SIKETMRVQLSMEGSVNYHAFKCTGKGEGKPYEGTQSLNITITEGGPLPFAFDILSHAFX--IKVFAKYPKEI--PDFFK   79 (226)
  T ss_dssp             TCCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESSSCSSCGGGGTTTC---CTTSCBCCTTS--CCHHH
  T ss_pred             ccCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEECcCCcCCCCHHHhhhhcc--ceecccCCCCC--CCHHH

  Q ss_pred             hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
  Q Sun_Nov_08_06:  100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN  178 (298)
  Q Consensus       100 qsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~  178 (298)
                        |||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| +|+|++|+|+|    ++++|+|+
  T Consensus        80 ~sfpeGys~eRt~~fEDGGv~t~~~~isleg~~~~~~v~~~G~nFp~dGPVMqkkt~~wePs~e~~~p----~dg~L~g~  155 (226)
  T 2c9i_A           80 QSLPGGFSWERVSTYEDGGVLSATQETSLQGDCIICKVKVLGTNFPANGPVMQKKTCGWEPSTETVIP----RDGGLLLR  155 (226)
  T ss_dssp             HHTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEEEE
  T ss_pred             HhCCCCeeEEEEEEECCCcEEEEEEEEEEECCEEEEEEEEEEECCCCCCccccccccccCCcEEEEEe----cCCEEEEE

  Q ss_pred             EEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  179 FKIRHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       179 ~~~~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++|+|+|+||+|   +|+|+|++|+     +++||++||++||+.+.++ +++++++.|.|+|+|
  T Consensus       156 ~~~~l~l~~Gg~y~~~~~t~y~akk-----~v~~P~~HFv~~rie~~~~-~~~~~~v~l~E~a~A  214 (226)
  T 2c9i_A          156 DTPALMLADGGHLSCFMETTYKSKK-----EVKLPELHFHHLRMEKLNI-SDDWKTVEQHESVVA  214 (226)
  T ss_dssp             ECCEEEETTSCEEEEEEEEEEEESS-----CCCCCCSEEEEEEEEEEEE-CTTSSEEEEEEEEEE
  T ss_pred             EEEEEEeCCCCEEEEEEEeeeccCC-----CccCCCCEEEEEEEEEEee-cCCCCEEEEEEEEEE

No 22

>2gw3_A Kaede; beta barrel, luminescent protein; HET: CR8; 1.40A {Trachyphyllia geoffroyi} SCOP: d.22.1.0 PDB:
 1zux _A*  3s05 _A*  3p8u _A*  3tmr _A*  3tmt _A*  2vvh _A*  2vvi _A*  4ljc _A*  4ljb _A*  4ljd _C*  4r6b _A*  2vvj _A*  4ljd _A*
 2gw4 _B*  4tzg _A*  2ddc _A*  2ddd _A*  2ie2 _A*  2z1o _A* ...

  Probab=100.00  E-value=5.5e-83  Score=580.59  Aligned_cols=209  Identities=25%  Similarity=0.603  Sum_probs=0.0

  Q ss_pred             cccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhcccceecccCCCC
  Q Sun_Nov_08_06:   13 PMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDH   91 (298)
  Q Consensus        13 ~~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~   91 (298)
                        ||+     +|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+| |||||||||+++|  |||||+|||++
  T Consensus         2 ~m~-----~~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~q~~~l~vt~GgpLPFs~dILs~~f--G~~~F~kYP~~   74 (225)
  T 2gw3_A            2 PMS-----LIKPEMKIKLLMEGNVNGHQFVIEGDGKGHPFEGKQSMDLVVKEGAPLPFAYDILTTAF--XNRVFAKYPDH   74 (225)
  T ss_dssp             CCC-----CCCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGGGGC---CTTSSBCCTT
  T ss_pred             Ccc-----ccCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEECcCCCCCCCHHHhhhhh--cccccccCCcc

  Q ss_pred             CCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccC
  Q Sun_Nov_08_06:   92 MKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADK  170 (298)
  Q Consensus        92 I~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~  170 (298)
                        |  +|||||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| +|+|++|+|||    
  T Consensus        75 i--~dyFK~sfpeGys~eRt~~fEDGGv~t~~~~isleg~~~~~~v~~~G~nFp~dGPVMqkkt~~wePs~e~~~p----  148 (225)
  T 2gw3_A           75 I--PDYFKQSFPKGFSWERSLMFEDGGVCIATNDITLKGDTFFNKVRFDGVNFPPNGPVMQKKTLKWEASTEKMYL----  148 (225)
  T ss_dssp             S--CCTTTTSTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----
  T ss_pred             c--chhHHhhCcCCceEEEEEEEcCCcEEEEEEEEEEECCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEc----

  Q ss_pred             CCCeEEEEEEEEEEeCCCCE---EEEEEEEEc-ccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  171 QKNGIKVNFKIRHNIEDGSV---QLADHYQQN-TPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       171 ~~~gi~g~~~~~l~l~dGg~---~~~T~yk~k-kPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++++|+|+++|+|+|+||+|   +|+|+|++| +     +++||++||++||+..+++ +++++++.|.|.|.|
  T Consensus       149 ~dg~L~g~~~~~l~l~~Gg~y~~~~~t~y~~k~k-----~v~~P~~HFv~~rie~~~~-~~~~~~v~~~E~a~A  216 (225)
  T 2gw3_A          149 RDGVLTGDITMALLLKGDVHYRCDFRTTYKSRQE-----GVKLPGYHFVDHCISILRH-DKDYNEVKLYEHAVA  216 (225)
  T ss_dssp             ETTEEEEEEEEEEEETTTEEEEEEEEEEEEECST-----TCCCCCSEEEEEEEEEEEE-CTTSSEEEEEEEEEE
  T ss_pred             cCCEEEEEEEEEEEeCCCCEEEEEEEeeeccCCc-----ccCCCCCEEEEEEEEEEee-cCCCCEEEEEEEEEE

No 23

>2c9j_A Green fluorescent protein FP512; beta-barrel, bioluminescence, luminescence, luminescent protein; HET:
  CRQ; 1.35A {Cerianthus membranaceus} SCOP: d.22.1.0
  Probab=100.00  E-value=6e-83  Score=579.95  Aligned_cols=206  Identities=22%  Similarity=0.426  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhcccceecccCCCCCCchhhHH
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK   99 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK   99 (298)
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                        +|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+| |||||||||+++|+  ||||+|||++|  +||||
  T Consensus         3 ~~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~q~~kl~vtkG~pLPFs~dILs~~f~--~r~F~kYP~~i--~dyFK   78 (223)
  T 2c9j_A            3 QLDNNLSVSVYMKGNVNNHEFEYDGIGGGDPNSGQFSLKTKLRGGKPLPFSYDIITMGFX--FRAFTKYPEGI--ADYFK   78 (223)
  T ss_dssp             ----CEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEESSSSCCSSCGGGTTTTC---CTTSCBCCTTS--CCTTG
  T ss_pred             cCCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhcc--ceeccCCCCCC--CCHHH

  Q ss_pred             hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
  Q Sun_Nov_08_06:  100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN  178 (298)
  Q Consensus       100 qsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~  178 (298)
                        |||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| +|+|++|+|||    ++++|+|+
  T Consensus        79 ~sfpeGys~eRt~~fEDGGv~t~~~~isleg~~~~~~v~~~G~nFp~dGPVMqkkt~~weps~e~~~p----~dg~L~g~  154 (223)
  T 2c9j_A           79 GSFPEAFQWNRRIEFEDGGVINMSSDITYKDKVLHGDVWALGVNFPPNGPVMKNEIVMEEPAEETLTA----KNGVLVGF  154 (223)
  T ss_dssp             GGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEEEE
  T ss_pred             HhCCCceeEEEEEEEcCCcEEEEEEEEEEECCEEEEEEEEEEECCCCCCccccccccCCCCcEEEEEe----cCCEEEEE

  Q ss_pred             EEEEEEeCCCCE---EEEEEEEEcccCcCCC-cCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  179 FKIRHNIEDGSV---QLADHYQQNTPIGDGP-VLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       179 ~~~~l~l~dGg~---~~~T~yk~kkPi~~~~-v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++|+|+|+||+|   +|+|+|++|+     + ++||++||++||+.+.++ +++++++.|.|+|+|
  T Consensus       155 ~~~~l~l~~Gg~y~~~~~T~y~ak~-----~~v~~P~~HFv~~rie~~~~-~~~~~~v~~~E~a~A  214 (223)
  T 2c9j_A          155 CPKAYLLKDGSYYYGHMTTFYRSKK-----SGQPLPGFHFIKHRLVKTKV-EPGFKMVEQAEYATA  214 (223)
  T ss_dssp             EEEEEEETTSCEEEEEEEEEEEESS-----TTCCCCCSEEEEEEEEEEEE-CGGGSEEEEEEEEEE
  T ss_pred             EEEEEEeCCCCEEEEEEEEeeccCC-----ccccCCCCEEEEEEEEEEee-cCCCCEEEEEEEEEE

No 24

>2a46_A GFP-like fluorescent chromoprotein AMFP486; beta barrel, luminescent protein; HET: CR7; 1.65A {Anemonia
  majano} SCOP: d.22.1.0 PDB:  2a48 _A*  2a47 _A*
  Probab=100.00  E-value=9.2e-83  Score=582.92  Aligned_cols=206  Identities=27%  Similarity=0.508  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeE--EEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhh
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKL--TLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDF   97 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q--~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~Dy   97 (298)
                        +|+++|+++++|||+||||+|+|+|+|+|||++|+|  +++++||+ ||||||||||+++|  |||||+|||++|  +||
  T Consensus        18 ~~~~~M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~~~kl~vtkGgpLPFs~dILs~~f--G~r~F~kYP~~i--~Dy   93 (238)
  T 2a46_A           18 FIGDDMKMTYHMDGCVNGHYFTVKGEGNGKPYEGTQTSTFKVTMANGGPLAFSFDILSTVF--XNRCFTAYPTSM--PDY   93 (238)
  T ss_dssp             TSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEETTCSSCCSCTHHHHTTC---CTTSSBCCTTS--CCT
  T ss_pred             hcCCCceEEEEEEEEECCEEEEEEEEEeecCCCCeEeEEEEEEEccCCcCCCCHHHhhhhh--cccccccCCCcc--chH

  Q ss_pred             HHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEE
  Q Sun_Nov_08_06:   98 FKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIK  176 (298)
  Q Consensus        98 FKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~  176 (298)
                        |||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| +|+|++|+|||    ++++|+
  T Consensus        94 FK~sfPeGys~eRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkkt~~wePs~E~~~p----~dg~L~  169 (238)
  T 2a46_A           94 FKQAFPDGMSYERTFTYEDGGVATASWEISLKGNCFEHKSTFHGVNFPADGPVMAKKTTGWDPSFEKMTV----CDGILK  169 (238)
  T ss_dssp             TGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEE
  T ss_pred             HHhhCcCCceEEEEEEEcCCcEEEEEEEEEEECCEEEEEEEEEEECCCCCCccccccccCCCCcEEEEEe----cCCEEE

  Q ss_pred             EEEEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  177 VNFKIRHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       177 g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        |+++|+|+|+||++   +|+|+|++|+     +++||++||++||+.+.++ +++++++.|.|.|+|
  T Consensus       170 g~~~~~l~l~~Gg~y~~~~~T~y~akk-----~v~mP~~HFv~~rie~~~~-~~~~~~v~l~E~a~A  230 (238)
  T 2a46_A          170 GDVTAFLMLQGGGNYRCQFHTSYKTKK-----PVTMPPNHVVEHRIARTDL-DKGGNSVQLTEHAVA  230 (238)
  T ss_dssp             EEEEEEEEETTSCEEEEEEEEEEEESS-----CCCCCCSEEEEEEEEEEEC-STTSCEEEEEEEEEE
  T ss_pred             EEEEEEEEeCCCCEEEEEEEEeeccCC-----CccCCCCEEEEEEEEEEec-cCCCCEEEEEEEEEE

No 25

>3cgl_A GFP-like fluorescent chromoprotein DSFP483; beta barrel, chromophore, luminescence, photoprotein, fluore
  protein; HET: CRQ; 2.09A {Discosoma striata} SCOP: d.22.1.1
  Probab=100.00  E-value=1.2e-82  Score=582.93  Aligned_cols=212  Identities=24%  Similarity=0.500  Sum_probs=0.0

  Q ss_pred             cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhcccceecccCCCCCC
  Q Sun_Nov_08_06:   15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMK   93 (298)
  Q Consensus        15 ~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~   93 (298)
                        +|---.+|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+| |||||||||+++|  |||||+|||++| 
  T Consensus        12 ~~~~~~~~~~~M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkG~pLPFs~dILs~~f--G~r~F~kYP~~i-   88 (241)
  T 3cgl_A           12 MSCSKSVIKEEMLIDLHLEGTFNGHYFEIKGKGKGQPNEGTNTVTLEVTKGGPLPFGWHILCPQF--XNKAFVHHPDNI-   88 (241)
  T ss_dssp             CCGGGGCSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGTTTC---CTTSSBCCTTS-
  T ss_pred             ceeeHhhcCCcceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--cccccccCCCcc-

  Q ss_pred             chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCC
  Q Sun_Nov_08_06:   94 RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQK  172 (298)
  Q Consensus        94 ~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~  172 (298)
                         +|||||||||||+|||+|+|||||+||++++|+||++||+++|+|+|+|||+|||||||+| +|+|++|+|||    ++
  T Consensus        89 -~DyFK~sfPeGysweRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkkt~~wePs~E~~~p----~d  163 (241)
  T 3cgl_A           89 -HDYLKLSFPEGYTWERSMHFEDGGLCCITNDISLTGNCFYYDIKFTGLNFPPNGPVVQKKTTGWEPSTERLYP----RD  163 (241)
  T ss_dssp             -CCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ET
  T ss_pred             -chHHHhhCcCCceEEEEEEEcCCcEEEEEEEEEEeCCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEc----cC

  Q ss_pred             CeEEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCC-cCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  173 NGIKVNFKIRHNIEDGSV---QLADHYQQNTPIGDGP-VLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       173 ~gi~g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~-v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++|+|+++|+|+|+||++   +|+|+|++|+     + ++||++||++||+.++++ +++++++.|.|+|+|
  T Consensus       164 g~L~g~~~~~l~l~~Gg~y~~~~~T~y~akk-----~~v~mP~~HFv~~rie~~~~-~~~~~~v~~~E~a~A  229 (241)
  T 3cgl_A          164 GVLIGDIHHALTVEGGGHYACDIKTVYRAKK-----AALKMPGYHYVDTKLVIWNN-DKEFMKVEEHEIAVA  229 (241)
  T ss_dssp             TEEEEEEEEEEEETTSCEEEEEEEEEEEESS-----CCSSCCCSEEEEEEEEEEEE-CTTSSEEEEEEEEEE
  T ss_pred             CEEEEEEEEEEEeCCCCEEEEEEEeeeccCC-----ccccCCCCEEEEEEEEEEec-cCCCCEEEEEEEEEE

No 26
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>1xmz_A ASCP595, GFP-like chromoprotein FP595; fluorescent protein, chromophore structure, lumines protein; HET:
  CRK; 1.38A {Anemonia sulcata} SCOP: d.22.1.1 PDB:  1xqm _A*
  Probab=100.00  E-value=8.7e-83  Score=583.96  Aligned_cols=208  Identities=25%  Similarity=0.480  Sum_probs=0.0

  Q ss_pred             hhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhcccceecccCCCCCCchhh
  Q Sun_Nov_08_06:   19 EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDF   97 (298)
  Q Consensus        19 ~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~~~Dy   97 (298)
                        |++|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+| |||||||||+++|+  ||||+|||++|  +||
  T Consensus        13 ~~~~~~~m~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkG~pLPFs~dILs~~f~--~r~F~kYP~~i--~Dy   88 (241)
  T 1xmz_A           13 ASFLKKTMPFKTTIEGTVNGHYFKCTGKGEGNPFEGTQEMKIEVIEGGPLPFAFHILSTSCX--SKTFIKYVSGI--PDY   88 (241)
  T ss_dssp             --CCCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGGGGC---CTTCCEECTTC--CCT
  T ss_pred             hhhcCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhcc--ceecccCCCCC--CCH

  Q ss_pred             HHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEE
  Q Sun_Nov_08_06:   98 FKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIK  176 (298)
  Q Consensus        98 FKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~  176 (298)
                        |||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|||    ++++|+
  T Consensus        89 FK~sfPeGys~eRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkkt~~wePs~E~~~p----~dg~L~  164 (241)
  T 1xmz_A           89 FKQSFPEGFTWERTTTYEDGGFLTAHQDTSLDGDCLVYKVKILGNNFPADGPVMQNKAGRWEPGTEIVYE----VDGVLR  164 (241)
  T ss_dssp             TGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCCCEECCEEEEEEE----ETTEEE
  T ss_pred             HHHhCCCCeeEEEEEEECCCcEEEEEEEEEEeCCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEc----cCCEEE

  Q ss_pred             EEEEEEEEeCCCCE---EEEEEEEEcccCcCCC---cCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  177 VNFKIRHNIEDGSV---QLADHYQQNTPIGDGP---VLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       177 g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~---v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        |+++|+|+|+||++   +|+|+|++|+     +   ++||++||++||+.++++ ++++++++|.|.++|
  T Consensus       165 g~~~~~l~l~~Gg~y~~~~~T~y~akk-----~~~~v~mP~~HFv~~rie~~~~-~~~~~~v~l~E~a~A  228 (241)
  T 1xmz_A          165 GQSLMALKCPGGRHLTCHLHTTYRSKK-----PASALKMPGFHFEDHRIEIMEE-VEKGKCYKQYEAAVG  228 (241)
  T ss_dssp             EEEEEEEECTTSCEEEEEEEEEEEESS-----CGGGSCCCCSEEEEEEEEEEEE-C--CCEEEEEEEEEE
  T ss_pred             EEEEEEEEeCCCCEEEEEEEeeeccCC-----ccccccCCCCEEEEEEEEEEee-cCCCCEEEEEEEEEE

No 27

>3e5t_A FP611;, RED fluorescent protein EQFP611; chromophore, luminescence, photoprotein; HET: NRQ; 1.10A
  {Entacmaea quadricolor} SCOP: d.22.1.1 PDB:  3e5v _A*  1uis _A*  3e5w _A*  3u0l _A*  3u0m _A*  3u0n _A*  3pjb _A*  3pib _A*
 3m22 _A*  3pj7 _A*  4eds _A*  3t6h _A*  3bxa _A*  3bx9 _A*  3bxb _A*  3bxc _A*  4kge _A*  4kgf _A*  4kpi _A* ...

  Probab=100.00  E-value=1e-82  Score=583.72  Aligned_cols=212  Identities=25%  Similarity=0.517  Sum_probs=0.0

  Q ss_pred             CCcccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhcccceecccCC
  Q Sun_Nov_08_06:   11 GIPMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYP   89 (298)
  Q Consensus        11 ~~~~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP   89 (298)
                        ||-|.+    +|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+| |||||||||+++|  |||||+|||
  T Consensus        11 ~~~~~~----~~~~~M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkG~pLPFs~dILs~~f--G~r~F~kYP   84 (242)
  T 3e5t_A           11 GIHMNS----LIKENMRMMVVMEGSVNGYQFKCTGEGDGNPYMGTQTMRIKVVEGGPLPFAFDILATSF--XSKTFIKHT   84 (242)
  T ss_dssp             ---CCT----TSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGGGGC---CTTCCEEC
  T ss_pred             hhhhHh----hccCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--cccccccCC

  Q ss_pred             CCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecc
  Q Sun_Nov_08_06:   90 DHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMA  168 (298)
  Q Consensus        90 ~~I~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~  168 (298)
                        ++|  +|||||||||||||||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|||  
  T Consensus        85 ~~i--~DyFK~sfPeGys~eRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkkt~~wePs~E~~~p--  160 (242)
  T 3e5t_A           85 KGI--PDFFKQSFPEGFTWERVTRYEDGGVFTVMQDTSLEDGCLVYHAKVTGTNFPSNGAVMQKKTKGWEPNTEMLYP--  160 (242)
  T ss_dssp             TTC--CCTTGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE--
  T ss_pred             ccc--chHHHhhCcCCceEEEEEEECCCcEEEEEEEEEEeCCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEc--

  Q ss_pred             cCCCCeEEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCC---cCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  169 DKQKNGIKVNFKIRHNIEDGSV---QLADHYQQNTPIGDGP---VLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       169 d~~~~gi~g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~---v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                          ++++|+|+++|+|+|+||++   +|+|+|++|+     +   ++||++||++||+.++++ +++++++.|.|.++|
  T Consensus       161 --~dg~L~g~~~~~l~l~~Gg~y~~~~~T~y~akk-----~~~~v~mP~~HFv~~rie~~~~-~~~~~~v~~~E~a~A  230 (242)
  T 3e5t_A          161 --ADGGLRGYSQMALNVDGGGYLSCSFETTYRSKK-----TVENFKMPGFHFVDHRLERLEE-SDKEMFVVQHEHAVA  230 (242)
  T ss_dssp             --ETTEEEEEEEEEEEETTSCEEEEEEEEEEEESS-----CGGGSCCCCSEEEEEEEEEEEE-ETTTTEEEEEEEEEE
  T ss_pred             --cCCEEEEEEEEEEEeCCCCEEEEEEEeeeccCC-----ccccccCCCCEEEEEEEEEEee-cCCCCEEEEEEEEEE

No 28

>3u8p_A Cytochrome B562 integral fusion with enhanced GRE fluorescent protein; directed evolution, domain
  insertion, energy transfer, fluor quenching; HET: CRO HEM; 2.75A {Aequorea victoria}
  Probab=100.00  E-value=2.2e-82  Score=606.89  Aligned_cols=237  Identities=98%  Similarity=1.486  Sum_probs=0.0

  Q ss_pred             ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCc----------------------------------------
  Q Sun_Nov_08_06:   14 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATY----------------------------------------   53 (298)
  Q Consensus        14 ~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~e----------------------------------------   53 (298)
                        |+|+|+++|++++|+.++|+|.||||+|.|.+-..|-..-                                        
  T Consensus         1 ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~v~~l~~s~~~~A~a~dL~~~Mk~mk~~~k~a~~A~d~~em~~al~~l~~~v   80 (347)
  T 3u8p_A            1 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATFGGSADLEDNMETLNDNLKVIEKADNAAQVKDALTKMRAAA   80 (347)
  T ss_dssp             ---CCGGGGSSCEEEEEEEEEEETTEEEEEEEEEEECCCCCCCHHHHHHHHHHHHHHHHHHHCCSHHHHHHHHHHHHHHH
  T ss_pred             CCcchHHHhcCCCcEEEEeeccccCeEEEEEeeecccchhhhhhhHHHHHHHHHHHHHHHhccCCHHHHHHHHHHHHHHH

  Q ss_pred             ----------------------------------------------------------------------CeEEEEEEEe
  Q Sun_Nov_08_06:   54 ----------------------------------------------------------------------GKLTLKFICT   63 (298)
  Q Consensus        54 ----------------------------------------------------------------------G~q~~k~~vt   63 (298)
                                                                                              |+|+++++||
  T Consensus        81 e~sk~~~P~~~~~~~~~~~~~~~Y~eGl~kL~~el~~a~~~l~agdL~~Ak~~L~~id~lRkeyH~k~~~G~~~~k~~~t  160 (347)
  T 3u8p_A           81 LDAQKATPPKLEDKSPDSPEMKDFRHGFDILVGQIDDALKLANEGKVKEAQAAAEQLKTTRNAYHQKYRGGKLTLKFICT  160 (347)
  T ss_dssp             HHHTTSCCGGGTTSCTTSHHHHHHHHHHHHHHHHHHHHHHHHHTTCHHHHHHHHHTHHHHHHHHHHHHSSSCEEEEEEET
  T ss_pred             HHHhhcCccccccccccchhHHHHHHHHHHHHHHHHHHHHHHHcCCHHHHHHHHHHHHHHHHHhccccCCCeEEEEEEEe

  Q ss_pred             CCCCCCCHHHhhhhhcccceecccCCCCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeC
  Q Sun_Nov_08_06:   64 TGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGID  143 (298)
  Q Consensus        64 ~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~n  143 (298)
                        +||||||||||+|+|  |||||++||++|+|||||||||||||+|||+|+|||||+||++++|+||++||+++|+|+|+|

HHpred - Homology detection & structure prediction by HMM-... http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

13 of 27 11/7/2015 9:10 PM



  T Consensus       161 ~gpLPfs~diL~~~f--G~~~F~kYP~~i~~~D~FK~sfpeGys~eRt~~FEDgGv~t~~~~itleg~~~~~~v~~~G~n  238 (347)
  T 3u8p_A          161 TGKLPVPWPTLVTTL--XVQCFSRYPDHMKQHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGID  238 (347)
  T ss_dssp             TSSCSSCGGGGTTTC---CGGGSBCCGGGGGGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEES
  T ss_pred             CCCCCCCHHHhhhhh--ccccccCCCCCCCccChHHhhCCCceEEEEEEEecCCcEEEEeeeEeeeCCEEEEEEEEEeeC

  Q ss_pred             CCCCCcccccccccCCCceeEEecccCCCCeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEe
  Q Sun_Nov_08_06:  144 FKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSK  223 (298)
  Q Consensus       144 FP~dGPVMqkkt~~~~~~e~~~~~~d~~~~gi~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sK  223 (298)
                        ||+|||||||+|.|||++|++++++|++++|++|+++|+|+++||+|+|+|+|++++||++++++||++||++|++++||
  T Consensus       239 Fp~dGPVM~kk~~~~~~~e~~~~~~~~~~~gi~g~~~~~l~l~~Gg~~~~t~y~~~kPi~~~~v~~P~~Hf~~~~l~~sK  318 (347)
  T 3u8p_A          239 FKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSK  318 (347)
  T ss_dssp             CCTTSTTTTTCBCSCCCCEEEEEEEEGGGTEEEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEEC
  T ss_pred             CCCCCccccccccCCCCceEEEecccCCCCeEEEEEEEEEEeCCCCEEEEEEEEecccccCCCcCCCCCEEEEEEEeEEe

  Q ss_pred             cCccCCceEEEEEEEEeeccccccchhhh
  Q Sun_Nov_08_06:  224 DPNEKRDHMVLLEFVTAAGITHGMDELYK  252 (298)
  Q Consensus       224 D~~E~rDhi~~vE~~~A~~~~~~~~~~~~  252 (298)
                        |++|+|||++|+||++|+|||++|||||+
  T Consensus       319 D~~e~rDhi~~~E~~~A~~~~~~~~~~~~  347 (347)
  T 3u8p_A          319 DPNEKRDHMVLLEFVTAAGITLGMDELYK  347 (347)
  T ss_dssp             CTTCCSSEEEEEEEEEEESCCC-------
  T ss_pred             ccccCCceEEEEEEEEecccccccccccC

No 29

>1yzw_A Hcred, GFP-like non-fluorescent chromoprotein; luminescent protein; HET: CRU; 2.10A {Heteractis crispa}
  SCOP: d.22.1.1
  Probab=100.00  E-value=2.1e-82  Score=576.88  Aligned_cols=207  Identities=23%  Similarity=0.458  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhcccceecccCCCCCCchhhHH
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK   99 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK   99 (298)
                        +|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+| |||||||||+++|+  ||||+|||++|  +||||
  T Consensus         4 ~~~~~m~~k~~meG~VNGh~F~i~GeG~G~p~eG~~~~kl~vt~G~pLPFs~dILs~~f~--~r~F~kYP~~i--~dyFK   79 (225)
  T 1yzw_A            4 LLKESMRIKMYMEGTVNGHYFKCEGEGDGNPFAGTQSMRIHVTEGAPLPFAFDILAPCCX--SRTFVHHTAEI--PDFFK   79 (225)
  T ss_dssp             CSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGGGGC---CTTSCEECTTC--CCHHH
  T ss_pred             cccCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhcc--ceecccCCCCC--CCHHH

  Q ss_pred             hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
  Q Sun_Nov_08_06:  100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN  178 (298)
  Q Consensus       100 qsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~  178 (298)
                        |||||||||||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| +|+|++|+|+|    ++++|+|+
  T Consensus        80 ~s~peGys~eRt~~fEDgGv~t~~~~isleg~~~~~~v~~~G~nFp~dGPVMqkkt~~wePs~e~~~p----~dg~L~g~  155 (225)
  T 1yzw_A           80 QSFPEGFTWERTTTYEDGGILTAHQDTSLEGNCLIYKVKVHGTNFPADGPVMKNKSGGWEPSTEVVYP----ENGVLCGR  155 (225)
  T ss_dssp             HTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCCCCBCCEEEEEEE----ETTEEEEE
  T ss_pred             HhCCCCeeEEEEEEECCCcEEEEEEEEEEeCCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEc----cCCEEEEE

  Q ss_pred             EEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  179 FKIRHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       179 ~~~~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++|+|+| ||+|   +|+|+|++|+|+++  ++||++||++||+.++++  ++++++.|.|.|+|
  T Consensus       156 ~~~~l~l-~Gg~y~~~~~T~y~akk~~~~--v~~P~~HFv~~rie~~~~--~~~~~v~~~E~a~A  215 (225)
  T 1yzw_A          156 NVMALKV-GDRHLICHHYTSYRSKKAVRA--LTMPGFHFTDIRLQMLRK--KKDEYFELYEASVA  215 (225)
  T ss_dssp             EEEEEEE-TTEEEEEEEEEEEEESSCGGG--CCCCCSEEEEEEEEEEEE--ETTTEEEEEEEEEE
  T ss_pred             EEEEEEe-CCceEEEEEEeeeccCCcccc--ccCCCCEEEEEEEEEEEc--CCCCEEEEEEEEEE

No 30

>2ib5_A Chromo protein, cjblue; beta barrel, alpha helix, chromophore, luminescent protein; HET: CRQ; 1.80A
  {Cnidopus japonicus} SCOP: d.22.1.1 PDB:  2ib6 _A*
  Probab=100.00  E-value=1.9e-82  Score=579.64  Aligned_cols=206  Identities=24%  Similarity=0.415  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhcccceecccCCCCCCchhhHH
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK   99 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK   99 (298)
                        +|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+| |||||||||+++|+  ||||+|||++|  +||||
  T Consensus         7 ~~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~q~~kl~vt~G~pLPFs~dILs~~f~--~r~F~kYP~~i--~dyFK   82 (233)
  T 2ib5_A            7 KISDNVRIKLYMEGTVNNHHFMCEAEGEGKPYEGTQMENIKVTKGGPLPFSFDILTPNCX--SVAITKYTSGI--PDYFK   82 (233)
  T ss_dssp             -CCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGTGGGC---CTTSCEECTTC--CCTTG
  T ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhcc--cccccCCCCCC--CchHH

  Q ss_pred             hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
  Q Sun_Nov_08_06:  100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN  178 (298)
  Q Consensus       100 qsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~  178 (298)
                        |||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|||    ++++|+|+
  T Consensus        83 ~sfPeGys~eRt~~fEDGGv~t~~~~isleg~~~~~~v~~~G~nFp~dGPVMqkkt~~wePs~e~~~p----~dg~L~g~  158 (233)
  T 2ib5_A           83 QSFPEGFTWERTTIYEDGAYLTTQQETKLDGNCLVYNIKILGCNFPPNGPVMQKKTQGWEPCCEMRYT----RDGVLCGQ  158 (233)
  T ss_dssp             GGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEEEE
  T ss_pred             HhCCCCeeEEEEEEEcCCcEEEEEEEEEEeCCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEe----cCCEEEEE

  Q ss_pred             EEEEEEeCCCCE---EEEEEEEEcccCcCCC---cCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  179 FKIRHNIEDGSV---QLADHYQQNTPIGDGP---VLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       179 ~~~~l~l~dGg~---~~~T~yk~kkPi~~~~---v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++|+|+|+||+|   +|+|+|++|     ++   ++||++||++||+.+.++ +++++++.|.|.|+|
  T Consensus       159 ~~~~l~l~~Gg~y~~~~~T~y~ak-----~~~~~v~mP~~HFv~~rie~~~~-~~~~~~v~l~E~a~A  220 (233)
  T 2ib5_A          159 TLMALKCADGNHLTCHLRTTYRSK-----KAAKALQMPPFHFSDHRPEIVKV-SENGTLFEQHESSVA  220 (233)
  T ss_dssp             EEEEEEETTSCEEEEEEEEEEEES-----SCGGGSCCCCSEEEEEEEEEEEE-ETTTTEEEEEEEEEE
  T ss_pred             EEEEEEeCCCCEEEEEEEEeeccC-----CCcccccCCCCEEEEEEEEEEee-cCCCCEEEEEEEEEE

No 31

>4tza_C Fluorescent protein; thermostable, engineered; HET: CRQ; 1.90A {Synthetic construct}
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  Probab=100.00  E-value=3.1e-82  Score=582.16  Aligned_cols=208  Identities=26%  Similarity=0.559  Sum_probs=0.0

  Q ss_pred             hhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhh
  Q Sun_Nov_08_06:   19 EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDF   97 (298)
  Q Consensus        19 ~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~Dy   97 (298)
                        ..+|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+ ||||||||||+++|  |||||+|||++|  +||
  T Consensus         5 ~~~~~~~M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkGgPLPFS~dILs~~f--G~r~F~kYP~~i--~Dy   80 (249)
  T 4tza_C            5 ASVIKPEMKIKLRMEGAVNGHKFVIEGEGIGKPYEGTQTLDLTVEEGAPLPFSYDILTPAF--XNRAFTKYPEDI--PDY   80 (249)
  T ss_dssp             -CCSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCCSCGGGGGGGC---CTTSSBCCTTS--CCH
  T ss_pred             hhhcCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--cccccccCCCcc--chH

  Q ss_pred             HHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEE
  Q Sun_Nov_08_06:   98 FKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIK  176 (298)
  Q Consensus        98 FKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~  176 (298)
                        |||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|||    ++++|+
  T Consensus        81 FKqsfPeGYsweRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkkt~~wePs~E~~~p----~dg~L~  156 (249)
  T 4tza_C           81 FKQAFPEGYSWERSMTYEDQGICIATSDITMEGDCFFYEIRFDGTNFPPNGPVMQKKTLKWEPSTEKMYV----EDGVLK  156 (249)
  T ss_dssp             HHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEE
  T ss_pred             HHhhCcCCceEEEEEEEcCCcEEEEEEEEEEECCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEe----cCCEEE

  Q ss_pred             EEEEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  177 VNFKIRHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       177 g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        |+++|+|+|+||++   +|+|+|++|+     +++||++||++||+..+++ +++++++.|.|.+.|
  T Consensus       157 g~~~~~l~l~dGg~y~~~~~T~y~akk-----~v~mP~~HFv~~rie~~~~-~~~~~~v~l~E~a~A  217 (249)
  T 4tza_C          157 GDVEMALLLEGGGHYRCDFKTTYKAKK-----DVRLPDAHEVDHRIEILSH-DKDYNKVRLYEHAEA  217 (249)
  T ss_dssp             EEEEEEEEETTSSEEEEEEEEEEEESS-----CCCCCCSEEEEEEEEEEEE-CTTSSEEEEEEEEEE
  T ss_pred             EEEEEEEEeCCCCEEEEEEEEeEccCC-----CccCCCCEEEEEEEEEEee-cCCCCEEEEEEEEEE

No 32

>2iov_A Fluorescent protein dronpa; reversibly switchable fluorescent protein, green-fluorescent like protein,
  luminescent protein; HET: GYC; 1.80A {Echinophyllia SP} SCOP: d.22.1.0 PDB:  2pox _A*  2z6z _A*  4emq _A*  4izn _A*
 4hq8 _A*  4hq9 _A*  4hqc _A*  2z6x _A*

  Probab=100.00  E-value=8.3e-82  Score=580.63  Aligned_cols=206  Identities=25%  Similarity=0.578  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhhHH
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK   99 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK   99 (298)
                        +|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+ ||||||||||+++|  |||||+|||++|  +||||
  T Consensus        36 ~ik~~M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkGgPLPFS~dILs~~f--G~r~F~kYP~~i--~DyFK  111 (255)
  T 2iov_A           36 VIKPDMKIKLRMEGAVNGHPFAIEGVGLGKPFEGKQSMDLKVKEGGPLPFAYDILTTVF--XNRVFAKYPENI--VDYFK  111 (255)
  T ss_dssp             SCCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCTHHHHTTC---CTTSSBCCTTS--CCHHH
  T ss_pred             cCCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--cccccccCCCcc--chHHH

  Q ss_pred             hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
  Q Sun_Nov_08_06:  100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN  178 (298)
  Q Consensus       100 qsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~  178 (298)
                        |||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|||    ++++|+|+
  T Consensus       112 ~sfPeGYsweRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkkt~~wePS~E~~~p----~dg~L~g~  187 (255)
  T 2iov_A          112 QSFPEGYSWERSMNYEDGGICNATNDITLDGDCYIYEIRFDGVNFPANGPVMQKRTVKWEPSTEKLYV----RDGVLKGD  187 (255)
  T ss_dssp             HHTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEEEE
  T ss_pred             hhCcCCceEEEEEEECCCcEEEEEEEEEEECCEEEEEEEEEEeCCCCCCccccccccCCCCcEEEEEe----cCCEEEEE

  Q ss_pred             EEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  179 FKIRHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       179 ~~~~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++|+|+|+||+|   +|+|+|++|+     +++||++||++||+..+++ +++++++.|.|.|.|
  T Consensus       188 ~~~~l~l~dGg~y~~~~~T~ykakk-----~v~lP~~HFv~hrie~~~~-~~~~~~v~l~E~a~A  246 (255)
  T 2iov_A          188 VNMALSLEGGGHYRCDFKTTYKAKK-----VVQLPDYHFVDHHIEIKSH-DKDYSNVNLHEHAEA  246 (255)
  T ss_dssp             EEEEEEETTSCEEEEEEEEEEEESS-----CCCCCCSEEEEEEEEEEEE-CTTSSEEEEEEEEEE
  T ss_pred             EEEEEEeCCCCEEEEEEEeeeccCC-----CccCCCCEEEEEEEEEeee-cCCCCEEEEEEEEEE

No 33

>4pfe_A VSFGFP-0, green fluorescent protein; beta barrel, fusion protein, homodimer, immune system, fluor
  protein; HET: CRO; 2.60A {Aequorea victoria}
  Probab=100.00  E-value=1.5e-81  Score=598.30  Aligned_cols=223  Identities=95%  Similarity=1.443  Sum_probs=0.0

  Q ss_pred             ccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCch
  Q Sun_Nov_08_06:   16 SKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRH   95 (298)
  Q Consensus        16 ~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~   95 (298)
                        |.|||+|+++|++|++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|+  ||||+|||++|++|
  T Consensus         1 ~~~~~~~~~~m~~~~~~~g~vng~~f~~~g~g~g~~~~g~~~~~~~~~~g~lpf~~~il~~~~~--~~~f~~yp~~~~~~   78 (343)
  T 4pfe_A            1 SKGEELFTGVVPILVELDGDVNGHKFSVRGEGEGDATNGKLTLKFICTTGKLPVPWPTLVTTLX--VQCFSRYPDHMKRH   78 (343)
  T ss_dssp             CTTTGGGSSEEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGGGG
  T ss_pred             CChhHhcccCceEEEEEEEEECCEEEEEEEeEeeCCCCCEEEEEEEEecCCCCCcHHHhhhhhc--ccccccCCCCCCcC

  Q ss_pred             hhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCeE
  Q Sun_Nov_08_06:   96 DFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGI  175 (298)
  Q Consensus        96 DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~gi  175 (298)
                        |||||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||++.|+|++|+||+.+|+.+++|
  T Consensus        79 d~f~~~~p~g~~~~r~~~~ed~g~~~~~~~~~~~~~~~~~~~~~~g~~f~~~gpvm~~~~~~~~~~e~~~~~~~~~~~~l  158 (343)
  T 4pfe_A           79 DFFKSAMPEGYVQERTISFKDDGTYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNFNSHNVYITADKQKNGI  158 (343)
  T ss_dssp             CCTGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEEEETTTTEE
  T ss_pred             ChhHHhCCCCeeEEEEEEEcCCeEEEEEEEEEEeCCEEEEEEEEEEecCCCCCCccceeeeecCCcceEEeccCCCCCEE

  Q ss_pred             EEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  176 KVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       176 ~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        +|+++|+|+|+||+++++|+|++|+||++++++||.+||++||+.+++|..+.+..+.+.-+.-+
  T Consensus       159 ~~~~~~~~~~~~g~~~~~~~~~~~~~~~~~~~~~P~~H~i~~ri~~s~dl~e~m~~llLLllll~  223 (343)
  T 4pfe_A          159 KANFKIRHNVEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRDHMVLLEFVTA  223 (343)
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  T ss_dssp             EEEEEEEEEBTTSCEEEEEEEEEEEESSCSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEE
  T ss_pred             EEEEEEEEEeCCCCEEEEEEEEecCccccCcccCCCceEEEEEEeecCCcchhhhhhhhHHHHhc

No 34

>4hvf_A Green fluorescent protein BLFP-Y6; LANGFP, beta-barrel, Gly-Tyr-Gly chromophore, biomarker,
  cephalochordate; HET: CR2; 1.70A {Branchiostoma lanceolatum} SCOP: d.22.1.0 PDB:  4jge _A*  4jeo _A*  4jf9 _A*
  Probab=100.00  E-value=2.1e-81  Score=570.52  Aligned_cols=205  Identities=20%  Similarity=0.336  Sum_probs=0.0

  Q ss_pred             CceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCchhhHHhhCCC
  Q Sun_Nov_08_06:   25 VVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAMPE  104 (298)
  Q Consensus        25 ~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKqsfPe  104 (298)
                        .++++++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|  |||||+|||++|  +|||||||||
  T Consensus        12 ~~~~k~~meG~VNGh~F~i~G~G~G~p~eG~~~~kl~vt~GpLPFS~diLs~~f--G~r~F~kYP~~i--~DyFK~sfPe   87 (226)
  T 4hvf_A           12 PATHELHIFGSINSLEFDLVGRGTGNPKEGYEELHLKSTKSALQFSPWILVPQI--XFYQYLPFPDGA--MSPFQAAMND   87 (226)
  T ss_dssp             CCEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEESSSSCSSCGGGGTTTC---CGGGCBCSTTC--BCHHHHHHHT
  T ss_pred             ceeEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEeCCCCCCCHHHhhhhh--cccccccCCCCC--cChhHHhCcC

  Q ss_pred             --ceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEEEEE
  Q Sun_Nov_08_06:  105 --GYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVNFKI  181 (298)
  Q Consensus       105 --GYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~~~~  181 (298)
                          ||+|||+|+|||||+||++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|+|.   ++++|+|+++|
  T Consensus        88 G~Gys~eRt~~FEDgGv~t~~~~itleg~~~~~~v~~~G~nFp~dGPVMqkkt~~wePs~e~~~p~---~dg~L~g~~~~  164 (226)
  T 4hvf_A           88 GSGYQVHRTMQFEDGATLTGIYRYTYEGTHIKGEFQVIGTGFPADGPVMTNSLTAADWCVTKIVYP---NENTIIDKFDW  164 (226)
  T ss_dssp             SCCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEEE---ETTEEEEEEEE
  T ss_pred             CCCceEEEEEEecCCcEEEEEeEEEEeCCEEEEEEEEEEECCCCCCcccccceecCCCcEEEEEec---CCCEEEEEEEE

  Q ss_pred             EEEeCCCCE---EEEEEEEEcccCcCC-CcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeec
  Q Sun_Nov_08_06:  182 RHNIEDGSV---QLADHYQQNTPIGDG-PVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAG  242 (298)
  Q Consensus       182 ~l~l~dGg~---~~~T~yk~kkPi~~~-~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~  242 (298)
                        +|+|+||+|   +|+|+|++|+||+++ +++||  ||++||+..+    ++||||+|+|+++|+.
  T Consensus       165 ~l~l~dGg~y~~~~~t~y~~kkpv~~~~~~~~P--hfv~~rie~~----~~kdhi~~~E~~kAf~  223 (226)
  T 4hvf_A          165 TYTTTSGKRYQSNVRSNFTFAKPIAANILQKQP--MFVFRKTELK----HSKTELNFKEWQTAFS  223 (226)
  T ss_dssp             EEEETTSCCEEEEEEEEEEESSCCCHHHHTSCS--EEEEEEEEEE----ECSSEEEEEEEEEEES
  T ss_pred             EEEecCCCEEEEEEEEEEEEcCccCcCCCCCCC--EEEEEEEEEe----cCCCeEEEEEeehhhh

No 35

>2g6y_A Green fluorescent protein 2; natural chromophore, rapid matura beta-CAN, luminescent protein; HET: CR2;
  1.60A {Pontellina plumata} SCOP: d.22.1.0 PDB:  2g6x _A*  2g3o _A*
  Probab=100.00  E-value=4.4e-81  Score=565.85  Aligned_cols=207  Identities=21%  Similarity=0.339  Sum_probs=0.0

  Q ss_pred             CCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCchhhHHhhCC
  Q Sun_Nov_08_06:   24 GVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAMP  103 (298)
  Q Consensus        24 ~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKqsfP  103 (298)
                        ++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|+  ||||+|||++|  +||||||||
  T Consensus         2 ~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~q~~kl~vtkGpLPFs~diL~~~f~--~r~F~kYP~~i--~d~Fkqs~p   77 (217)
  T 2g6y_A            2 PAMEIECRITGTLNGVEFELVGGGEGTPEQGRMTNKMKSTKGALTFSPYLLSHVMX--FYHFGTYPSGY--ENPFLHAIN   77 (217)
  T ss_dssp             -CEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEESSSSCSSCGGGGTTTC---CGGGCBCCTTC--CCHHHHGGG
  T ss_pred             CcceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEeCCCCCCCHHHhhhhcc--ccccccCCCCC--CChHHHhCC

  Q ss_pred             -CceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEEEEE
  Q Sun_Nov_08_06:  104 -EGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVNFKI  181 (298)
  Q Consensus       104 -eGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~~~~  181 (298)
                         |||||||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| +|+||+|+|++.   ++++|+|+++|
  T Consensus        78 ~eGys~eRt~~fEDGGv~t~~~~isleg~~~~~~~~~~G~nFp~dGPVMqkkt~~wePs~e~~~~~---~dg~L~g~~~~  154 (217)
  T 2g6y_A           78 NGGYTNTRIEKYEDGGVLHVSFSYRYEAGRVIGDFKVMGTGFPEDSVIFTDKIIRSNATVEHLHPM---GDNDLDGSFTR  154 (217)
  T ss_dssp             TTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTCGGGSSCEEEECCEEEEEEES---STTEEEEEEEE
  T ss_pred             CCCeEEEEEEEEcCCcEEEEEEEEEEECCEEEEEEEEEEECCCCCCCccccccccCCCceEEEEec---CCCEEEEEEEE

  Q ss_pred             EEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEee
  Q Sun_Nov_08_06:  182 RHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAA  241 (298)
  Q Consensus       182 ~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~  241 (298)
                        +|+|+||+|   +|+|+|++|+||+.+.+.+|++||++||+...++    +++..++|+++|+
  T Consensus       155 ~l~l~~Gg~y~~~~~t~y~~kkpi~~~~~~~P~~HFv~~rie~~~~----~~~~~~~~~e~Af  213 (217)
  T 2g6y_A          155 TFSLRDGGYYSSVVDSHMHFKSAIHPSILQNGGPMFAFRRVEEDHS----NTELGIVEYQHAF  213 (217)
  T ss_dssp             EEEETTSCEEEEEEEEEEEESSCCCHHHHTSSSCEEEEEEEEECCC----SSEEEEEEEEEEE
  T ss_pred             EEEECCCCeEEEEEEEEEEecCCccccccCCCCCEEEEEEEEEEec----CCCceEEEEEEEe

No 36

>2zmu_A Fluorescent protein; GFP-like protein, luminescent protein, structural genomics, structural
  genomics/proteomics initiative, RSGI, NPPSFA; HET: CFY; 1.65A {Fungia concinna} SCOP: d.22.1.0 PDB:  2zmw _A*  3mgf _A*
  Probab=100.00  E-value=1.3e-80  Score=564.34  Aligned_cols=207  Identities=25%  Similarity=0.523  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeE--EEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhh
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKL--TLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDF   97 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q--~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~Dy   97 (298)
                        +|+++|+++++|||+||||+|+|+|+|+|||++|+|  +++++||+ ||||||||||+++|   ||||+|||++|  +||
  T Consensus         4 ~~~~~m~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~~~kl~vtkGgpLPFs~dILs~~f---~r~F~kYP~~i--~dy   78 (223)
  T 2zmu_A            4 VIKPEMKMRYYMDGSVNGHEFTIEGEGTGRPYEGHQEMTLRVTMAKGGPMPFAFDLVSHVX---HRPFTKYPEEI--PDY   78 (223)
  T ss_dssp             TCCSSEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEEEETTCSSCSSCTHHHHTC----CTTSSBCCTTS--CCH
  T ss_pred             ccCCCceEEEEEEEEECCEEEEEEEEEeeCCCCCeEeEEEEEEEccCCcCCCChHHhcccc---ceecccCCCCC--CCH

  Q ss_pred             HHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEE
  Q Sun_Nov_08_06:   98 FKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIK  176 (298)
  Q Consensus        98 FKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~  176 (298)
                        |||||||||||||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| +|+|++|+|||    ++++|+
  T Consensus        79 FK~sfPeGys~eRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMqkkt~~wePs~e~~~p----~dg~L~  154 (223)
  T 2zmu_A           79 FKQAFPEGLSWERSLEFEDGGSASVSAHISLRGNTFYHKSKFTGVNFPADGPIMQNQSVDWEPSTEKITA----SDGVLK  154 (223)
  T ss_dssp             HHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEE
  T ss_pred             HHHhCCCCeeEEEEEEECCCcEEEEEEEEEEECCEEEEEEEEEEECCCCCCccccccccCCCCcEEEEEe----cCCEEE
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  Q ss_pred             EEEEEEEEeCCCCE---EEEEEEE-EcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeecccc
  Q Sun_Nov_08_06:  177 VNFKIRHNIEDGSV---QLADHYQ-QNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITH  245 (298)
  Q Consensus       177 g~~~~~l~l~dGg~---~~~T~yk-~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~  245 (298)
                        |+++|+|+|+||++   +|+|+|+ +|+     +++||++||++||+.+.+    .++++.|.|.|.|....|
  T Consensus       155 g~~~~~l~l~~Gg~y~~~~~T~y~~ak~-----~v~~P~~HFv~~rie~~~----~~~~v~~~E~a~A~~~~~  218 (223)
  T 2zmu_A          155 GDVTMYLKLEGGGNHKCQFKTTYKAAKK-----ILKMPGSHYISHRLVRKT----EGNITELVEDAVAHSLEH  218 (223)
  T ss_dssp             EEEEEEEEETTSCEEEEEEEEEEEESSC-----CSSCCCSEEEEEEEEEEE----ETTEEEEEEEEEEEC---
  T ss_pred             EEEEEEEEeCCCCEEEEEEEEcccccCC-----cccCCCCEEEEEEEEEec----CCCEEEEEEeeeEeeccc

No 37

>2zo6_A CYAN-emitting GFP-like protein, kusabira-CYAN (KC; luminescent protein, structural genomics, structural
  genomics/proteomics initiative, RSGI; HET: GYS; 1.40A {Fungia concinna} SCOP: d.22.1.0 PDB:  2zo7 _A*
  Probab=100.00  E-value=1.7e-80  Score=571.09  Aligned_cols=202  Identities=25%  Similarity=0.487  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhhHH
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK   99 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK   99 (298)
                        +|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+ ||||||||||+++|  |||||+|||++|  +||||
  T Consensus        34 ~~~~~M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkGgPLPFS~dILs~~f--G~r~F~kYP~~I--~DyFK  109 (252)
  T 2zo6_A           34 VIKPEMKMKYFMDGSVNGHEFTVEGEGTGKPYEGKHKITLDVTKGGPLPFAFDLLSTVF--XNRCLTKYPDDI--PDYFK  109 (252)
  T ss_dssp             TSCSSEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEEEESCSCSSCTHHHHTTC---CTTSSBCCTTS--CCTTG
  T ss_pred             cccCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--cccccccCCCcc--chHHH

  Q ss_pred             hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
  Q Sun_Nov_08_06:  100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN  178 (298)
  Q Consensus       100 qsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~  178 (298)
                        |||||||||||+|+|||||+|+++++|+||++||+++|+|+| |||+|||||||+| +|+|++|+|||    ++++|+|+
  T Consensus       110 qsfPeGYsweRt~~FEDGGv~t~~~~isleg~~~~~~v~~~G-nFP~dGPVMqkkt~~wePs~E~~~p----~dg~L~g~  184 (252)
  T 2zo6_A          110 QCFPGGYSWERKFEFEDGGLAIAKAEISLKGNCFEHKSTIEG-TFPDSSPIAQNKTLGWEPSTEKMTV----RDGSMKGD  184 (252)
  T ss_dssp             GGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEE-ECCTTCTTTTTCEEEECCEEEEEEE----ETTEEEEE
  T ss_pred             hhCcCCceEEEEEEECCCcEEEEEEEEEEECCEEEEEEEEEe-eCCCCCcccccccccCCCcEEEEEe----cCCEEEEE

  Q ss_pred             EEEEEEeCCCCE---EEEEEEEEcccCcCC-CcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  179 FKIRHNIEDGSV---QLADHYQQNTPIGDG-PVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       179 ~~~~l~l~dGg~---~~~T~yk~kkPi~~~-~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++|+|+|+||++   +|+|+|++|     + +++||++||++||+.+.+    +++++.|.|.|+|
  T Consensus       185 ~~~~l~l~dGg~y~~~~~T~y~ak-----k~~v~mP~~HFv~hrie~~~----~~~~v~l~E~a~A  241 (252)
  T 2zo6_A          185 DAAYLKLVGGGNHKCYFTTTYTAK-----KKIPNLPQSHFIGHRISSVV----NGTKIGVMEDAIA  241 (252)
  T ss_dssp             EEEEEEETTSCEEEEEEEEEEEES-----SCCSSCCCSEEEEEEEEEEE----ETTEEEEEEEEEE
  T ss_pred             EEEEEEeCCCCEEEEEEEeeeccC-----CcccCCCCCEEEEEEEEEec----CCCEEEEEEEEEE

No 38

>4dkm_A Amphioxus green fluorescent protein, GFPC1A; beta-CAN, chromophore; HET: CR2; 1.95A {Branchiostoma
  floridae} SCOP: d.22.1.0
  Probab=100.00  E-value=2.1e-80  Score=560.26  Aligned_cols=203  Identities=20%  Similarity=0.356  Sum_probs=0.0

  Q ss_pred             CCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCchhhHHhhCC
  Q Sun_Nov_08_06:   24 GVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAMP  103 (298)
  Q Consensus        24 ~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKqsfP  103 (298)
                        .+|+ +++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|  |||||+|||++ .  ||||||||
  T Consensus         2 p~m~-~~~meG~VNGh~F~i~G~G~G~p~eG~~~~kl~vt~gpLPFs~diLs~~f--G~r~F~kYP~~-~--d~FK~s~p   75 (214)
  T 4dkm_A            2 PTTH-EVHVYGSINGVEFDLVGSGKGNPKDGSEEIQVKSTKGPLGFSPYIVVPNI--XFHQYLPFPDG-M--SPFQAAAD   75 (214)
  T ss_dssp             CCEE-EEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEESSSSCSSCGGGTSTTC---CGGGCEETTE-E--CHHHHHHH
  T ss_pred             CCce-EEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEeCCCCCCCHHHhhhhc--cccccccCCCC-C--ChHHhhCC

  Q ss_pred             C--ceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEEEE
  Q Sun_Nov_08_06:  104 E--GYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVNFK  180 (298)
  Q Consensus       104 e--GYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~~~  180 (298)
                        |  ||+|||+|+|||||+||++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|+|.   ++++|+|+++
  T Consensus        76 eg~Gys~eRt~~fEDgGv~t~~~~itleg~~~~~~v~~~G~nFp~dGPVMqkkt~~weps~e~~~p~---~dg~L~g~~~  152 (214)
  T 4dkm_A           76 DGSGYVVHRTIQFEDGASLTGNYRYSYDGGHIKGEFHVVGSGFPADGPVMTKSLTAVDWSVATMLFP---NDTTVVSTID  152 (214)
  T ss_dssp             HSCCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCBCCCCCEEEEEEEE---ETTEEEEEEE
  T ss_pred             CCCCceEEEEEEeCCCCEEEEEEEEEEeCCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEEC---CCCeEEEEEE

  Q ss_pred             EEEEeCCCCE---EEEEEEEEcccCcCC-CcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEee
  Q Sun_Nov_08_06:  181 IRHNIEDGSV---QLADHYQQNTPIGDG-PVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAA  241 (298)
  Q Consensus       181 ~~l~l~dGg~---~~~T~yk~kkPi~~~-~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~  241 (298)
                        |+|+|+||+|   +|+|+|++|+||+++ +++||  ||++||+..+    .+||||+|+|+++|+
  T Consensus       153 ~~l~l~~Gg~y~~~~~t~y~~kkpv~~~~~~~~P--hfv~~rie~~----~~kd~i~~~E~~~Af  211 (214)
  T 4dkm_A          153 WTCPTTSGKRYHATLRTNYTFAKPIAATILQKQP--MFVFRKTEVK----ASDAEINLKEWQKAF  211 (214)
  T ss_dssp             EEEEBTTSCEEEEEEEEEEEESSCCCHHHHHSCC--EEEEEEEEEE----ECSSEEEEEEEEEEE
  T ss_pred             EEEEecCCCEEEEEEEEeEEecCccCcCCCCCCC--EEEEEEEEEE----ecCCeEEEEEEehee

No 39

>4ndj_A Green fluorescent protein, chimeric construct; helix-turn-helix, de novo protein; HET: CR2; 1.85A
  {Aequorea victoria} SCOP: d.22.1.1 PDB:  4ndk _A*  4zn8 _A
  Probab=100.00  E-value=3.2e-79  Score=574.51  Aligned_cols=234  Identities=94%  Similarity=1.451  Sum_probs=0.0

  Q ss_pred             hhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCchhhH
  Q Sun_Nov_08_06:   19 EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFF   98 (298)
  Q Consensus        19 ~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyF   98 (298)
                        +++|+++|+++++|+|+||||.|+|.|+|.|+|++|.|++++.|++|||||||+||+++|+  ++||++||++|++||||
  T Consensus        58 ~~~fk~~M~ikl~meGsVNGh~F~I~GeG~G~P~eG~q~~~l~vt~GPLPfS~~iLs~~~~--~~~f~~yP~~i~~~d~F  135 (297)
  T 4ndj_A           58 EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKLICTTGKLPVPWPTLVTTLX--LQCFARYPDHMKQHDFF  135 (297)
  T ss_dssp             HHHTSSCEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGCBCCGGGGGGCHH
  T ss_pred             cccccccccceeeccccccccccccCCCCCCCCCCCceeeccccCCCCCCCCchhcCcccc--ccccCCCCCCccCCCch

  Q ss_pred             HhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCeEEEE
  Q Sun_Nov_08_06:   99 KSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVN  178 (298)
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  Q Consensus        99 KqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~gi~g~  178 (298)
                        ||||||||+|||+|+|||||+|+++++|+||||||+++|+|+|+|||+|||||||++.|+|++|+||+.+|+++++|+|+
  T Consensus       136 kq~~p~G~~~~R~~~fedgg~~~~~~~~~~~g~~~~~~~~~~g~~Fp~dgpvm~~~~~~~~~~e~~~~~~~~~~~~l~~~  215 (297)
  T 4ndj_A          136 KSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYITADKQKNGIKAN  215 (297)
  T ss_dssp             HHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEEEEGGGTEEEEE
  T ss_pred             hhcCCCCceEEEEEEEcCCcEEEEEEEEEEeCCEEEEEEEEEEecCCCCCCccccceeecCCcceEEeccCCCCCeEEEE

  Q ss_pred             EEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccccchhhhhc
  Q Sun_Nov_08_06:  179 FKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYKSG  254 (298)
  Q Consensus       179 ~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~~~~~~~~  254 (298)
                        ++|+|+|+||++..+|+|++|+||++++++||++||++|+++++||.+|+||||+|.|+++|++++-+|||+|+-|
  T Consensus       216 ~~~~~~~~~G~~~~~~~y~~~kp~~~~~~~~P~~hf~~~~~~~~~~~~~~~~~v~~~E~~~A~~~~~~~~~~~~~~  291 (297)
  T 4ndj_A          216 FKIRHNIEDGGVQLADHYQQNTPIGDGPVLLPDNHYLSYQSKLSKDPNEKRDHMVLLEFVTAAGITLGMDELYKGG  291 (297)
  T ss_dssp             EEEEEEBTTSCEEEEEEEEEEEESSCSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEECCC----------
  T ss_pred             EEEEEEeCCCCEEEEEEEEeCCccccCccCCCCCEEEEEEEEEEEcCCCCCCeEEEEEEEEEEecccchhhhhccc

No 40

>4dkn_A Amphioxus green fluorescent protein, GFPA1; chromophore, beta-CAN, fluorescence; HET: CR2; 1.35A
  {Branchiostoma floridae} SCOP: d.22.1.0
  Probab=100.00  E-value=1.6e-79  Score=556.86  Aligned_cols=204  Identities=23%  Similarity=0.392  Sum_probs=0.0

  Q ss_pred             cCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCchhhHHhhC
  Q Sun_Nov_08_06:   23 TGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAM  102 (298)
  Q Consensus        23 ~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKqsf  102 (298)
                        +++|+ +++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|  |||||+|||+++   |||||||
  T Consensus         7 ~~~m~-k~~meG~VNGh~F~i~G~G~G~p~eG~~~~kl~vt~GpLPFs~diLs~~f--g~r~F~kYP~~~---d~FK~sf   80 (221)
  T 4dkn_A            7 LPATH-DIHLHGSINGHEFDMVGGGKGDPNAGSLVTTAKSTKGALKFSPYLMIPHL--XYYQYLPYPDGP---SPFQVSM   80 (221)
  T ss_dssp             CCCEE-EEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEESSSSCSSCGGGGTTTC---CGGGCEETTEE---CHHHHHH
  T ss_pred             cccCc-EEEEEEEECCEEEEEEEEEEecCCCCEEEEEEEEeCCCCCCCHHHhhhhc--cccccccCcCCC---ChHHhhC

  Q ss_pred             CC--ceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEEE
  Q Sun_Nov_08_06:  103 PE--GYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVNF  179 (298)
  Q Consensus       103 Pe--GYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~~  179 (298)
                        ||  ||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| .|+|++|+|+|.   .+++|+|++
  T Consensus        81 peg~Gys~eRt~~FEDgGv~t~~~~isleg~~~~~~v~~~G~nFp~dGPVMqkkt~~weps~e~~~p~---~dg~L~g~~  157 (221)
  T 4dkn_A           81 LEGSGYAVYRVFDFEDGGKLSTEFKYSYEGSHIKADMKLMGSGFPDDGPVMTSQIVDQDGCVSKKTYL---NNNTIVDSF  157 (221)
  T ss_dssp             HTTCCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEEE---TTTEEEEEE
  T ss_pred             CCCCCceEEEEEEecCCCEEEEEEEEEEeCCEEEEEEEEEEeCCCCCCcccccceecCCCcEEEEEEc---CCCEEEEEE

  Q ss_pred             EEEEEeCCCCE---EEEEEEEEcccCcCC-CcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEee
  Q Sun_Nov_08_06:  180 KIRHNIEDGSV---QLADHYQQNTPIGDG-PVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAA  241 (298)
  Q Consensus       180 ~~~l~l~dGg~---~~~T~yk~kkPi~~~-~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~  241 (298)
                        +|+|+|+||+|   +|+|+|++|+||+++ +++||  ||++||+.....    ||||+|+|+++|+
  T Consensus       158 ~~~l~l~dGg~y~~~~~t~y~~kkpv~~~~~~~~P--hfv~~rie~~~s----kd~i~~~E~~kAF  217 (221)
  T 4dkn_A          158 DWSYNLQNGKRYRARVSSHYIFDKPFSADLMKKQP--VFVYRKCHVKAT----KTEVTLDEREKAF  217 (221)
  T ss_dssp             EEEEEETTSCEEEEEEEEEEEESSCC------CCC--EEEEEEEEEEEC----SSEEEEEEEEEEE
  T ss_pred             EEEEEEcCCCEEEEEEEEEEEecCccccCcCCCCC--EEEEEEEEEEec----CCeEEEEEehhhh

No 41

>4kf5_C Fluorescent protein sfcherry+GFP10-11; HET: CRO CH6; 2.60A {Synthetic construct}
  Probab=100.00  E-value=2.1e-79  Score=564.95  Aligned_cols=202  Identities=38%  Similarity=0.684  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhcccceecccCCCCCCchhhHH
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK   99 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK   99 (298)
                        +|+++|+++++|||+||||+|+|+|+|+|||++|+|++|++||+| |||||||||+++|  |+|||+|||++|  +||||
  T Consensus         4 ~~~~~m~~k~~meG~VNGh~F~i~GeG~G~p~~G~~~~k~~vt~G~pLPfs~diLs~~f--G~~~F~kYP~~I--~DfFK   79 (260)
  T 4kf5_C            4 IIKEFMRFKVHMEGSVNGHEFEIEGEGEGHPYEGTQTAKLKVTKGGPLPFAWDILSPQF--XSKAYVKHPADI--PDYLK   79 (260)
  T ss_dssp             SSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGTGGGC---CGGGCBCCTTS--CCTTT
  T ss_pred             ccCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--cccccccCCCcc--chHHH

  Q ss_pred             hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
  Q Sun_Nov_08_06:  100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN  178 (298)
  Q Consensus       100 qsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~  178 (298)
                        |||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||++ .|+|++|.|+|    .+++|+|+
  T Consensus        80 ~sfPeGYs~eRt~~FEDgGv~t~~~~itleg~~~~~~v~~~G~nFp~dGPVMqkk~~~w~Ps~e~~~p----~dg~Lkg~  155 (260)
  T 4kf5_C           80 LSFPEGFTWERVMNFEDGGVVTVTQDSSLQDGEFIYKVKLLGTNFPSDGPVMQKKTMGWEASTERMYP----EDGALKGE  155 (260)
  T ss_dssp             TTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEEEE
  T ss_pred             hhCcCCceEEEEEEEcCCcEEEEEEEEEEeCCEEEEEEEEEEeCCCCCCcccccccccCCCceEEEEc----cCCEEEEE

  Q ss_pred             EEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccccchhhhhcce
  Q Sun_Nov_08_06:  179 FKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYKSGLR  256 (298)
  Q Consensus       179 ~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~~~~~~~~~~  256 (298)
                        ++|+|+|+|                    .+|++||++++++||||++|+||||+|+|+++|+|||++      ||-+
  T Consensus       156 ~~~~l~l~~--------------------~lP~~H~~~~~~~~~KD~~e~rDH~~~~E~~~a~~~~~~------~g~~  207 (260)
  T 4kf5_C          156 INQRLKLKD--------------------DLPDDHYLSTQTILSKDLNEKRDHMVLLEYVTAAGITDA------SGGH  207 (260)
  T ss_dssp             EEEEEEECC--------------------CCCCEEEEEEEEEEECCTTCCSSEEEEEEEEEEESCCSC------CSSE
  T ss_pred             EEEEEEccC--------------------CCCCcceeeEEeeeecCccccccceeeeeeeeccccccC------CCCc

No 42

>2dd7_A Green fluorescent protein; luminescent protein; HET: CR2 CXS; 1.90A {Chiridius poppei} SCOP: d.22.1.0
  PDB:  2dd9 _A*
  Probab=100.00  E-value=7.8e-79  Score=550.83  Aligned_cols=204  Identities=17%  Similarity=0.329  Sum_probs=0.0

  Q ss_pred             CCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCchhhHHhhCC
  Q Sun_Nov_08_06:   24 GVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAMP  103 (298)
  Q Consensus        24 ~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKqsfP  103 (298)
                        ++|+++++|||+||||+|+|+|+|+|  ++|+|+++++||+||||||||||+++|+  ||||+|||++|  +||||||||
  T Consensus         1 ~~m~~k~~meG~VNGh~F~i~G~G~G--~eG~~~~kl~vt~GpLPFs~dILs~~fg--~r~F~kYP~~i--~d~Fkqs~p   74 (216)
  T 2dd7_A            1 TTFKIESRIHGNLNGEKFELVGGGVG--EEGRLEIEMKTKDKPLAFSPFLLSHCMX--FYHFASFPKGT--KNIYLHAAT   74 (216)
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  T ss_dssp             CCEEEEEEEEEEETTEEEEEEEEEEE--ETTEEEEEEEESSSCCSSCGGGGGGGC---CGGGEECCTTC--CCHHHHHHT
  T ss_pred             CCceEEEEEEEEECCEEEEEEEEEec--ccCEEEEEEEEeCCCCCCCHHHhhhhcc--ceecccCCCCC--cCHHHHhCC

  Q ss_pred             -CceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEEEEE
  Q Sun_Nov_08_06:  104 -EGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVNFKI  181 (298)
  Q Consensus       104 -eGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~~~~  181 (298)
                         |||||||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| +|+||+|+|++.   ++++|+|+++|
  T Consensus        75 ~eGys~eRt~~fEDGGv~t~~~~isleg~~~~~~v~~~G~nFp~dGPVMqkkt~~wePs~e~~~~~---~dg~L~g~~~~  151 (216)
  T 2dd7_A           75 NGGYTNTRKEIYEDGGILEVNFRYTYEFNKIIGDVECIGHGFPSQSPIFKDTIVKSCPTVDLMLPM---SGNIIASSYAR  151 (216)
  T ss_dssp             TTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSHHHHTCEEEECCEEEEEEEE---TTTEEEEEEEE
  T ss_pred             CCCeeEEEEEEEcCCcEEEEEEEEEEECCEEEEEEEEEEECCCCCCCccccccccCCCceEEEEEc---CCCEEEEEEEE

  Q ss_pred             EEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEee
  Q Sun_Nov_08_06:  182 RHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAA  241 (298)
  Q Consensus       182 ~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~  241 (298)
                        +|+|+||++   +|+|+|++|+||++. +.||++||++||+....+    ++++.++|+++|+
  T Consensus       152 ~l~l~~Gg~y~~~~~t~y~~kkpi~~~-~~~P~~hFv~~rie~~~~----~~~~~~~e~e~Af  209 (216)
  T 2dd7_A          152 AFQLKDGSFYTAEVKNNIDFKNPIHES-FSKSGPMFTHRRVEETHT----KENLAMVEYQQVF  209 (216)
  T ss_dssp             EEEETTSCEEEEEEEEEEEESSCCCTT-SCSSSCEEEEEEEEEEEC----SSEEEEEEEEEEE
  T ss_pred             EEEECCCCeEEEEEEEEEEecCCcccc-ccCCCCeEEEEEEEEEec----CCCceEEEEEEEe

No 43

>4zf5_A Green fluorescent protein; HET: 4NU; 1.70A {Aequorea victoria} PDB:  4zf4 _A*  4zf3 _A*  3p28 _A*
  Probab=100.00  E-value=6.1e-70  Score=500.60  Aligned_cols=188  Identities=90%  Similarity=1.403  Sum_probs=0.0

  Q ss_pred             EeCCCCCCCHHHhhhhhcccceecccCCCCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEe
  Q Sun_Nov_08_06:   62 CTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKG  141 (298)
  Q Consensus        62 vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G  141 (298)
                        ++.|+||+||+||+|+|  |||||+|||++|+++|||||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|
  T Consensus         9 ~~~~~lP~pW~iL~p~l--G~r~F~kYPd~I~i~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~isleg~~~~~~vk~~G   86 (252)
  T 4zf5_A            9 SSGGKLPVPWPTLVTTL--XVQCFSRYPDHMKRHDFFKSAMPEGYVQERTISFKDDGKYKTRAVVKFEGDTLVNRIELKG   86 (252)
  T ss_dssp             ---CCCSSCGGGGTTTC---CGGGSBCCGGGGGGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEE
  T ss_pred             CCCCcCCcchhhhcccc--cceecccCCCCCCCCCHHHHhCCCceeEEEEEEEcCCcEEEEEEEEEEeCCEEEEEEEEEE

  Q ss_pred             eCCCCCCcccccccccCCCceeEEecccCCCCeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeee
  Q Sun_Nov_08_06:  142 IDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSAL  221 (298)
  Q Consensus       142 ~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~gi~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~  221 (298)
                        +|||+|||||||+++|+|++|+||+.+|.++++|++.++|+|+|+||+++|+|+|++|+||++++++||++||++||+.+
  T Consensus        87 ~nFP~dGPVMqkkl~weps~E~~y~~~D~~~~~Lkg~~~~~l~l~dGg~~~~t~Yk~kkPI~a~~v~mP~~HFv~hrie~  166 (252)
  T 4zf5_A           87 TDFKEDGNILGHKLEYNFNSDNVYITADKQKNGIKANFTVRHNVEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQTVL  166 (252)
  T ss_dssp             ECCCTTSTTTTTCEEEEEEECCEEEEEETTTTEEEEEEEEEEEETTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEE
  T ss_pred             ECCCCCCCcccccccccCccceEEecccCCCCEEEEEEEEEEEeCCCCEEEEEEEEeCCcCccccccCCCCeEEEEEEEE

  Q ss_pred             EecCccCCceEEEEEEEEeeccccccchhh
  Q Sun_Nov_08_06:  222 SKDPNEKRDHMVLLEFVTAAGITHGMDELY  251 (298)
  Q Consensus       222 sKD~~E~rDhi~~vE~~~A~~~~~~~~~~~  251 (298)
                        ++|++|+||||+|+|+++|+++||.|||||
  T Consensus       167 ~~d~~e~kdhi~~~E~~kA~~~~~~~~~~~  196 (252)
  T 4zf5_A          167 SKDPNEKRDHMVLLEFVTAAGITHGMDELY  196 (252)
  T ss_dssp             ECCTTCCSSEEEEEEEEEEEC---------
  T ss_pred             ecCCCCCCCEEEEEEEEEeccccccchhhh

No 44

>3ako_A Venus; fluorescent protein, GFP; HET: CR2 PE8; 2.10A {Plant transformation vector
  psiteii-4corganism_taxid}
  Probab=100.00  E-value=5.6e-70  Score=476.57  Aligned_cols=152  Identities=95%  Similarity=1.505  Sum_probs=0.0

  Q ss_pred             ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCC
  Q Sun_Nov_08_06:   14 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMK   93 (298)
  Q Consensus        14 ~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~   93 (298)
                        |++.||+||+++|++|++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|+  ||||+|||++|+
  T Consensus        21 ~~~~g~~l~~~~M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkGpLPFs~dILs~~f~--~r~F~kYP~~I~   98 (173)
  T 3ako_A           21 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKLICTTGKLPVPWPTLVTTLX--LQCFARYPDHMK   98 (173)
  T ss_dssp             CCSSGGGGGSSEEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGG
  T ss_pred             EeccchhhccCCceEEEEEEEEECCEEEEEEEEEeeCCCCCEEEEEEEEeCCCCCCCHHHhhhhhc--ccccccCCCCCC

  Q ss_pred             chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEec
  Q Sun_Nov_08_06:   94 RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIM  167 (298)
  Q Consensus        94 ~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~  167 (298)
                        |+|||||||||||||||||+|||||+|+++++|+||++||+++|+|+|+|||+|||||||++....++..+|++
  T Consensus        99 ~~DyFKqsfPeGysweRt~~FEDGGv~t~~~~isleg~~~~~~v~f~GvnFP~dGPVMqkkl~~~~~~~~~y~~  172 (173)
  T 3ako_A           99 QHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIT  172 (173)
  T ss_dssp             GGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEE
  T ss_pred             CcChHHHhCCCCceEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEECCCCCCchhheeecccCCCceEEEe

No 45

>3rwa_A Fluorescent protein FP480; GFP-like fluoresent proteins, mkate, circular permutated, FL protein; HET:
  NRQ; 1.67A {Entacmaea quadricolor} PDB:  3rwt _A*
  Probab=100.00  E-value=5.9e-69  Score=490.23  Aligned_cols=163  Identities=24%  Similarity=0.516  Sum_probs=0.0

  Q ss_pred             ccchh--hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCC
  Q Sun_Nov_08_06:   16 SKGEE--LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHM   92 (298)
  Q Consensus        16 ~~G~~--~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I   92 (298)
                        .+|..  +|+++|+++++|||+||||+|+|+|+|+|||++|+|+++|+|++ ||||||||||+++|  |||||++||++|
  T Consensus        67 ~~~~~~~~~~~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~~~~kl~v~~ggpLPFs~diLs~~f--G~r~F~kYP~~i  144 (233)
  T 3rwa_A           67 TGGSMSELITENMHMKLYMEGTVNNHHFKCTSEGEGKPYEGTQTMRIKVVEGGPLPFAFDILATSF--XSKTFINHTQGI  144 (233)
  T ss_dssp             CCCCCCTTSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGGGGC---CTTCCBCTTTC
  T ss_pred             ccccchhhcCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEecCCCCCCCHHHhhhhc--cceecccCCCCC
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  Q ss_pred             CchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCC
  Q Sun_Nov_08_06:   93 KRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQ  171 (298)
  Q Consensus        93 ~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~  171 (298)
                          +|||||||||||+|||+|+|||||+|+++++|+||++||+++|+|+|+|||+|||||||+| .|+||+|+|+|    +
  T Consensus       145 --~d~Fk~sfpeGys~eRt~~fEDgGv~t~~~~itleg~~~~~~v~~~G~nFp~dGPVMqk~~~~wePs~e~~~p----~  218 (233)
  T 3rwa_A          145 --PDFFKQSFPEGFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNGPVMQKKTLGWEASTEMLYP----A  218 (233)
  T ss_dssp             --CCTTGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----C
  T ss_pred             --CchhHhhCCCCcEEEEEEEeCCCcEEEEEEEEEEeCCEEEEEEEEEEECCCCCCccccccccccCCCEEEEEe----e

  Q ss_pred             CCeEEEEEEEEEEeC
  Q Sun_Nov_08_06:  172 KNGIKVNFKIRHNIE  186 (298)
  Q Consensus       172 ~~gi~g~~~~~l~l~  186 (298)
                        +++|+|+++|+|+|+
  T Consensus       219 dg~L~g~~~~~l~l~  233 (233)
  T 3rwa_A          219 DGGLEGRSDMALKLV  233 (233)
  T ss_dssp             SSSEEEEEEEEEEEC
  T ss_pred             CCEEEeeEEEEEEcC

No 46

>3evp_A Circular-permutated green fluorescent protein; EGFP, chromophore, luminescence, photoprotein, signaling
  protein; HET: CRO; 1.45A {Aequorea victoria}
  Probab=100.00  E-value=7e-66  Score=470.43  Aligned_cols=143  Identities=97%  Similarity=1.535  Sum_probs=0.0

  Q ss_pred             ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCC
  Q Sun_Nov_08_06:   14 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMK   93 (298)
  Q Consensus        14 ~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~   93 (298)
                        |++.|+++|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++||+||||||||||+++|  |||||+|||++|+
  T Consensus       101 ~~~~g~~l~~~~M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkGpLPFS~dILs~~f--G~r~F~kYP~~i~  178 (243)
  T 3evp_A          101 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTL--XVQCFSRYPDHMK  178 (243)
  T ss_dssp             ----CGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGG
  T ss_pred             eecCchhhcccCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEeCCCCCCCHHHhhhhh--cccccccCCCCCc

  Q ss_pred             chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccC
  Q Sun_Nov_08_06:   94 RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYN  158 (298)
  Q Consensus        94 ~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~  158 (298)
                        ++|||||||||||||||+|+|||||+|+++++|+||++||+++|+|+|+|||+||||||+++.++
  T Consensus       179 i~DyFKqsfPeGysweRt~~fEDGGv~t~~~~isleg~~f~~~i~f~GvnFP~dGPVMq~~l~~~  243 (243)
  T 3evp_A          179 QHDFFKSAMPEGYIQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYN  243 (243)
  T ss_dssp             GGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCCC
  T ss_pred             cCChHHHhCCCCeeEEEEEEEcCCcEEEEEEEEEEECCEEEEEEEEEEECCCCCCcccccccccC

No 47

>4anj_A Unconventional myosin-VI, green fluorescent prote; motor protein-metal-bindng protein complex, molecular
  motor, metal-binding protein, transition state; HET: CR2 ADP; 2.60A {Sus scrofa}
  Probab=100.00  E-value=3.5e-63  Score=526.65  Aligned_cols=229  Identities=98%  Similarity=1.503  Sum_probs=0.0

  Q ss_pred             ccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCchhhHHhh
  Q Sun_Nov_08_06:   22 FTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSA  101 (298)
  Q Consensus        22 ~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKqs  101 (298)
                        +..-+..+++|+|.||||+|++.|+|+|+|++|.+++++.+++|||||||+||+++|+  +|||++||++|..+||||++
  T Consensus       824 ~R~~~~rk~~m~grvnGH~f~~~g~g~g~~~~g~~~~k~~~~~~~LP~sw~~l~~~f~--~~~f~~yp~~l~~~~y~k~~  901 (1052)
  T 4anj_A          824 FTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFX--VQCFARYPDHMRQHDFFKSA  901 (1052)
  T ss_dssp             TSSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGCBCCGGGGGGCHHHHT
  T ss_pred             HHHhhhheeeecccccceEEEeccCCCCccchhhheeeeeeccCCCCCCCCcCcchhc--chhhhhCchhhchhhHHHhc

  Q ss_pred             CCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCeEEEEEEE
  Q Sun_Nov_08_06:  102 MPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKI  181 (298)
  Q Consensus       102 fPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~gi~g~~~~  181 (298)
                        +||||+|||++.|||||+|+++++++++++||+++++|+|+|||+|||||||+++|+|++|++++++|+++++++|+++|
  T Consensus       902 ~peg~~~ers~~Fed~~~y~~s~~~~~~~~~i~~~~~~~g~nFp~dgpvm~~k~~~~~~~e~~~~~~~~~~~~~~g~~~~  981 (1052)
  T 4anj_A          902 MPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKI  981 (1052)
  T ss_dssp             TTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEEEETTTTEEEEEEEE
  T ss_pred             CcccccceeeEEecCCcEEEeecceeeeCCEEEeeeeEEecCCCCCCchhccccccCCChhheeeccCCCcceEeeeeeE

  Q ss_pred             EEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccccchhhh
  Q Sun_Nov_08_06:  182 RHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYK  252 (298)
  Q Consensus       182 ~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~~~~~~  252 (298)
                        ++.++||+++|+|+|++++||++++|+||++||++|++++|||++|+|||++++||++|+|+||||||||+
  T Consensus       982 ~~~l~~Gg~~~~t~y~~~~pi~~~~v~~P~~hfi~~~~~~~kd~~~~~d~~~~~e~~~~~~~~~~~~~~~~ 1052 (1052)
  T 4anj_A          982 RHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSYQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYK 1052 (1052)
  T ss_dssp             EEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEEC----------
  T ss_pred             EEEeCCCCEEEEEEEEecccCCCCCcCCCCCeEEEEecceeeccccccchhhhhhHHhhhccccchhhhcC

No 48

>4pa0_A Myosin-7,green fluorescent protein; cardiac, motor, omecamtiv mercarbil, motor-fluoresce protein complex;
  HET: CRO 2OW; 2.25A {Homo sapiens} PDB:  4p7h _A*  4db1 _A*  2w4a _M  2w4g _M  2w4h _M  2mys _A*  1m8q _A*  1mvw _A*  1o18 _A*
 1o19 _A*  1o1a _A*  1o1b _A*  1o1c _A*  1o1d _A*  1o1e _A*  1o1f _A*  1o1g _A*

  Probab=100.00  E-value=2.3e-60  Score=503.94  Aligned_cols=225  Identities=97%  Similarity=1.495  Sum_probs=0.0

  Q ss_pred             eEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCchhhHHhhCCCce
  Q Sun_Nov_08_06:   27 PILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAMPEGY  106 (298)
  Q Consensus        27 ~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKqsfPeGY  106 (298)
                        .+...|+|+|||++|.++|+|.|+++.|.++++++|++|+|||+|++|+++++  ++||++||++|+.+||||+||||||
  T Consensus       800 ~~~~~LeG~V~G~qF~v~geg~g~~~yg~L~l~~~~~~g~L~~~w~~L~~~~~--~~~fsryp~~ik~~d~fk~a~~eG~  877 (1024)
  T 4pa0_A          800 PILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFX--VQCFSRYPDHMKRHDFFKSAMPEGY  877 (1024)
  T ss_dssp             EEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGSTTTC---CGGGCBCCTTTGGGCHHHHTTTTCE
  T ss_pred             HHHHHHHHHHhhheeeEeeeccchhhhhhhhhheeeecCcccCchHHheehhh--hhhhcccHHhhhhhhHHHHhhhhhh

  Q ss_pred             EEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCeEEEEEEEEEEeC
  Q Sun_Nov_08_06:  107 VQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKIRHNIE  186 (298)
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  Q Consensus       107 sweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~~e~~~~~~d~~~~gi~g~~~~~l~l~  186 (298)
                        +|+|+|+|||||+|+++++|+|+++||+++++|+|+|||+|||||||++.||++++++||++|+.+++|++.+.|+|.++
  T Consensus       878 ~~~R~~~fed~g~~~~~~~~~~~~~~~~~~~~~~g~~f~~dgpvm~~~~~~~~~~~~~~~~~d~~~~~~~~~~~~~~~~~  957 (1024)
  T 4pa0_A          878 VQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKANFKTRHNIE  957 (1024)
  T ss_dssp             EEEEEEEESSSCEEEEEEEEEECSSSEEEEEECCEESCCSSSTTTTTCSCSCCCCEEEEEEECC--CCEEEEEEEEC---
  T ss_pred             hhhhhheeccCceEEEEEEEEeeCCEEEEEeeecccCCCCCCcccccccccCCCcceeEecccccCCeEEEeeeEEEEec

  Q ss_pred             CCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccccchhhhhcceeccccchhhh
  Q Sun_Nov_08_06:  187 DGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYKSGLRSYDLGDTIER  266 (298)
  Q Consensus       187 dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~~~~~~~~~~~~~~~~~~~~  266 (298)
                        |||+..+|+|++++||++++++||++||++|++++|||++|+||||+++|+++|+|+||+                    
  T Consensus       958 ~g~~~~~~~~~~~~~~~~~~~~~p~~h~~~~~~~~~~~~~~~~~~~~~~e~~~a~~~~~~-------------------- 1017 (1024)
  T 4pa0_A          958 DGGVQLADHYQQNTPIGNGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHG-------------------- 1017 (1024)
  T ss_dssp             ---CCEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSCEEEEEEEEEEC-------------------------
  T ss_pred             CCCEEEecceEecCccCCCchhCCceEEEEEEEeeccCCccccceeeeeeeehhhccccc--------------------

  Q ss_pred             ccccccccc
  Q Sun_Nov_08_06:  267 GRQDYKDHD  275 (298)
  Q Consensus       267 ~~~~~~~~~  275 (298)
                          -||||||
  T Consensus      1018 --~~~~~~~ 1024 (1024)
  T 4pa0_A         1018 --MDYKDHD 1024 (1024)
  T ss_dssp             ---------
  T ss_pred             --cccccCC

No 49

>4oy4_A CAM, chimera protein of calmodulin, GPF-like protein E myosin light chain kinase; calcium, fluorescent
  protein, photoconversion, integrator; HET: CR8; 2.03A {Rattus norvegicus}
  Probab=100.00  E-value=7.4e-61  Score=465.17  Aligned_cols=156  Identities=31%  Similarity=0.626  Sum_probs=0.0

  Q ss_pred             ccCCCCcccccch-------hhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhh
  Q Sun_Nov_08_06:    7 VATPGIPMVSKGE-------ELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTF   78 (298)
  Q Consensus         7 ~~~~~~~~~~~G~-------~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f   78 (298)
                        ++.+..|.....|       .+|+++|+++++|+|+||||+|+|+|+|+|||++|+|+++++|++ ||||||||||+++|
  T Consensus       231 ~~~~~l~~~~~~~~~~~~~~~~~~~~~~~~~~~~g~vng~~f~~~g~g~g~~~~g~~~~~~~~~~~~pl~~~~~i~~~~~  310 (413)
  T 4oy4_A          231 VAHSGLPDNARRGGTGGSMVSAIKPDMKIKLRMEGNVNGHHFVIDGDGTGKPYEGKQTMDLEVKEGGPLPFAFDILTTAF  310 (413)
  T ss_dssp             EEECCC------------CCTTSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGTTTC
  T ss_pred             hcchhhHHHHHhcccchhhhhcccccceEEEEEeeeEcCeeEEEEecccccCCCCeEEEEEEECcCCCCCCchhhcchhh

  Q ss_pred             cccceecccCCCCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-cc
  Q Sun_Nov_08_06:   79 TYGVQCFSRYPDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EY  157 (298)
  Q Consensus        79 ~YG~r~FtkYP~~I~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~  157 (298)
                          |+|||+|||++|  +|||||||||||+|||+|+|||||+||++++|+|+|+||+++|+|+|+|||+|||||||+| +|
  T Consensus       311 --g~~~f~~yp~~~--~~~~~~~~~~g~~~~r~~~~ed~~~~~~~~~~~~~~~~~~~~~~~~g~~f~~~gpvm~~~~~~~  386 (413)
  T 4oy4_A          311 --XNRVFVKYPDNI--QDYFKQSFPKGYSWERSMTFEDGGICYARNDITMEGDTFYNKVRFYGTNFPANGPVMQKKTLKW  386 (413)
  T ss_dssp             ---CTTSSBCCTTS--CCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEE
  T ss_pred             --cccccccCcCCC--CChHHhcCCCCeEEEEEEEEcCCcEEEEEEEEEEeCCEEEEEEEEEeeCCCCCCCcccccccCc

  Q ss_pred             CCCceeEEe
  Q Sun_Nov_08_06:  158 NYNSHNVYI  166 (298)
  Q Consensus       158 ~~~~e~~~~  166 (298)
                        +||+|++++
  T Consensus       387 ~p~~~~~~~  395 (413)
  T 4oy4_A          387 MPSWTRSSR  395 (413)
  T ss_dssp             CCCSSCCCC
  T ss_pred             CCccccccc

No 50

>3osr_A Maltose-binding periplasmic protein, green fluore protein; engineered protein, sensor protein,
  fluorescent protein, MBP maltose sensor; HET: C12 MAL; 2.00A {Escherichia coli}
  Probab=100.00  E-value=2.7e-58  Score=465.29  Aligned_cols=152  Identities=91%  Similarity=1.400  Sum_probs=0.0

  Q ss_pred             cCCCCcccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceeccc
  Q Sun_Nov_08_06:    8 ATPGIPMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSR   87 (298)
  Q Consensus         8 ~~~~~~~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~Ftk   87 (298)
                        .+-|--|+|+|+++|+++|+|++||||+||||+|+|+|+|+|||++|+|++|++|++||||||||||+++|+  ||||+|
  T Consensus       442 ~~~~~~~~~~~~~~~~~~~~~~~~~~g~~n~~~f~~~g~g~g~~~~g~~~~~~~~~~~~l~~~~~~~~~~~~--~~~~~~  519 (653)
  T 3osr_A          442 GGTGGSMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTLX--VQCFSR  519 (653)
  T ss_dssp             ---------CGGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSB
  T ss_pred             CCCCccccccchhhcccCceEEEEEEEEECCEEEEEEEEEeecCCCCeEEEEEEEeCCCCCCCHHHHhhhhh--cccccc

  Q ss_pred             CCCCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCc
  Q Sun_Nov_08_06:   88 YPDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNS  161 (298)
  Q Consensus        88 YP~~I~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~  161 (298)
                        ||++|+++|||||||||||+|||+|+|||||+|+++++|+||++||+|+|+|+|+|||+|||||||++ ..+|++
  T Consensus       520 ~p~~~~~~~~~~~~~~~g~~~~r~~~~e~~~~~~~~~~~~~~~~~~~~~~~~~g~~f~~~~~~~~~~~~~~~p~v  594 (653)
  T 3osr_A          520 YPDHMKQHDFFKSAMPEGYIQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNFNNP  594 (653)
  T ss_dssp             CCGGGGGGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSSCCCC
  T ss_pred             CCCCCCCCChHHHhCCCCeeEEEEEEecCCcEEEEEEEEEEECCEEEEEEEEEEECCCCCCcccchhhhhcCCcc

No 51

>2a50_B ASFP595, GFP-like non-fluorescent chromoprotein FP595 CHAI; ASCP, fluorescent protein, photochromic prote
  reversible photoswitch; HET: NRQ; 1.30A {Anemonia sulcata} PDB:  2a53 _B*  2a54 _B*  2a56 _B*  2a52 _B*  3cfa _A*
 3cfh _A*  3cff _A*

  Probab=100.00  E-value=2.8e-57  Score=397.02  Aligned_cols=152  Identities=22%  Similarity=0.415  Sum_probs=0.0

  Q ss_pred             cceecccCCCCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCC
  Q Sun_Nov_08_06:   81 GVQCFSRYPDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNY  159 (298)
  Q Consensus        81 G~r~FtkYP~~I~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~  159 (298)
                        |||||+|||++|  +|||||||||||||||||+|||||+||++++|+|||+||+++|+|+|+|||+|||||||+| +|+|
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  T Consensus         1 G~r~F~kYP~~i--~dyFK~sfPeGys~eRt~~fEDGGv~t~~~~isleg~~~~~~v~~~G~nFp~dGPVMqk~t~~weP   78 (168)
  T 2a50_B            1 XSKTFIKYVSGI--PDYFKQSFPEGFTWERTTTYEDGGFLTAHQDTSLDGDCLVYKVKILGNNFPADGPVMQNKAGRWEP   78 (168)
  T ss_dssp             -CTTCCEECTTC--CCTTGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCCCEECC
  T ss_pred             CCcccccCCCCC--cCHHHHhCCCceeEEEEEEECCCcEEEEEEEEEEeCCEEEEEEEEEEECCCCCCCcccccccCcCC

  Q ss_pred             CceeEEecccCCCCeEEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCC---cCCCCCEEEEEEeeeEecCccCCceEE
  Q Sun_Nov_08_06:  160 NSHNVYIMADKQKNGIKVNFKIRHNIEDGSV---QLADHYQQNTPIGDGP---VLLPDNHYLSTQSALSKDPNEKRDHMV  233 (298)
  Q Consensus       160 ~~e~~~~~~d~~~~gi~g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~---v~mP~~Hfi~~~~~~sKD~~E~rDhi~  233 (298)
                        |+|+|||    ++++|+|+++|+|+|+||++   +|+|+|++|+     +   ++||++||++||+.+.++ +++++++.
  T Consensus        79 s~e~~~p----~dg~L~g~~~~~l~l~~Gg~y~~~~~T~y~akk-----~~~~v~mP~~HFv~~rie~~~~-~~~~~~v~  148 (168)
  T 2a50_B           79 ATEIVYE----VDGVLRGQSLMALKCPGGRHLTCHLHTTYRSKK-----PASALKMPGFHFEDHRIEIMEE-VEKGKCYK  148 (168)
  T ss_dssp             EEEEEEE----ETTEEEEEEEEEEECTTSCEEEEEEEEEEEESS-----CGGGSCCCCSEEEEEEEEEEEE-EETTTEEE
  T ss_pred             eEEEEEe----cCCEEEEEEEEEEEeCCCCEEEEEEEeccccCC-----ccccccCCCCEEEEEEEEEeee-cCCCCEEE

  Q ss_pred             EEEEEEeeccc
  Q Sun_Nov_08_06:  234 LLEFVTAAGIT  244 (298)
  Q Consensus       234 ~vE~~~A~~~~  244 (298)
                        |.|.++|...+
  T Consensus       149 ~~E~a~A~~~~  159 (168)
  T 2a50_B          149 QYEAAVGRYCD  159 (168)
  T ss_dssp             EEEEEEEECCC
  T ss_pred             EEEEEEEEecC

No 52

>4rh7_A Green fluorescent protein/cytoplasmic dynein 2 HE 1; AAA+ protein, motor protein, dynein motor domain;
  HET: AOV ATP ADP; 3.41A {Synthetic construct}
  Probab=100.00  E-value=1.3e-50  Score=466.21  Aligned_cols=245  Identities=85%  Similarity=1.287  Sum_probs=0.0

  Q ss_pred             cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCc
  Q Sun_Nov_08_06:   15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR   94 (298)
  Q Consensus        15 ~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~   94 (298)
                        ++.|+++|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++|++||||||||||+|+|+||||||++||++|+|
  T Consensus         1 ~~~~~~~~~~~~~~~~~~~g~vn~~~f~~~g~g~g~~~~g~~~~~~~~~~~~lp~~~~~l~~~~~yg~~~f~~~p~~~~~   80 (3450)
  T 4rh7_A            1 MSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFGYGVQCFARYPDHMKQ   80 (3450)
  T ss_dssp             --------------------------------------------------------------------------------
  T ss_pred             CCcchhhhcccCeEEEEEEEEECCEEEEEEeeeccCCCcCeEEEEEEEeCCCCCCcHHHHhhhccccCeecccCCCCCCC

  Q ss_pred             hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeE--EecccCC
  Q Sun_Nov_08_06:   95 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNV--YIMADKQ  171 (298)
  Q Consensus        95 ~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~--~~~~d~~  171 (298)
                        ||||||||||||||||+|+|||||+|+++++|+++++||++++++.|+|||++||||++++ ..-.....+  +- .  .
  T Consensus        81 ~~~~~~~~~~g~~~~r~~~~ed~~~~~~~~~~~~~~~~~~~~~~~~Gi~f~~~~~~m~~~l~~~l~~~~~~~~l~-~--~  157 (3450)
  T 4rh7_A           81 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMAD-K--Q  157 (3450)
  T ss_dssp             --------------------------------------------------------------------------------
  T ss_pred             CCHHHHhCCCceeeeEEEEEcCCcEEEEEEEEEeeCCEEEEEEeeeeecCCcccHHHHHHHHHHHHHhhhHHHHH-H--H

  Q ss_pred             CCeEEEEEEEEEEeCCCCE-EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccccc--
  Q Sun_Nov_08_06:  172 KNGIKVNFKIRHNIEDGSV-QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMD--  248 (298)
  Q Consensus       172 ~~gi~g~~~~~l~l~dGg~-~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~~--  248 (298)
                        ...++......... .... .|...+...+|...++..+....+.......-..-.+.+.++.++|+.+|+++..--.  
  T Consensus       158 ~~~~~~~l~~~~~~-~~~~~~~~~~~~~~~p~~~g~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~kl~~l~  236 (3450)
  T 4rh7_A          158 KNGIKVNFKIRHNI-EDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITGSDDLE  236 (3450)
  T ss_dssp             --------------------------------------------------------------------------------
  T ss_pred             HHHHHHHHHHHHHH-HHHHHHHHHHHHHhCCCCCccccCCHHHHHHHHHHHHHHHHHHHHHHhhhhhhHHHHHHHHHHHH

  Q ss_pred             ---hhhhhcceeccccch
  Q Sun_Nov_08_06:  249 ---ELYKSGLRSYDLGDT  263 (298)
  Q Consensus       249 ---~~~~~~~~~~~~~~~  263 (298)
                           +.++..-+.+++-.+
  T Consensus       237 ~~~~~~~~~~~lf~~~~~  254 (3450)
  T 4rh7_A          237 VTRKKLVDDCHHFRLEEP  254 (3450)
  T ss_dssp             ------------------
  T ss_pred             HHHHHHHHHHHhcCCCCC

No 53

>3u0k_A Rcamp; fluorescent protein, calcium binding, EF-hand, genetically E calcium indicator; HET: NFA CRK;
  2.10A {Entacmaea quadricolor}
  Probab=100.00  E-value=1.1e-45  Score=360.83  Aligned_cols=148  Identities=31%  Similarity=0.609  Sum_probs=0.0

  Q ss_pred             cCCCCcccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecc
  Q Sun_Nov_08_06:    8 ATPGIPMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFS   86 (298)
  Q Consensus         8 ~~~~~~~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~Ft   86 (298)
                        .|++ +|+.    +|+++|++|++|||+||||+|+|+|+|+|+|++|+|+++++|++ ||||||||||+++|+  +|||+
  T Consensus       147 ~~~~-~~~~----~~~~~~~~~~~~~g~vng~~f~~~g~g~g~p~~g~~~~~l~~~~~~pLpf~~dil~~~~~--~r~F~  219 (440)
  T 3u0k_A          147 GTGG-SMNS----LIKENMRMKVVLEGSVNGHQFKCTGEGEGNPYMGTQTMRIKVIEGGPLPFAFDILATSXX--SRTFI  219 (440)
  T ss_dssp             TSCC-CCCT----TSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGTTCC---CTTSC
  T ss_pred             CCch-hhhh----hcCCCceEEEEEeEEECCEEEEEEEEecccCCcceeEEEEEEEcCCCCCCChhhcccchh--hhhhh

  Q ss_pred             cCCCCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeE
  Q Sun_Nov_08_06:   87 RYPDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNV  164 (298)
  Q Consensus        87 kYP~~I~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~  164 (298)
                        +||++|  +||||||||+||+|+|+++|||||+|++.++|+|+++||.+++.|.|+|||++++||++++ .|+++++++
  T Consensus       220 ~yp~~i--~d~fk~~~peg~sWer~~~fedgg~~~v~~~isled~~l~~~a~~~gvnFp~~g~VmqKK~~~~eps~eqL  296 (440)
  T 3u0k_A          220 KYPKGI--PDFFKQSFPEGFTWERVTRYEDGGVITVMQDTSLEDGCLVYHAQVRGVNFPSNGAVMQKKTKGWEPTRDQL  296 (440)
  T ss_dssp             BCCTTS--CCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCBCBCC
  T ss_pred             hCCCcc--cchhHhcCCCCcceeeeEEccCCcEEEeccceeecCCeeeeehhhhcCCccccchhhhhhhhhccchhhcc

No 54

>4i2y_A Rgeco1; calcium binding, sensor, fluorescent protein, mapple, fluore calcium indicator; HET: NRQ; 2.20A
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  {Gallus gallus}
  Probab=100.00  E-value=2.6e-43  Score=341.43  Aligned_cols=140  Identities=28%  Similarity=0.604  Sum_probs=0.0

  Q ss_pred             hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhhHH
  Q Sun_Nov_08_06:   21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK   99 (298)
  Q Consensus        21 ~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK   99 (298)
                        +|+++|+++++|||+||||+|+|+|+|+|+|++|+|+++++|++ ||||||||||+++|  |+|||+|||++|  +||||
  T Consensus       134 ~~~~~~~~~~~~~g~vn~~~f~~~g~g~g~~~~g~~~~~~~~~~~~~lpf~~~~~~~~~--g~r~f~kyp~~i--~d~fk  209 (419)
  T 4i2y_A          134 IIKEFMRFKVHMEGSVNGHEFEIEGEGEGRPYEAFQTAKLKVTKGGPLPFAWDILSPQF--XSKAYIKHPADI--PDYFK  209 (419)
  T ss_dssp             CSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGTGGGC---CGGGCBCCTTS--CCHHH
  T ss_pred             hccccceEEEEEEEEECCEEEEEEeeecccccccEEEEEEEEccCCcCCCcHHHhhhhh--hhhhhccCCCCc--cHHHH

  Q ss_pred             hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeE
  Q Sun_Nov_08_06:  100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNV  164 (298)
  Q Consensus       100 qsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~  164 (298)
                        |+|||||+|+|++.|++||+|++.++++++++||++++.+.|.||++.+++|++++ .|++.++++
  T Consensus       210 qs~PEgyswer~~df~~gG~i~~~~d~sL~~g~~i~~v~lrginF~ef~~vmqkk~~~~e~s~ekl  275 (419)
  T 4i2y_A          210 LSFPEGFRWERVMNFEDGGIIHVNQDSSLQDGVFIYKVKLRGTNFPPDGPVMQKKTMGWEATRDQL  275 (419)
  T ss_dssp             HTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEEECCBCCC
  T ss_pred             hhCCCcceeeeeEEeeCCeEEEecccccccccceeeeehhccCCCchhHHHHHHHhhhhhhhhhhc

No 55

>2a50_A ASFP595, GFP-like non-fluorescent chromoprotein FP595 CHAI; ASCP, fluorescent protein, photochromic prote
  reversible photoswitch; HET: NRQ; 1.30A {Anemonia sulcata} PDB:  2a52 _A*  2a53 _A*  2a54 _A*  2a56 _A*  3cfa _L*
 3cff _L*  3cfh _L*

  Probab=99.95  E-value=3.2e-28  Score=187.61  Aligned_cols=60  Identities=30%  Similarity=0.592  Sum_probs=0.0

  Q ss_pred             hhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhh
  Q Sun_Nov_08_06:   19 EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTF   78 (298)
  Q Consensus        19 ~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f   78 (298)
                        |.+|+++|+++++|||+||||+|+|+|+|+|||++|+|+++++|++ +|||||||||+++|
  T Consensus        13 ~~~ik~~M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkG~PLPFS~dILs~~F   73 (73)
  T 2a50_A           13 ASFLKKTMPFKTTIEGTVNGHYFKCTGKGEGNPFEGTQEMKIEVIEGGPLPFAFHILSTSC   73 (73)
  T ss_dssp             GGGSCSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGGGGC
  T ss_pred             hhhCcCcceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCccCCcHHHhhccC

No 56

>3evp_A Circular-permutated green fluorescent protein; EGFP, chromophore, luminescence, photoprotein, signaling
  protein; HET: CRO; 1.45A {Aequorea victoria}
  Probab=99.77  E-value=2.8e-18  Score=157.49  Aligned_cols=111  Identities=78%  Similarity=1.133  Sum_probs=0.0

  Q ss_pred             CCceeEEecccCCCCeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEE
  Q Sun_Nov_08_06:  159 YNSHNVYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFV  238 (298)
  Q Consensus       159 ~~~e~~~~~~d~~~~gi~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~  238 (298)
                        .+++.+|+++|+.++||+..+.+.+..+||++|++.++|.++||+++++.+|.+||+..++.+|||++|+||||+|+|++
  T Consensus         1 ~~~~~~yi~pd~~~~gik~~f~i~~~~~dg~~qlA~~~Q~n~Pig~~~~~lP~~H~l~~~t~lskDp~e~rDh~~~~E~v   80 (243)
  T 3evp_A            1 SSLENVYIMADKQKNGIKANFKIRHNIEDGGVQLAYHYQQNTPIGDGPVLLPDNHYLSTQSKLSKDPNEKRDHMVLLEFV   80 (243)
  T ss_dssp             CEEEEEEEEEEGGGTEEEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEE
  T ss_pred             CCcceEEEeccCCCCEEEEEEEEecccCCCcEEEecceeecCCCCCCcccCCCceeEEEEEeeecCCccccCceEEEEEe

  Q ss_pred             Eeeccccccchhhhhcceeccccchhhhccccccc
  Q Sun_Nov_08_06:  239 TAAGITHGMDELYKSGLRSYDLGDTIERGRQDYKD  273 (298)
  Q Consensus       239 ~A~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~  273 (298)
                        +|++++|.|+++|+    --.+|-.+.+|+.-.+.
  T Consensus        81 ~A~~i~~~~~~~y~----~~~~~~~~~~g~~l~~~  111 (243)
  T 3evp_A           81 TAAGITLGMDELYK----GGTGGSMVSKGEELFTG  111 (243)
  T ss_dssp             EEECC-----------------------CGGGGSS
  T ss_pred             eeccccccchheee----cCccceeecCchhhccc

No 57

>3osq_A Maltose-binding periplasmic protein, green fluore protein; engineered protein, sensor protein,
  fluorescent protein, MBP maltose sensor; HET: C12 MAL; 1.90A {Escherichia coli}
  Probab=99.69  E-value=1.2e-15  Score=155.59  Aligned_cols=149  Identities=95%  Similarity=1.499  Sum_probs=0.0

  Q ss_pred             CCCcccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCC
  Q Sun_Nov_08_06:   10 PGIPMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYP   89 (298)
  Q Consensus        10 ~~~~~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP   89 (298)
                        .|-.+++.|+++|.+.+++-+.+.|.+||+.|.|.|+|+|+..-|+++++++|+.|.||.+|..|..++  |..||+.||
  T Consensus       306 ~gg~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~--~~~~~~~~~  383 (661)
  T 3osq_A          306 TGGSMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTL--XVQCFSRYP  383 (661)
  T ss_dssp             -----CCTGGGGGSSEEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGCBCC
  T ss_pred             ccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccc--ccccccccc

  Q ss_pred             CCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCC
  Q Sun_Nov_08_06:   90 DHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYN  160 (298)
  Q Consensus        90 ~~I~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt~~~~~  160 (298)
                        +.++..|||+++||+||.++|+..|.|+|...+++..+++++.+++++.+.|..|..||.+...++.++..
  T Consensus       384 ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~  454 (661)
  T 3osq_A          384 DHMKQHDFFKSAMPEGYIQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNFN  454 (661)
  T ss_dssp             GGGGGGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSSST
  T ss_pred             ccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccc

No 58

>4i2y_A Rgeco1; calcium binding, sensor, fluorescent protein, mapple, fluore calcium indicator; HET: NRQ; 2.20A
  {Gallus gallus}
  Probab=99.41  E-value=1e-12  Score=127.78  Aligned_cols=85  Identities=25%  Similarity=0.385  Sum_probs=0.0

  Q ss_pred             CceeEEecccCCCCeEEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEE
  Q Sun_Nov_08_06:  160 NSHNVYIMADKQKNGIKVNFKIRHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLE  236 (298)
  Q Consensus       160 ~~e~~~~~~d~~~~gi~g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE  236 (298)
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                        |+|+|||    .+++|+|++.|+|+|+||||   +|+|+|++|+     +|+||++|||+||+...+-..+- ..+.|.|
  T Consensus        31 ~~e~~~~----~~g~l~g~~~~~l~l~~g~~~~~~~~t~y~~~~-----~~~~p~~h~~~~~~~~~~~~~~~-~~~~~~e  100 (419)
  T 4i2y_A           31 VSERMYP----EDGALKSEIKKGLRLKDGGHYAAEVKTTYKAKK-----PVQLPGAYIVDIKLDIVSHNEDY-TIVEQCE  100 (419)
  T ss_dssp             CSEEEEE----ETTEEEEEECCEEEETTSCEECEEEEEEEEESS-----CCCCCCSEEEEEEEEEEEECTTS-SEEEEEE
  T ss_pred             eeEEEEe----eCCEEEcceeEEEEECCCCeEEEEEEEeeccCC-----CCCCCCCeeEEEEEEEeeecCCC-CEEEEEE

  Q ss_pred             EEEeeccccccchhhhhc
  Q Sun_Nov_08_06:  237 FVTAAGITHGMDELYKSG  254 (298)
  Q Consensus       237 ~~~A~~~~~~~~~~~~~~  254 (298)
                        .|.|....-.|+++|+-+
  T Consensus       101 ~~~a~~~~~~~~~~~~~~  118 (419)
  T 4i2y_A          101 RAEGRHSTGGMDELYKGG  118 (419)
  T ss_dssp             EEEEEC------------
  T ss_pred             EEEEEcCCCCCceeecCC

No 59

>3u0k_A Rcamp; fluorescent protein, calcium binding, EF-hand, genetically E calcium indicator; HET: NFA CRK;
  2.10A {Entacmaea quadricolor}
  Probab=99.33  E-value=9.3e-12  Score=122.09  Aligned_cols=72  Identities=17%  Similarity=0.336  Sum_probs=0.0

  Q ss_pred             CCceeEEecccCCCCeEEEEEEEEEEeCCCCE---EEEEEEEEcccCcCC---CcCCCCCEEEEEEeeeEecCccCCceE
  Q Sun_Nov_08_06:  159 YNSHNVYIMADKQKNGIKVNFKIRHNIEDGSV---QLADHYQQNTPIGDG---PVLLPDNHYLSTQSALSKDPNEKRDHM  232 (298)
  Q Consensus       159 ~~~e~~~~~~d~~~~gi~g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~---~v~mP~~Hfi~~~~~~sKD~~E~rDhi  232 (298)
                        ||+|+|||    .+++|+|++.|+|+|+||+|   +|+|+|++|     +   +|+||++||++||+.+.+. ++..+++
  T Consensus        60 ~s~e~~~~----~~g~l~g~~~~~l~~~~g~~~~c~~~t~y~~k-----~~~~~~~~p~~h~~~~~~~~~~~-~~~~~~~  129 (440)
  T 3u0k_A           60 INTEMMYP----ADGGLRGYTHMALKVDGGGHLSCSFVTTYRSK-----KTVGNIKMPGIHYVSHRLERLEE-SDNEMFV  129 (440)
  T ss_dssp             CCEEEEEE----ETTEEEEEEEEEEEETTSCEEEEEEEEEEEEC-----CCSSCCCCCCSEEEEEEEEEEEE-CGGGSEE
  T ss_pred             CceeEEEe----cCCEEEeeeEEEEEECCCCeEEEEEEeeeccc-----CcCCCCCCCCCeEEEEEEEEeec-CCCCCeE

  Q ss_pred             EEEEEEEe
  Q Sun_Nov_08_06:  233 VLLEFVTA  240 (298)
  Q Consensus       233 ~~vE~~~A  240 (298)
                        .|.|.+.|
  T Consensus       130 ~~~e~~~a  137 (440)
  T 3u0k_A          130 VQREHAVA  137 (440)
  T ss_dssp             EEEEEEEE
  T ss_pred             EEEEEEEE

No 60

>4ik8_A Rcamp, green fluorescent protein; calcium indicator, mutants, fluorescent intensity, dimerizat
  beta-barrel, calmodulin; HET: CRO; 1.55A {Entacmaea quadricolor} PDB:  4ik4 _A*  4ik3 _A*  4ik9 _A*  4ik1 _A*  3sg7 _A*  3sg3 _A*
 3evu _A*  3ek4 _A*  3ek7 _A*  3evv _A*  3ek8 _A*  3sg4 _A*  3ekh _A*  3sg2 _A*  3sg5 _A*  3wlc _A*  3wld _A*  3sg6 _A*  3ekj _A*

  ...
  Probab=99.32  E-value=6.6e-11  Score=114.88  Aligned_cols=145  Identities=94%  Similarity=1.482  Sum_probs=0.0

  Q ss_pred             CCCCcccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccC
  Q Sun_Nov_08_06:    9 TPGIPMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRY   88 (298)
  Q Consensus         9 ~~~~~~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkY   88 (298)
                        ++.+-+.|.|-+++...+|+.-..++.++++.|.+.|.|.++|.++.+++++++..+++|.+|+.++..+  ..+||.++
  T Consensus       152 ~~~~DiWs~G~~l~~g~~pf~~~~~~~~~~~~~~~~~~g~~~~~~~~~~~~~~~~~~~~~~~w~~~s~~~--~~~~l~~~  229 (448)
  T 4ik8_A          152 GTGGSMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTL--XVQCFSRY  229 (448)
  T ss_dssp             ------CCHHHHTTSSEEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBC
  T ss_pred             CCcccEEecccEEEcccCchhhhhhcccCCcEEEEEEeecCCcCcCeEEEEEEEecCCCCCcHhhhhHHH--hhhceeec

  Q ss_pred             CCCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc
  Q Sun_Nov_08_06:   89 PDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL  155 (298)
  Q Consensus        89 P~~I~~~DyFKqsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt  155 (298)
                        |+..-...||++++|+++.+.|.+.+.+.|...+..++..+++.+..++.+.+..|..+|.++....
  T Consensus       230 p~~rl~hpwf~~a~pe~~~~lr~ll~~~pg~riSa~el~~egdflLr~~~~k~~d~~~~g~i~~~~~  296 (448)
  T 4ik8_A          230 PDHMKQHDFFKSAMPEGYIQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL  296 (448)
  T ss_dssp             CGGGGGGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCB
  T ss_pred             ccccccccchhhcCCHHHHhhhheeecCCCCccCHHHHHhhhhhhheeeeccccCcccccchhHHHh

No 61

>4zf5_A Green fluorescent protein; HET: 4NU; 1.70A {Aequorea victoria} PDB:  4zf4 _A*  4zf3 _A*  3p28 _A*
  Probab=99.29  E-value=6e-12  Score=116.58  Aligned_cols=51  Identities=88%  Similarity=1.283  Sum_probs=0.0

  Q ss_pred             ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC
  Q Sun_Nov_08_06:   14 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT   64 (298)
  Q Consensus        14 ~~~~G~~~~~~~m~~k~~meG~VNGh~F~I~GeG~G~p~eG~q~~k~~vt~   64 (298)
                        |++.|+++|+++|+++++|||+||||+|+|+|||+|++.-|++++|++||.
  T Consensus       202 ~~~~~~~~~~~~~~~~~~~~g~~ng~~~~~~g~g~~~~~~~~~~~~~~~~~  252 (252)
  T 4zf5_A          202 SASQGEELFTGVVPILVELDGDVNGHKFSVRGEGEGDATIGKLTLKFISTT  252 (252)
  T ss_dssp             -CCCGGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEC-
  T ss_pred             cccchhHhhcCcceeEEEecceecceEEEEEecccCceeeeeeEEEEEEcC

No 62

>3osr_A Maltose-binding periplasmic protein, green fluore protein; engineered protein, sensor protein,
  fluorescent protein, MBP maltose sensor; HET: C12 MAL; 2.00A {Escherichia coli}
  Probab=98.73  E-value=7.7e-08  Score=97.99  Aligned_cols=92  Identities=91%  Similarity=1.329  Sum_probs=0.0

  Q ss_pred             EEecccCCCCeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeecc
  Q Sun_Nov_08_06:  164 VYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGI  243 (298)
  Q Consensus       164 ~~~~~d~~~~gi~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~  243 (298)
                        +++..+.....++..+...-...+|.+...-.|..+.|+++.+..+|+.|+...+.+.++|++++|||++++|.++|+|+
  T Consensus       353 ~~p~~e~~~~~l~~~f~~~~~~~~~~~~~~~~~~~~~p~~~~~~~~~~~~~~~~~~~~~~d~~~~~~~~~~~~~~~~~~~  432 (653)
  T 3osr_A          353 VYIMADKQRNGIKANFKIRHNIEDGGVQLAYHYQQNTPIGDGPVLLPDNHYLSTQSKLSKDPNEKRDHMVLLEFVTAAGI  432 (653)
  T ss_dssp             EEEEEEGGGTEEEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEECC
  T ss_pred             chhHHHHHHHHHhhhhhhcchhhcCCceecccccCcCCCCCCCccCccceeeeeeeeecCCccccccceEEEEEeecccc
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  Q ss_pred             ccccchhhhhcc
  Q Sun_Nov_08_06:  244 THGMDELYKSGL  255 (298)
  Q Consensus       244 ~~~~~~~~~~~~  255 (298)
                        +++||||||+|.
  T Consensus       433 ~~~~~~~~~~~~  444 (653)
  T 3osr_A          433 TLGMDELYKGGT  444 (653)
  T ss_dssp             C-----------
  T ss_pred             cccccccccCCC

No 63

>3rwa_A Fluorescent protein FP480; GFP-like fluoresent proteins, mkate, circular permutated, FL protein; HET:
  NRQ; 1.67A {Entacmaea quadricolor} PDB:  3rwt _A*
  Probab=98.02  E-value=1.4e-05  Score=73.69  Aligned_cols=46  Identities=17%  Similarity=0.224  Sum_probs=0.0

  Q ss_pred             CE---EEEEEEEEcccCcCC---CcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  189 SV---QLADHYQQNTPIGDG---PVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       189 g~---~~~T~yk~kkPi~~~---~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        +|   +|+|+|++|     +   +|+||++||++||+...+ .++....+.|.|.|.|
  T Consensus         1 ghy~C~f~TtYkaK-----K~~~~v~mP~~HFVdHrie~~~-~~~~~~~v~l~E~AvA   52 (233)
  T 3rwa_A            1 GHLICNLKTTYRSK-----KPAKNLKMPGVYYVDRRLERIK-EADKETYVEQHEVAVA   52 (233)
  T ss_dssp             CEEEEEEEEEEEES-----SCGGGCCCCCSEEEEEEEEEEE-EETTTTEEEEEEEEEE
  T ss_pred             CceEEeeEeEEccc-----CCCCcCCCCCCeEEEEEEEEEE-ecCCCCEEEEEEEEEE

No 64

>4kf5_C Fluorescent protein sfcherry+GFP10-11; HET: CRO CH6; 2.60A {Synthetic construct}
  Probab=97.90  E-value=7.5e-05  Score=69.84  Aligned_cols=66  Identities=15%  Similarity=0.293  Sum_probs=0.0

  Q ss_pred             cCCCCeEEEEEEEEEEeCC--CCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
  Q Sun_Nov_08_06:  169 DKQKNGIKVNFKIRHNIED--GSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA  240 (298)
  Q Consensus       169 d~~~~gi~g~~~~~l~l~d--Gg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A  240 (298)
                        ++.|..++-+++.|..+.+  |+|   +|+|+|++|+     +|+||++||++||+....-..+- ..+.|.|.|.|
  T Consensus       184 e~rDH~~~~E~~~a~~~~~~~g~~~~~~~~t~y~~kk-----~v~~p~~~fv~~~~~~~~~~~~~-~~v~~~e~a~a  254 (260)
  T 4kf5_C          184 EKRDHMVLLEYVTAAGITDASGGHYDAEVKTTYKAKK-----PVQLPGAYNVDIKLDITSHNEDY-TIVEQYERAEG  254 (260)
  T ss_dssp             CCSSEEEEEEEEEEESCCSCCSSEEEEEEEEEEEESS-----CCCCCCSEEEEEEEEEEEECTTS-SEEEEEEEEEE
  T ss_pred             ccccceeeeeeeeccccccCCCCcEEEEEEEEEeccC-----CcCCCCceEEEEEEEEeeecCCC-cEEEEEEEEEE

No 65

>3osq_A Maltose-binding periplasmic protein, green fluore protein; engineered protein, sensor protein,
  fluorescent protein, MBP maltose sensor; HET: C12 MAL; 1.90A {Escherichia coli}
  Probab=96.47  E-value=0.023  Score=58.49  Aligned_cols=86  Identities=93%  Similarity=1.344  Sum_probs=0.0

  Q ss_pred             cCCCCeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeeccccccc
  Q Sun_Nov_08_06:  169 DKQKNGIKVNFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMD  248 (298)
  Q Consensus       169 d~~~~gi~g~~~~~l~l~dGg~~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E~rDhi~~vE~~~A~~~~~~~~  248 (298)
                        +.+..|+...+.+.-.+.+|+.++.-+|+++.|++.+++.||..||+.....+++|++++|+|+.+.|+..+.|++..|+
  T Consensus       220 ~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~g~~~~~~  299 (661)
  T 3osq_A          220 DKQKNGIKANFKIRHNIEDGGVQLAYHYQQNTPIGDGPVLLPDNHYLSTQSKLSKDPNEKRDHMVLLEFVTAAGITLGMD  299 (661)
  T ss_dssp             EGGGTEEEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEECCCCCHH
  T ss_pred             ccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccchhhhhcccccccccc

  Q ss_pred             hhhhhc
  Q Sun_Nov_08_06:  249 ELYKSG  254 (298)
  Q Consensus       249 ~~~~~~  254 (298)
                        +.|+-+
  T Consensus       300 ~~~~~~  305 (661)
  T 3osq_A          300 ELYKGG  305 (661)
  T ss_dssp             HHTTC-
  T ss_pred             cccccc

No 66

>3wxr_K Proteasome subunit beta type-4; UPS, 20S proteasome, hydrolase, protease, 19S regulatory PAR
  multicatalytic protease; 3.15A {Saccharomyces cerevisiae S288C} SCOP: d.153.1.4
  Probab=94.18  E-value=0.01  Score=53.24  Aligned_cols=15  Identities=100%  Similarity=1.719  Sum_probs=0.0

  Q ss_pred             ccccccCCccccccc
  Q Sun_Nov_08_06:  270 DYKDHDGDYKDHDID  284 (298)
  Q Consensus       270 ~~~~~~~~~~~~~~~  284 (298)
                        +|++|||||||||||
  T Consensus       217 ~~~~~~~~~~~~~~~  231 (238)
  T 3wxr_K          217 DYKDHDGDYKDHDID  231 (238)
  T ss_dssp             ---------------
  T ss_pred             EEEeccCCccccccc

No 67

>4oy4_A CAM, chimera protein of calmodulin, GPF-like protein E myosin light chain kinase; calcium, fluorescent
  protein, photoconversion, integrator; HET: CR8; 2.03A {Rattus norvegicus}
  Probab=47.29  E-value=2e+02  Score=28.07  Aligned_cols=64  Identities=9%  Similarity=0.188  Sum_probs=0.0

  Q ss_pred             CCeEEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCcc-CCceEEEEEEEE
  Q Sun_Nov_08_06:  172 KNGIKVNFKIRHNIEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNE-KRDHMVLLEFVT  239 (298)
  Q Consensus       172 ~~gi~g~~~~~l~l~dGg~---~~~T~yk~kkPi~~~~v~mP~~Hfi~~~~~~sKD~~E-~rDhi~~vE~~~  239 (298)
                        +..+.|.+...+.....-+   ++.++++++.    -.+.||.+||+.+.+.++.++++ .+.|++..+...
  T Consensus       166 d~~~~G~i~l~~l~~~~~~y~~~~~~~~~~~~----~g~~l~~~~~~~~~~~~~~~~~d~~~~~~~~~~~~~  233 (413)
  T 4oy4_A          166 DGVLTGDIHMALLLEGNAHYRCDFRTTYKAKE----KGVKLPGYHFVDHCIEILSHDKDYNKVKLYEHAVAH  233 (413)
  T ss_dssp             TTEEEEEEEEEEEETTSCEEEEEEEEEEEESS----TTCCCCCSEEEEEEEEEEEECTTSSEEEEEEEEEEE
  T ss_pred             cccCCceeeehhhhccccccccCCccceehhh----cCCCCCccceeeeEEEEecCcccccccchhhhhhcc
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No 68

>4r03_A Uncharacterized protein; PF12930 family protein, DUF3836, structural genomics, joint for structural
  genomics, JCSG; HET: MSE CIT; 1.50A {Parabacteroides distasonis atcc 8503}
  Probab=37.36  E-value=2e+02  Score=23.63  Aligned_cols=70  Identities=14%  Similarity=0.286  Sum_probs=0.0

  Q ss_pred             cCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEEEEEEEEeCCCCEEEE
  Q Sun_Nov_08_06:  115 KDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVNFKIRHNIEDGSVQLA  193 (298)
  Q Consensus       115 EDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMqkkt-~~~~~~e~~~~~~d~~~~gi~g~~~~~l~l~dGg~~~~  193 (298)
                        |++|.+++..-+..+++.+....+..=. +.++|-|..|.+ .|+...+.-.+           ..++.+.-.+.+-.+.
  T Consensus        10 ~~ng~v~~~tVyk~~~~~L~~~~KY~Y~-YD~~grl~eK~a~kWn~~k~~W~~-----------~~~~~Y~Y~~~~~~~~   77 (109)
  T 4r03_A           10 EENGKIISKVVFLQENGLLNKQVRYEFQ-YNENGKVSEKKAFRWDRTNDEWVP-----------FYQITYQYDDQSGEIK   77 (109)
  T ss_dssp             EETTEEEEEEEEEEETTEEEEEEEEEEE-ECTTSSEEEEEEEEEETTTTEEEE-----------EEEEEEEECTTTSEEE
  T ss_pred             eeCCEEEEEEEEEecCCEecceEEEEEE-ECCCCCEEeeeeeeeccCCCceEE-----------eEEEEEEECCCCcEEE

  Q ss_pred             EEE
  Q Sun_Nov_08_06:  194 DHY  196 (298)
  Q Consensus       194 T~y  196 (298)
                        ++|
  T Consensus        78 i~Y   80 (109)
  T 4r03_A           78 TNY   80 (109)
  T ss_dssp             EEE
  T ss_pred             EEE

No 69

>2k4v_A Uncharacterized protein PA1076; structural genomics, unknown function, PSI-2, protein struct initiative;
  NMR {Pseudomonas aeruginosa}
  Probab=35.61  E-value=35  Score=28.98  Aligned_cols=15  Identities=33%  Similarity=0.931  Sum_probs=0.0

  Q ss_pred             EEEEEEEEECCEEEE
  Q Sun_Nov_08_06:   28 ILVELDGDVNGHKFS   42 (298)
  Q Consensus        28 ~k~~meG~VNGh~F~   42 (298)
                        +.++|.|+|||..|+
  T Consensus        41 l~f~m~G~I~Gk~f~   55 (125)
  T 2k4v_A           41 VHFDMDGEIDGKPFS   55 (125)
  T ss_dssp             EEEEEEEEETTEEEE
  T ss_pred             EEEEEEeeECCEecc

No 70

>2i9x_A Putative septation protein spovg; APC86317.1, staphylococcus epidermidis ATCC 12228, ST genomics, PSI-2,
  protein structure initiative; 1.80A {Staphylococcus epidermidis} SCOP: d.366.1.1
  Probab=23.52  E-value=2.1e+02  Score=22.50  Aligned_cols=34  Identities=12%  Similarity=0.255  Sum_probs=0.0

  Q ss_pred             EEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEE
  Q Sun_Nov_08_06:  107 VQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELK  140 (298)
  Q Consensus       107 sweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~  140 (298)
                        |--|...++..|-+.+-+.+++++--.++.+++.
  T Consensus         7 TdVri~~i~~~g~lka~asVt~d~~fvI~~ikVi   40 (87)
  T 2i9x_A            7 TDVRLRKIQTDGRMKALVSITLDEAFVIHDLRVI   40 (87)
  T ss_dssp             EEEEEEECCSSSSEEEEEEEEETTTEEEEEEEEE
  T ss_pred             EEEEEEEeCCCCCEEEEEEEEECCEEEEeeEEEE

No 71

>2ia9_A Putative septation protein spovg; APC85465, bacillus subtilis subsp. subtilis STR. 168, structural
  genomics, PSI-2; 3.00A {Bacillus subtilis} SCOP: d.366.1.1
  Probab=21.87  E-value=2.2e+02  Score=23.01  Aligned_cols=34  Identities=18%  Similarity=0.294  Sum_probs=0.0

  Q ss_pred             EEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEE
  Q Sun_Nov_08_06:  107 VQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELK  140 (298)
  Q Consensus       107 sweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~  140 (298)
                        +--|.-.++..|-+.+.+.+++++--.++.+++.
  T Consensus         7 tdVri~~i~~~g~lkA~asVt~dd~fvI~~IKVi   40 (100)
  T 2ia9_A            7 TDVRLRRVNTDGRMRAIASITLDHEFVVHDIRVI   40 (100)
  T ss_dssp             EEEEEEECCSSSSEEEEEEEEETTTEEEEEEEEE
  T ss_pred             EEEEEEEeCCCCCEEEEEEEEECCEEEEeeEEEE

No 72

>3wxr_K Proteasome subunit beta type-4; UPS, 20S proteasome, hydrolase, protease, 19S regulatory PAR
  multicatalytic protease; 3.15A {Saccharomyces cerevisiae S288C} SCOP: d.153.1.4
  Probab=21.81  E-value=24  Score=31.44  Aligned_cols=13  Identities=85%  Similarity=1.334  Sum_probs=0.0

  Q ss_pred             ccccccCCccccc
  Q Sun_Nov_08_06:  270 DYKDHDGDYKDHD  282 (298)
  Q Consensus       270 ~~~~~~~~~~~~~  282 (298)
                        ||||||=||||.|
  T Consensus       224 ~~~~~~~~~~~~~  236 (238)
  T 3wxr_K          224 DYKDHDIDYKDDD  236 (238)
  T ss_dssp             -------------
  T ss_pred             CccccccccccCC

No 73

>2i9z_A Putative septation protein spovg; APC86317, staphylococcus epidermidis ATCC 12228, STRU genomics, PSI-2,
  protein structure initiative; 2.30A {Staphylococcus epidermidis} SCOP: d.366.1.1
  Probab=21.44  E-value=2.3e+02  Score=23.11  Aligned_cols=34  Identities=12%  Similarity=0.255  Sum_probs=0.0

  Q ss_pred             EEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEE
  Q Sun_Nov_08_06:  107 VQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELK  140 (298)
  Q Consensus       107 sweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~  140 (298)
                        |--|...++..|-+.+.+.+++++--.++.+++.
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  T Consensus         7 TdVri~~i~~~g~lkA~aSVt~d~~fvI~~IKVi   40 (105)
  T 2i9z_A            7 TDVRLRKIQTDGRMKALVSITLDEAFVIHDLRVI   40 (105)
  T ss_dssp             EEEEEEECCSCSSEEEEEEEEETTTEEEEEEEEE
  T ss_pred             EEEEEEEeCCCCCEEEEEEEEECCEEEEeeEEEE

Done!
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