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Sun_Nov_08_06:06:01_+0100_2015 (seq=DPLALPVATP...DDKHHHHHHG Len=298 Neff=4.2 Nseqs=118)

Hit Prob E-value P-value Score SS Cols Query HMM Template HMM
4xov_A Rsgreen0.7; green fluor 100.0 2.2E-96 6E-101 681.9 32.8 238 13-252 33-270 (270)
2wur_A Green fluorescent prote 100.0 2.5E-96 7E-101 670.5 32.2 236 15-252 1-236 (236)
4xgy_A Green fluorescent prote 100.0 9.6E-95 2.7E-99 676.7 31.6 238 15-254 8-258 (303)
3vht_B Green fluorescent prote 100.0 2.3E-91 6.4E-96 650.5 32.6 231 14-246 3-233 (271)
3ai4_A Yeast enhanced green fl 100.0 5.5E-91 1.5E-95 648.9 32.5 228 15-244 4-231 (283)
4jrb_A Green fluorescent prote 100.0 2E-88 5.6E-93 661.1 33.5 228 14-243 3-230 (416)
4u2v_B Green fluorescent prote 100.0 2.7E-88 7.5E-93 640.5 32.4 227 15-243 4-230 (313)
2hpw_A Green fluorescent prote 100.0 1.5E-87 4.1E-92 613.3 32.7 227 14-252 3-233 (233)
2jad_A Yellow fluorescent prot 100.0 6.8E-86 1.9E-90 634.0 33.8 239 15-257 1-241 (362)
3ned_A Pamcherryl protein; RFP 100.0 TE-86 2E-90 604.9 32.3 220 19-252 18-242 (242)
4he4 A Yellow fluorescent prot 100.0 3.6E-85 1E-89 601.2 32.8 232 16-259 2-239 (244)
4xbi_A CLPB protein, putative, 100.0 9.4E-85 2.6E-89 627.3 32.2 225 19-245 154-378 (381)
3ai5_A Yeast enhanced green fl 100.0 1.8E-84 5.1E-89 611.0 32.8 231 15-247 4-234 (307)
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)
f'zo 4ohs_A FAR-RED fluorescent pro 100.0 3.7E-83 1E-87 585.4 29.5 208 18-240 10-225 (237)
1 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 1lxmz_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 lyzw_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)
T 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 2z06_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)
j‘ 40 4dkn_A Amphioxus green fluores 100.0 1.6E-79 4.4E-84 556.9 28.5 204 23-241 7-217 (221)
_1 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)
) a3 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)
) a7 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)
) a9 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 3uOk_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 Rgecol; 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 30sq_A Maltose-binding peripla 99.7 1.2E-15 3.4E-20 155.6 19.6 149 10-160 306-454 (661)
T 58 4i2y A Rgecol; 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 30sq_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)

"1 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)

1 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)
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Score=681.91 Aligned cols=238 Identities=93% Similarity=1.417
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GYS IPA EOH; 0.90A {Aequorea victoria} SCOP: d.22.1.1 PDB: 1lemk _A* 1leme _A* lemc _A* leml _A* 1s6z _A¥*
lc4f _A* 1lemb _A* lemg _A* lema _A* 1q4b _A* 1lw7s _A* 2emd _A* lemm _A* 2emn _A*
E-value=2.5e-96 Score=670.51 Aligned cols=236 Identities=98% Similarity=1.489 Sum_probs=0.0
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|_ >4xgy_A Green fluorescent protein, MAB LCDR3, green fluor protein; fluorobody, GFP; HET: CRO PE5;
4enl _A*
E-value=9.6e-95 Score=676.70 Aligned cols=238 Identities=95% Similarity=1.431 Sum_probs=0.0
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[KANFKIRHNIEDGSHQYHRSPKTLOGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRDHMVLLEFVTAA
EEEEEEEEEEBCCCCTTSCCCCCCHHHHEEEEEEEEEEEESSSSCCCCCC CTTCCS

eEeeEEEEEEeCCCceeeccccccccceEEEEEEEEecCcCeccceccCCCCC CCCCccCeeehhhhHhHh

cccccechhhhhe

GITHGMDELYKSG 254 (298)
254 (298)
258 (303)
258 (303)

cccecchhheeCC

PoE 5 rulmed

ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhheccceecccCCCCCC
MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMK
B € m~~k~-meG-VNGh~F~I~-GeG~G~p~eG~g~~k~~vt~GpLPFS~dILs~~f~-YG~-r~FtkYP-~I~
[ [ [ [ [ [ #[] [[R] fe LTL [I] ] ]+
g m~~k~~meG~VNGh~F~i~G~G~G~p~~G~~~~k~~~t~gpLPfs~diL~~~f~ ~~F~kYP~~i~
HMSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFX QCFARYPDHMK
—=CT EEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGG
ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCCCEEEEEEEEeCCCCCCCHHHhhhhecec--cccceceCCCCCC

chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCC
RHDFFKSAMPEGYVQERT IFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVY IMADKQKN

94
94

78
78

174
174

158
158

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

1zlp _A*

(298)
(298)

(236)
(236)

(298)
(298)

(236)
(236)

252 (298)
252 (298)

236 (236)
236 (236)

94
94

174
174

165
165

241
241

245
245

93
93

80

173

(298)
(298)

(303)
(303)

(298)
(298)

(303)
(303)

(298)
(298)

(303)
(303)

nt protein, ATPase wrnipl; green fluorescent protein, fusion protein, zinc finger, UBIQ
fluorescent protein-protein binding complex; HET: CR2; 2.40A {Aequorea victoria}
E-value=2.3e-91 Score=650.48 Aligned cols=231 Identities=97% Similarity=1.471 Sum_probs=0.0

(298)
(298)

(271)
(271)

(298)

1bfp _A* 1le

1.49A {Requorea
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Q Consensus 94 ~~-DyFKgsfPeGYsweRt~~FEDGGv~-t~~~~itleg~c~~~~v~~~G-nFP~-dGPVMgkkt~~~~~~ e~~~ d~~~~ 173
FEVTEEERLEETT+ET I+ L LT[ [ [ [ [t [ [ LTI ][ttt |

T Consensus 81 ~~d~Fk~sfpeGys~eRt~~fEDgGv~t~~~~itleg~~~~~~ v~~~G~nFp~dGPVmgkk~~~~~~~ e~~~ dg~~~ 160

T 3vht_B 81 QHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKN 160

T ss_dssp GGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCC: GGT

T ss_pred ccCHhHhhCCCceEEEEEEEecCCCEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCeceeEEECCCCCee

Q ss_pred eEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEE EecCccCCc ccce

Q Sun_Nov_08_06: 174 GIKVNFKIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHG 246 (298)

Q Consensus 174 gi~g~~~~~1~1-dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~VE~~~A~~~~~~ 246 (298)
][] | ] || | [ ] ] ] ] |

T Consensus 161 ~1-g~~~~~1~1-~Gg~~~~t~y~~kkPi~~~~v-mP~~Hfi~~~1-~sKD-se-rd-v-~~E~~~A-~~~-s 233 (271)

T 3vht_B 161 GIKVNFKIRHNIEDGSVQLADHYQQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITGS 233 (271)

T ss_dssp EEEEEEEEEEEBTTSCEEEEEEEEEEEESSCSCCCCCCSEEEEEEEEEECCTTCCS! C———

T ss_pred EEEEeeEEEEEeCCCCEEEEEEEEEcccccCCCccCCCCeEEEEEecceecCcccCceEEEEEeeeccCCCee

No 5

== Bl tb= BB rulmed

| >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* 210g _A¥*

(298)

(271)
(271)

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 cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhecccceecccCCCCCCe
Q Sun_Nov_08_06: 15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR 94
Q Consensus 15 ~~~G~—~ ~m~~k~~meG~VNGh~F~I~-GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~ 94
A sl [T T T [ LT+ T+ ] 4] 4+
T Consensus 4 m~~g~~1~k~~M~~k~~meG~VNGh~F~I~-GeG~G~p~eG~q~~kl~vtkGpLPFS~dILs~~fg--~r~F~kYP~~I~~ 81
T 3ai4_A 4 MSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFX--VQCFARYPDHMKQ 81
T ss_dssp CccC EEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGCBCCGGGGG
T ss_pred cccchhhcccCceEEEEEEEEECCEEEEEEEeEeeCCCCCEEEEEEEEecCCCCCCHHHhhhhhe--cccecececCCCCCCe
Q ss_pred hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCe
Q Sun_Nov_08_06: 95 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG 174
Q Consensus 95 ~DyFKgsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt~~~~~~ e~~~ d-~~-~-g 174
CEVTLTTET LT EE LT+ TTTT L T+t L] Tt [ [ LT [+ | ] s [t e
T Consensus 82 ~DyFKgsfPeGYsweRt~~FEDGGvV~t~~~~isleg~~~~~~ v~~~G~nFP~dGPVMgkk~~~~ps~e~~~~~~ Dg-~-~-g 161
T 3ai4_A 82 HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG 161
T ss_dssp GCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCBCSCCCCEEEEEEEEGGGTE
T ss_pred CChHHHhCCCceeEEEEEEECCCCEEEEEEEEEEeCCEEEEEEEEEEecCCCCCCcccccccCCCCceEEEecCCCCece
Q ss_pred EEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEE CccCCe cc
Q Sun_Nov_08_06: 175 IKVNFKIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHVVLLEFVTAAGIT 244 (298)
Q Consensus 175 i~g~~~~~1~1~-dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A~~~~ 244 (298)
\++ ]| [ | ]| ][] ] ] ]
T Consensus 162 1~~~ 1-1-gGg~~~~t~Yk~kkPi~a~~v-mP~~HFv-hri~~-kd-~d~~dh-Vg-E~a~A~~~~ 231 (283)
T 3ai4_A 162 TKVNFKTRHNTEDGSVQTADHYQQNTPTGDGPVRRPDNHYTSTQSATSKDPNEKRDHMVTTEFVTAAGTT 231 (283)
Tss_dssp EEEEEEEEEEBTTSCEEEEEEEEEEEE CCCCCCSEEEEEEEEEECCTTCC C
T ss_pred EEEEeCCCCEEEEEEEEecCcCccccccCCCcEEEEEEEEEeecCCCCCCceEEE cCCc

n ,“'Z.RH: ® yﬂ”g Pubmed

binding protein; HET: CR2 PGT D12; 2.41A {Aequorea victoria}

(298)
(298)

(283)
(283)

(298)
(298)

(283)
(283)

>4jrb_A Green fluorescent protein, major allergen BLA G 1; asthma, NEW fold, proposed lipid binding protein,

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 ccccchhheccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhheccceecccCCCCCC

Q Sun_Nov_08_06: 14 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMK 93

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
iRl R E e b N e N R R e R NN R R R R R N RN AR R R N RN N RN R b

T Consensus 3 g m-~~~~ m~G~vNgh~F~i~G~G~G~p~~G~~~~~~~~~~gpLpfs~~il~~~~~ —emm—fmyP-~i~ 80

T 4jrb_A 3 HMSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFX--VQCFARYPDHMK 80

T ss_dssp cce EEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGG

T ss_pred ccccchhhcCCCceEEEEEEEEECCEEEEEEEEEeecCCCCeEEEEEEEeCCCCCCCHHHHhhhhh--hhhheeCCCCCC

Q ss_pred chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCC

Q Sun_Nov_08_06: 94 RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKN 173

Q Consensus 94 ~~DyFKgsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G-nFP~dGPVMgkkt~~~~~~ e~~~ d~~~~ 173
FEVEEREREEELTEETTT I LT LT LT L e [ LTI LTTTT T[] [ bt | 4

T Consensus 81 ~~d-fk-~-p-Gy--~R--~-fedgg G~~Fp~dgpvm-Kk~~~~~~~~~~~~~~~ d---~ 160

T 4jrb_A 81 QHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKN 160

T ss_dssp GGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEEEETTTT

T ss_pred cCCHHHHhCCCCeeEEEEEEecCCcEEEEeeEEeeeCCEEEEEEEEEeeCCCCCCccccccccCCCCceeEEEccCCCCe

Q ss_pred eEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeecc

Q Sun_Nov_08_06: 174 GIKVNFKIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHVVLLEFVTAAGT 243 (298)

Q Consensus 174 gi~g~~~~~1~1-dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A~~~ 243 (298)
SR R R R N R R R R e e e e R e e RN R R R R e e N A R

T Consensus 161 ~l-—————mmmmm G-~~~ t-y-—~kP ~~P~~hf kd~~~~rd~~~~~ e-~~asg~ 230 (416)

T 4jrb_A 161 GIKVNFKIRHNIEDGSVQLADHYQQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGI 230 (416)

TSS_dSSp EEEEEEEEEEEBTTSCEEEEEEEEEEEE CCCCCCSEEEEEEEEEECCSSCCSC(

T ss_pred eEEEeeEEEEEeCCCCEEEEEEEEecccCcccccCCCCeEEEEEEeeeecccccCcccEEEEEEeeeccC

== B to= B rulmed

. >4u2v_] B Green fluorescent protein,BCL-2 homologous antagonist/killer; apoptosis, BAK; HET: CR2 MPD; 2.30A

{Aequorea victoria} PDB: 4bdu _A%*

(298)
(298)

(416)
(416)

(298)
(298)

(416)
(416)

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 cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHEhhhhheccceeccecCCCCCCe

Q Sun_Nov_08_06: 15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR 94

Q Consensus 15 ~~~G~~~~~~~ m-~k~-meG~VNGh~F~I-GeG~G~p~eG~gq~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I-~ 94
[TT1+] T ++]++

T Consensus 4 ~~—g-—mmm m~~~~~] meG-VNGh~F~i~G~G~G~p~~G~~~~~~~vt~gpLPfs~diL~~~f~--~~~F~KYP~~i-~ 81

(298)
(298)

(313)

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116
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H 33

10 10 ©

HHeHaAa

10 10 O

HHaHaAa

4u2v_B
ss_dssp
ss_pred

ss_pred
Sun_Nov_08_06:
Consensus

Consensus
4u2v_B
ss_dssp
ss_pred

ss_pred
Sun_Nov_08_06:
Consensus

Consensus
4u2v_B
ss_dssp
ss_pred

=

175
175

162
162

fluorescent protein; GFP, structural genomics, PSI, protein initiative; HET: GYS;

MSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTTGKLPVPWPTLVTTFX~~VQCFARYPDHMKQ 81
Ccs EEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGCBCCGGGGG
cccchhhceccCceEEEEEEEEECCEEEEEEEeEeeCCCCCEEEEEEEEecCCCCCCHHHhhhhhe--chhececcccccc

hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCe

HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG 174
~DyFKgsfPeGYsweRt~~FEDGGvV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt~~~~~~ e~~~ d-~-~-~-g 174
RN RN NN R RN R R e e N R N N R R R e N e NN N R R AR R R s

~d~-fk~s-peGy-~eRt-~fEDggv-t~~~~~~ leg-——~~~~~~~~ G-nFp~dGPVM~Kk~~~~~~~~ e~~~ d-=~-= 161

HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG 161
GCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCBCSCCCCEEEEEEEEGGGTE
CChHHHhCCCCeeEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEecCCCCCCcccccccCCCCceeEEecCCCccce

EEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEeecc
[KVNFKIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGT 243 (298)

i~g~~~~~1~1-dGg~~~~T~yk-kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vVE~~~A-~~ 243 (298)
B R R R R R R R e e e R R N R R R R e N .
1l 1-~G~~~~~ t~y~-~~kPig~~~v~~P~~Hfv-~~1~~skd~~e~~d~~~~~ Eii-A-g~ 230 (313)

IKVNFKIRHNIEDGSVQLADHYQQONTPIGDGPVLLPDNHYLSTQSNLSKDPNEKRDHMVLLEFVTAAGI 230 (313)
EEEEEEEEEEBTTSCEEEEEEEEEEEE CCCCCCSEEEEEEEEEECCTTCC
EEEEeCCCCEEEEEEEEeCCccccccccCCCecceEEEEeccCCCcccecccccccccceccccCC

== BER scor. EBE B rusled

+ ]
(" >2hpw_A Green

gregaria} SCOP: d.22.1.1

Probab=100.00

10 10 O HHaHaAa 0 10 O HHaHaAa 0 10 O HHaHaAa 0 10 O

HHaAaA3

ss_pred
Sun_Nov_08_06:
Consensus

Consensus
2hpw_A
ss_dssp
ss_pred

ss_pred
Sun_Nov_08_06:
Consensus

Consensus
2hpw_A
ss_dssp
ss_pred

ss_pred
Sun_Nov_08_06:
Consensus

Consensus
2hpw_A
ss_dssp
ss_pred

ss_pred
Sun_Nov_08_06:
Consensus

Consensus
2hpw_A
ss_dssp
ss_pred

172
172

157
157

250
250

231
231

==

ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhecccceecccCCCCCC

MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMK 93
~===G~~ ~~m~~k~~-meG~VNGh~F~I-GeG~G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP-~I~ 93
st e e | ] [t [T [ ]+

~m~~g~~~~~~~m-~Kk~~meG-VNGh~F~i~GeG~G-p~eG~q~~kl-vtkGpLPFs~dILs~~f~--~r~F~kKYP~~i- 79
ALTEGAKLFEKEIPYITELEGDVEGMKF I IKGEGTGDATTGT IKAKY ICTTGDLPVPWATILSSLX~-~VFCFAKYPRHI~ 79

—-CHHHHTTSSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCHHHHTTTC---CGGGSBCCTTS—
cccecchhhcCCCceEEEEEEEEECCEEEEEEEEEeeCCCCCEEEEEEEEecCCCCCCHHEhhhheec--cccceceCCCCC-

chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc—--ccCCCceeEEecccCC

RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL~-~-EYNYNSHNVYIMADKQ 171
~~DyFKgsfPeGYsweRt~~FEDGGV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-—~~~~~~ e~~~ d-~ 171
SRR R R R N NN R R R R R R R R N N N NN RN I R R R R B o
-~dyFK~sfpeGys~eRt~~fEDGGV~t~~~~isleg~~~~~~ v~~~G~nFP~dGPVMgkk~t~~weps~e~~~p-~-~~ 156
~ADFFKSTQPDGYSQDRIISFDNDGQYDVKAKVTYENGTLYNRVTVKGTGFKSNGNILGMRVLYHSPPHAVYILP-D-RK 156
—-CCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEEEEEE-E-GG
~CChHHHhCCCCeeEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEeCCCCCCcccccccccccCCcEEEEEE-e~-CC
CCeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEE: C-ccCCe ccccce-h
KNGIKVNFKIRHNIEDGSVQLADHYQQNTP I GDGPVLLPDNHYL,STQSALSKDP-NEKRDHMVLLEFVTAAGITHGMD-E 249
~~gi~g~~~~~1~1~-dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~-~E~rDhi~~VE~~~A~~~~~~~~ -= 249
[ ] ] e | | [ [ ] ] ] ] o+
dg-L-g-~~~~1~1-~Gg~—~~~~~ t~-~kp~~a~-~v-~P~~Hf~~~~1--skd~~~e~~d~v-~~E~~~A-——---~ ~=== 230
NGGMKIEYNKAFDVMGGGHQMARHAQFNKPLGAWEEDYPLYHHLTVWTSFGKDPDDDETDHLTIVEVIKA- 230

GTEEEEEEEEEEEBTTSCEEEEEEEEEEEESSCCCCCCCCSEEEEEEEEEECCTTCSSSCEEEEEEEEEE—
CCEEEEEEEEEEEeCCCCEEEEEEEEEeeeccCCCCCCCCCEEEEEEEEEEeCCCccccCeEEEEEEEEE—————-

hhh
LYK 252 (298)
~~~ 252 (298)
[+
~~~ 233 (233)
TYR 233 (233)
GGC
ccC

POE B rulmed

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

(313)

(298)
(298)

(313)
(313)

1.55A {Clytia

E-value=1.5e-87 Score=613.34 Aligned cols=227 Identities=41% Similarity=0.804 Sum_probs=0.0

(298)
(298)

(233)
(233)

(298)
(298)

(233)
(233)

(298)
(298)

(233)
(233)

+ |
!_ >2jad_A Yellow fluorescent protein glutaredoxin fusion protein; electron transport, redox- active center, yeast,

GRX1P, transport; HET:
Probab=100.00

0 10 10

HHaAaAa

10 10 10

HHaHaA3

0 10 10

ss_pred
Sun_Nov_08_06:
Consensus

Consensus
2jad_A
ss_dssp
ss_pred

ss_pred
Sun_Nov_08_06:
Consensus

Consensus
2jad_A
ss_dssp
ss_pred

ss_pred
Sun_Nov_08_06:
Consensus

E-value=6.8e-86

15
15

-

173
173

PIA; 2.7A {Aequorea victoria}

cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCCcCeEEEEEEEeCCCCCCCHHHhhhhheccceecccCCCCCCe

VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR 94
=G m-~k~-meG-VNGh~F~I-GeG-G-p-eG-g-~k-~vt-GpLPFS~dILs~~f-YG-r~FtkYP-~I-~ 94
R N b b N NN e e e N e b N R NN RN NN RN e N R RN R N R R

~m~~~~~m~G~VvNgh~F~i~G~G~G~p~~G~~ ~~t~GpLpfs~~iL-~ 78
MSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF IVITGKLPVPWPTLVTTFX~--LOQCFARYPDHMKR 78
-CC EEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEE S SSCGGGGTTTC---CGGGSBCCTTCGG
CCchhhhcccCceEEEEEEEEECCEEEEEEEEEeeCCCCCEEEEEEEEeCCCCCCCHHEhhhhhe-~-chhecceCCCCCCC

hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc--ccCCCceeEEecccCCC

HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL~--EYNYNSHNVYIMADKQK 172
~DyFKgsfPeGYsweRt~~FEDGGV~t~~~~itleg~c~~~~v~~~G-nFP~dGPVMgkkt——~~~~~~ e~ d-~-~ 172
RN RN NN R N R R e e R N R R R N e NN RN N R S e s i

~d~fk~s~p~Gy-~~R-~~fEdgg g G~~Fp~dgpvm-k~~~~~~~ ps-e-~~~--d-~-~ 156
HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHCV-YIV-ADKQK 156
GCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCCEEE-EEE-EETTT
CChHHHhCCCCeeEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEeecCCCCCCeeccccccCCCCcEE-EEe-ccCCC

CeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEE CccCCc cccccchhhh
NGIKVNFKIRHNIEDGSVQLADHYQQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYK 252
~gi~g~~~~~1-1-dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~VE~~~A~~~~~~~~~~~~ 252

SR e e R N R e R R e e N R R e N R E e

ch [ |+

Score=634.00 Aligned cols=239 Identities=92% Similarity=1.398 Sum_probs=

0.0
(298)
(298)

(362)
(362)

(298)
(298)

(362)
(362)

(298)
(298)
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ss_dssp
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HHaa3

ss_pred
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Consensus

(el o o]

Consensus
2jad_A
ss_dssp
ss_pred

HHaAa3

No 10

d.22.1.1 PDB: 3kcs
Ax

4h3m _A* 4h3n

157
157

253
253

237
237

~gi G y~~~kp P~~hf sk d-~V~-~E~a~~a~i~-~~~~~1-~
NGIKVNFKIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLCYQSALSKDPNEKRDHMVLLEFVTAAGITHGMHELYK
TEEEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCC! CCCHHHHHHH
Cci EEEEeCCCCEEEEEEEEecCccccCcccCCCceEEEEEEEEEeccccCCCceEEEEEEEEeccchhHHHEhh
hccee

SGLRS 257 (298)

~~~~~ 257 (298)

++-+ |

~~~~s 241 (362)
SGSGS 241 (362)

== BN score E£bBE & rubled

>3ned_] A Pamcherryl protein; RFP, beta barrel, fluorescent protein; HET: NRQ CH6 EYG; 0.95A {Discosoma SP} SCOP:
_A* 3kct _A* 31£f3 _A* 3nez _A* 2h5q _A* 2h50 _A* 2h5p _A* 2h5r _A* 3nf0 _A*
2qli _A* 4q7u _A* 2qlg _A* 2qlh _A* 4kf4 _A* 2vad _A* ...

236
236

(362)
(362)

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

4q7r _A* 4h31 _A*

Probab=100.00 E-value=7e-86 Score=604.88 Aligned_cols=220 Identities=28% Similarity=0.542 Sum_probs=0.0
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19
19

18
18

177
177

170
170

hhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhececceeccecCCCCCCchhh
EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDF
~~~~~~~ m~-~Kk~~meG~VNGh~F~I~-GeG~G~p~eG~g~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~Dy
ol lrrrt [ 4] ][+ Tl s [l LT 4] [T+ 4]+

~~~~~~~ m~~k~-meG~VNGh~F~i~G~G~G~p~eG~gq~~kl-v-~ggpLPFS~diLs~~f--G~r~F~kYP~~i--~Dy
MATIKEFMRFKTHMEGSVNGHEFETEGEGEGRPYEGTQTAKLKVTKGGPLPFAWDILSPQF--XSKAYVKHPADI--PDY
HHHSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGTGGGC—---CGGGCBCCTTS--CCH
HhhCCCCceEEEEEEEEECCEEEEEEEEEEecCCcCEEEEEEEEecCCCCCCCHHHhhhhe--cceecccCCCCC--Cch

HHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEE
FKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIK

FKgsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt - ~~~~~~ e~~~ d~~~~gi~
ETTITEI+ T+ E LTI+ T [ L] [t L LTI DL+l ] e+
FK-sfPeGys~eRt~~FEDgGV~-t-~~~itleg~~~~~~ v~~~G~nFp~dGPVMgkkt~-~wePs~e~~~p----~dg-L~
LKLSFPEGFKWERVMNFEDGGVVTVTQODSSLODGEF I YKVKLRGTNFPSDGPVMQKKTMGWEACSERMYP~~~-~EDGALK
HHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECC TTEEE
HHhhCCCCcEEEEEEEecCCCEEEEEeEEEEeCCEEEEEEEEEEECCCCCCccccccccccCCcEEEEEe----eCCEEE
EEEEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEE! CccCCc cccccchhhh
VNFKIRHNIEDGSV---QLADHYQQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYK
g~~~~~1~1~dGg~~-~--~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~VE~~~A~~~~~~~~~~~~
| +++]+[+]+] [ +] ][]+ | ][] [ | L ] ] |+
g-~~~~1-1-dGg-y~~~~-T-yk-kk-- ~v~~P~~HFv~-~-rie~ ~~v-1-E~a-A- —-y-
GEMKMRLKLKDGGHYDAEVKTTYKAKK-— PVQLPGAYNTNTKLDITSH-NEDYTIVEQYERNEGRHSTGGMDELYK
EEEEEEEEETTSSEEEEEEEEEEEESS CCCCCSEEEEEEEEEEEE-CTTS GGTTTC
EEEEEEEEeCCCCEEEEEEEeeeecCC-——--— CCCCCCCEEEEEEEEEEec-CCCCCEEEEEEEEEEEcCCCCcccccC

== SCOP. EDE 8 rublmed

>4he4_A Yellow fluorescent protein; phiyfp, mutant variant of phiyfp Tyr-Gly chromophore,

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
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H A3
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ss_pred
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10 0O

Consensus
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ss_dssp
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HHE3Aa3

No 12

16

[N}

174
174

156
156

250
250

230
230

ccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhheccceecccCCCCCCch
SKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRH

~=G m-~Kk~~meG~VNGh~F~I~-GeG~G~p~eG~g~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~
R b s NN R R R R R R RN R Rl R R NN R R RN R S N N N R B
~ege e m~~k~-meG-VNGh~F~i~G~G~G~p-eG~g~~k~~~t~GpLPFs~diLs~~f~——~r-F-kYP~~i--~

SSGALLFHGKIPYVVEMEGNVDGHTFSIRGKGYGDASVGKVDAQF ICTTGDVPVPWSTLVTTLX~~-AQCFAKYGPEL--K
CSGGGGGSSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEESSSCCSSCGGGGTTTC---CGGGSBCCTTS--C
CcchhhccCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEECCCCCCCCHHHhhhhhe--cccececeCCCCe--h

hhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCC-CceeEEecccCCCC

DFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNY-NSHNVYIMADKQKN
DyFKgsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~-~~@~~~~~~ d~~~~
CELTTTTETTT+TTT LT+ et [ ] L] [l DL LTI+ DT+l ]+] 4 o
DyFKgsfPeGys~eRt~~FEDgGV~-t~~~~itleg~~~~~~ v~~~G~nFp~dGPVMgkkt~~~~pPs~e~~~p-~-~~~g

DFYKSCMPDGYVQERT I TFEGDGNFKTRAEVTFENGSVYNRVKLNGQGFKKDGHVLGKNLEFNFTPHCLY IWG-D-QANH
CHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCBCSCCCCEEEEEEE-E-GGGT
hHHHhhCCCceEEEEEEEeCCCcEEEEeeEEEeeCCEEEEEEEEEEECCCCCCchhecccccccCCCe -c-CCCC

eEEEEEEEEEEeCCC--CEEEEEEEEEcccCcCCCcCCCCCEEEEE CccCCe cccecce--h
GIKVNFKIRENIEDG--SVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMD-~E

gi~g~~~~~1-1-dG--g~~~~T~yk~kkPi~~~~v-mP-~Hfi ~~SKD~~E~rDhi~~VE~~~A~~ -
R R R N I e e N e e e N R N R R e e e e R e B R ++
~L-g~~~~~1-1-dG~~g~y~~~~~t-~kp-ak-~v-~P-~Hfv--rie---d v-~~E~a-A-—————~~~=~
GLKSAFKICHEITGSKGDFIVADHTQMNTPIGGGPVHVPEYHHMSYHVKLSKDVTDHRDNMSLKETVRA~ ==~~~ VDCRK
EEEEEEEEEEEBTTCSSCEEEEEEEEEEEESSCSCCCCCCSEEEEEEEEEECCTTSCSC ECHHH
EEEEEEEEEEEeCCCCCCeEEEEEEEeEeecccCCcCCCCCeEEEEEEEEeecCCCCCCEEEEEEEEEE—————— ecchh
hhhhcceecc
LYKSGLRSYD 259 (298)

259 (298)

239 (244)
TYDFDAGSGD 239 (244)
HTC--
heeeccCCCc

FPDE B rulme

97
97

93

176
176

169
169

(298)
(298)

(242)
(242)

(298)
(298)

(242)
(242)

252 (298)
252 (298)

242 (242)
242 (242)

95
95

77
77

173
173

155
155

249
249

229
229

(298)
(298)

(244)
(244)

(298)
(298)

(244)
(244)

(298)
(298)

(244)
(244)

beta-barrel, biomarker,
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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
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No 13

| >3ai5_A Yeast enhanced green fluorescent protein, ubiquit; ubiquitin, fusion protein, fluore protein,

19

154
154

99

232
232

179
179

312
312

hhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhececceecccCCCCCCchhhH
EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHVMKRHDFF

~~~~~~~ m~-~k~~meG~VNGh~F~I~-GeG~-G~p~eG~g~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyF
hand Aa s b R R R R R e N N R b R A R RN RN R NN R I A NN R R R AN

~~~l-~-m-~~1l-m~g-Vng-~f-~~g-g-g-~~~g-~~~~~~~~~g-lpf-~~~l-~~~——r-o—foyp-——— d-f
EELFTGVVPILVELDGDVNGHKFSVRGEGEGDATNGKLTLKF ICTTGKLPVPWPTLVTTL~~-XVQCFSRYPDHMKRHDFF

EEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGGGGCHH
cceeecc ccccCcEEEEeeccccCCCCCeEEEEEEECCCCCCCCHHHhhhhh--cccccceCCCCCCecChH

HhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCeccccccceccCCCceeEEecccCCCCeEEEE
KSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVY IMADKQKNGIKVN

KgsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt~~~~~~ e~~~~~~d~~~~gi~-g~
FETTTTTIHEEI+ I+ TL T+ I [ [ L [ [ L] LTI+ [ [ [ ] [t [t |+
k~~~p~g-~~~r-~~fed-g g-~f~~~gpvm 1---
KSAMPEGYVQERTISFKDDGTYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNFNSHNVY ITADKQKNGIKAN
HHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCC. GGTEEEEE

HhhCCCceEEEEEEEecCCeEEE. CEEEEEeEEEeeCCCCCCCcccceeEecCCcceEEeccCCCCceEEee

EEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEE E CccCCc ccc
FKIRHNTEDGSVQLADHYQQONTPIGDGPVLLPDNHYL.STQSALSKDPNEKRDHMVLLEFVTAAGITH 245 (298)
~~~~1~1~dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~VE~~~A~~~~~ 245 (298)
o [ ] | | [ | | [ ] ]
~~~~~~~~~ g-~~~~~~y~~~~p~~~~~v-~p~~h~~~~~~~~~kd~~e~~dhi~~~E~~~a~-~~~~ 378 (381)
FKIRHNVEDGSVQLADHYQQONTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRDHMVLLEFVTAAGITL 378 (381)
EEEEEEBTTSCEEEEEEEEEEEE CCCCCCSEEEEEEEEEECCTTCCS cce
EEEEEEeCCCCEEEEEEEEeecccCCCCCCCCCCeeEEEEEEEeccCCCCcceeEEEE: cCccc

PDS B rulmed

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
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15
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=
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cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhheccceecccCCCCCCe
VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHVMKR

i Gt m-~k~~meG~VNGh~F~I~-GeG~-G~-p~eG~g~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~-~I~~
R R b R N R R R N N R e R R N RN AR R R R N R R R bas
~~~~~~~~~~~ m~~~~~~~G~vng~~F~i~g~G~G-p~~G~~~~~~~~~~g~1lpfs~-~il

MSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTTGKLPVPWPTLVTTFX~~VQCFARYPDHMKQ
-cc EEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGCBCCGGGGG

cccchhheccCceEEEEEEEEECCEEEEEEEeEeecCCCCEEEEEEEEeCCCCCCCHHEEhhhhhe——ceecccCCCCCCC

hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCe
HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG

~DyFKgsfPeGYsweRt~~FEDGGvV~t~~~~itleg~c~~~~v~~~G~-nFP~-dGPVMgkkt~

RN RN NN R RN R R R R R N R R R R N N R RN N R AR R R R b
~d~fk~~~p~Gy~~~R-~~fedgg g~~fp~~gpvm d~~~n~
HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNG
GCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCBCSCCCC! TTTTE

CChHHHhCCCCeeEEEEEEECCCCEEEEEEEEEEeCCEEEEEEEEEeecCCCCCCcccceeccCCCceEEEEccCCCccc

EEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEE EecCccCCc cccee

231
231

178
178

311
311

174
174

161
161

IKVNFKIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGM 247 (298)
i~g~~~~~1~1-dGg~~~~T~yk-kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~VE~~~A~~~~~~~ 247 (298)

L R B e e R e e e e A R e I B

~~~~~~~~~~ 1-dG~~~~~t~yq~kkPi~~~~v~LP~~hfl~~g~~Lsk~p~e~~~~~V1~E~~kA~~~~~~ 234 (307)
ITKVNFKIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITGSM 234 (307)
EEEEEEEEEEBTTSCEEEEEEEEEEEE CCCCCCSEEEEEEEEEECCTTCCS CCE
eEeeeEEEEEeCCCCEEEEEEEEecCcccCCceeCCCcceeeE CCcCcce yol cCCCCCE

SCOoP. E£BE &5 rusl@ed

(298)
(298)

(381)
(381)

(298)
(298)

(381)
(381)

(298)
(298)

(307)
(307)

(298)
(298)

(307)
(307)

__ >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*
Probab=100.00 E-value=2.3e-84 Score=588.55 Aligned cols=206 Identities=24% Similarity=0.512 Sum_probs=0.0
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e}
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179
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157

2whu _A* 3vkl _A* 2pdm _A* 2arl _A* 3vic _A* 1lmov _A* 1lmou _A¥

hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHEhhhhheccceecceCCCCCCchhhHE
LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTT~-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKREDFFK
~~~~~ m~~k~~-meG~VNGh~F~I~-GeG~G~p~eG~g~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK
et [+ [ [+ e LTI T+ + ]

~~~~~ m~~k~-meG-VNGh~F~i1~G~G~G~p~eG~~~~kl-v~~ggpLPFs~diLs~~--YG~r~F~kYP~~i--~dyFK
VIAKQMTYKVYMSGTVNGHYFEVEGDGKGKPYEGEQTVKLTVTKGGPLPFAWDILSPQ-~-LXSIPFTKYPEDI--PDYFK
CCCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGTGGG--C-CTTSSBCCTTS--CCHHH
CcCCCCceEEEEEEEEECCEEEEEEEEEeecCCcCEEEEEEEEecCCCCCCCHHHhccc--ccceecccCCCCC--CchHH

hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVY IMADKQKNGIKVN

gsfPeGYsweRt~~FEDGGvV~-t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e~~~ d~~~~gi-g~
N R NN e e NN NN N e R N R R R e N R N N N R R B R B R R B s R
~sfpeGys~eRt~~fEDgGv~t~~~~itleg~~~~~~ v~~~G~nFp~dGPVMgkk~~~weps~e~~~p----~d~~L~g~
QSFPEGYTWERSVMNFEDGAVCTVSNDSSIQGNCFIYNVKISGENFPPNGPVMQOKKTQGWEPSTERLFA~~~~RDGMLIGN
HTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECC! —-—--ETTEEEEE
hhCCCCcEEEEEEEecCCCEEEEEeEEEEeCCEEEEEEEEEEECCCCCCchhcccccccCCeEEEEEE----eCCEEEEE
EEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEE CccCCe

FKIRHNIEDGSV QLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)
~~~~1~1~dGg~ ~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A 240 (298)
|+ +] ] +] +] [+ L R R R e e e e e e I P |
~~~~1~1~~Gg~y~~~~~t~yk~kk----— ~v~~P~~Hfv-~rie~~~~-~~~~~~y~~~E~a~A 215 (221)

99
99
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80

178
178

156
156

(298)
(298)

(221)
(221)

(298)
(298)

(221)
(221)

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116
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T
T
T

No 15

3ir8 A 157
ss_dssp
ss_pred

DYMALKLEGGGHYLCEFKSTYKAKK-~~~-. PVRMPGRHEIDRKLDVTSH-NRDYTSVEQCEIAIA 215 (221)
EEEEEEETTSCEEEEEEEEEEE CCCCCCSEEEEEEEEEEEE-CTTS
EEEEEEeCCCCEEEEEEEeeeecCC----- CCCCCCCEEEEEEEEEeec-CCCCC:

Bl scor. FPDE ) rulmed

{Anthomedusae SP} SCOP: d.22.1.0 PDB: 3gl4 _A* 4b30 _A* 2wiq _A* 2wis _A* 3a8s _A*

Probab=100.00

0 10 O HHaHaAa3 0 10 O HHBeHaA3 10 10 ©

HHaHaAa

No 16

ss_pred
Sun_Nov_08_06: 15
Consensus 15
Consensus 1
3gb3 A 1
ss_dssp
ss_pred
ss_pred
Sun_Nov_08_06: 95
Consensus 95
Consensus 77
3gb3 A 77
ss_dssp
ss_pred
ss_pred
Sun_Nov_08_06: 174
Consensus 174
Consensus 155
3gb3 A 155
ss_dssp
ss_pred

cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhheccceecccCCCCCCe
VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKR

~m =G m~~k~~-meG~VNGh~F~I~-GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP-~I~~
o[t [ e ]| [ [t LT [IT ]

L m~~k~-meG~VNGh~F~i-GeG~G~p~eG~q-~kl-~vt~gpLPFs~dILs~~f~--~r~F~kYP~~i--
MEGGPALFQSDMTFKIFIDGEVNGOKFTIVADGSSKFPHGDFNVHAVCETGKLPMSWKPICHLIX~~EPFFARYPDGI -~
-CCSTTGGGSCEEEEEEEEEEETTEEEEEEEEEEECTTCSEEEEEEEETTSSCSSCSGGGTTTC---CGGGSBCCTTS-—

CCccececccCCCceEEEEEEEEECCEEEEEEEEEeeCCCCCEEEEEEEECCCCCCCCHHEhhhhee-~-ccececceCCCCC-—

hhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCC
HDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKN

~DyFKgsfPeGYsweRt~~FEDGGvV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e~~~ d-~~~
SRR R Rl R RN NN N R b e R e R e R N R N AN R B g R R e s
~dyFK~sfpeGys~eRt~~fEDGGV~t~~~~isleg~~~~~~ v~~~G~nFP~dGPVMgk~t~~wePs~e~~~p~~--~dg

SHFAQECFPEGLSIDRTVRFENDGTMTSHHTYELDDTCVVSRITVNCDGFQPDGPIMRDQLVDILPNETHMFPHG~~PNA
CCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCEEEECC: T--TSE
CChHHHhCCCCeeEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEeeCCCCCCcccccceecCCCCEEEEEEec--CCC

eEEEEEEEEEEeCCCCEEEEEEEEEccc-CcCCCcCCCCCEEEEE CccCCc
GIKVNFKIRHNIEDGSVQLADHYQQONTP-IGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)

gi~g~~~~~1~1~dGg~~~~T~yk~kkP-i ~v-mP~~Hfi~ ~~sKD~~E~rDhi~~vE~~~A 240 (298)
R R R R R N e e e I e e R e e e e e I B |
~-L~-g~~-~~1-1-~-Gg~~~-~~~~f~~~y~akk~v-mP~~Hfv~-hrl-~~~~~~~~~~~y~1~-E~a~A 220 (235)

VRQLAF-IGFTTADGGLMM-GHFDSKMTFNGSRATEIPGPHFVTIITKQVRDTSDKRDHVCQREVAYA 220 (235)
EEEEEE-EEEEETTSCEEE-EEEEEEEEECSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEE
EEEEEE-EEEEecCCCeEE-EEEEEccccccCCCCCCCCCEEEEEEEEEeccccCCCC

B score

PROTEIN DATA BANK

B ke

metalloenzyme, bioconjugation; HET: PIA; 1.00A {Clavularia SP} SCOP: d.22.1.0 PDB: 4q9x _A* 2hgk _A¥*

0 10 10 HHaAa3 0 10 10 HHaAa3 0 10 10

HHaAa3

No 17

2ote _A* 2otb _A*
Probab=100.00

ss_pred
Sun_Nov_08_06: 21
Consensus 21
Consensus 3
4q9w_A 3
ss_dssp
ss_pred
ss_pred
Sun_Nov_08_06: 100
Consensus 100
Consensus 79
4q9w_A 79
ss_dssp
ss_pred
ss_pred
Sun_Nov_08_06: 179
Consensus 179
Consensus 155
4q9w_A 155
ss_dssp
ss_pred

hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhecccceecccCCCCCCchhhHH
LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK
~~~~~ m-~k~--meG-VNGh~F~I-GeG~G-p~eG-g-~k~~vt~-GpLPFS~dILs~~f~YG-r~FtkYP-~I-~~DyFK
AR B R NN R R e R N N R R b R NN N R RN R I R A RS N AR IR N
~~~~~ m~~k~-meG~VNGh~F~1~G~G~G~p~eG~~~~~1~-v-~ggpLPFs~diLs~~f--G~~~F~kYP~~i--~dyFK
VIKPDMKIKLKMEGNVNGYAFVIEGEGEGKPYDGTNTINLEVKEGAPLPFSYDILTTAF--XNRAFTKYPDDI--PNYFK
SSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCCSCTHHHHTTC---CTTSCBCCTTS~-~-CCHHH
ccCCCceEEEEEEEEECCEEEEEEEEEeecCCcCEEEEEEEEecCCCCCCCHHHhhhhe--cceecccCCCCC--CchHH

hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN

gsfPeGYsweRt~~FEDGGV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e~~~ d~~~~gi~g~
FELEPTIHTEI+ IR TET T+ [t [ [ [ [ LTI+ [+ ] 4] Aanadndbs
~sfpeGys~eRt~~fEDgGv~t~~~~itleg~~~~~~ v~~~G~nFp~dGPVMgkk~~~weps~e~~~p----~d~~L~g~
QSFPEGYSWERTMTFEDKGIVKVKSDISLEEDSFIYEIYLKGENFPPNGPVMQKKTTGWDASTERMYV----RDGVLKGD
HTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECC TTEEEEE
hhCCCCceEEEEEEecCCCEEEEEeEEEEECCEEEEEEEEEEECCCCCCccccccccccCCeEEEEEE----eCCEEEEE

EEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEE CccCCc

FKIRHNIEDGSV QLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)
~~~~1~1~-dGg~ ~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ sKD~~E~rDhi~~vE~~~A 240 (298)
|+ +] ] +] +] ]+ e ad N AR A e e ey I B P
~~~~1~1-~Gg~y~~~~~t~yk-kk----- ~v~~P~~Hfv--rie~-~~~-~~~~~~v-~-~E-a~A 213 (218)
VKHKLLLEGGGYYRVDFKTIYRAKK-----. AVKLPDYHFVDHRIEILNY-DKDYNKVTVYESAVA 213 (218)
EEEEEEETTSCEEEEEEEEEEEESS CCCCCSEEEEEEEEEEEE-CTTS
EEEEEEeCCCCEEEEEEEeeeecCC-—-——-— CCCCCCCEEEEEEEEEeec-CCCCC

n PROTEIN DATA BANK

ﬁg?; PublfQed

HET: CRQ; 2.30A {Synthetic construct}

Probab=100.00

] el o o] HHaAa3 el o o]

H 3

ss_pred
Sun_Nov_08_06: 14
Consensus 14
Consensus 36
3wck_A 36
ss_dssp
ss_pred
ss_pred
Sun_Nov_08_06: 94
Consensus 94
Consensus 113
3wck_A 113
ss_dssp

ccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhheccceecceCCCCCC
MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMK
e C m~~k~-meG~VNGh~F~I~-GeG~G~p~eG~g~~k~~vt~GpLPFS~dILs~~f~YG-r~FtkYP-~I~
[ e bt [ ][] ][ e o [T [T+ ] 4]

~~~~g~~~ik~~M~~k~~-meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vt~GpLPFS~dILs~~f~--~r~F~kYP~~I-
GSEVGPALFQSDMTFKIFIDGEVNGQKFTIVADGSSKFPHGDFNVHAVCETGKLPMSWKPICHLIX--EPFFARYPDGI -
——CC! SSCEEEEEEEEEEETTEEEEEEEEEEECSSCSEEEEEEEE CSSCSGGGTTTC---CGGGSBCCTTS-
cccechhheCCCceEEEEEEEEECCEEEEEEEEEEecCCCCEEEEEEEECCCCCCCCHHHhhhhee--ccccecCCCCC-

chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCC
RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVY IMADKQK
~~DyFKgsfPeGYsweRt~~FEDGGvV~t~~~~itleg~c~~~~v G~nFP~dGPVMgkkt-~

AR Sl R R N NN N R R R R B R B R B R I e R R A R e
-~DyFKgsfPeGYsweRt~~FEDGGV~t~~~~isleg~~~~~~ v~~~G~nFP~dGPVMgkkt~~wePS~E~~~p~~--~d
—-SHFAQECFPEGLSIDRTVRFENDGTMTSHHTYELDDTCVVSRITVNCDGFQPDGPIMRDQLVDILPSETHMFPHG--PN
-CCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCEEEECC! --TT

94
94

76
76

173
173

154
154

>3gb3_A Killerred; fluorescent protein, genetically encoded photosensitizer, phototoxicity; HET: CRQ; 1.75A

E-value=3.6e-84 Score=591.46 Aligned cols=218 Identities=26% Similarity=0.548 Sum_probs=0.0

(298)
(298)

(235)
(235)

(298)
(298)

(235)
(235)

__ >4q9w_A GFP-like fluorescent chromoprotein CFP484; beta barrel, fluorescent protein, artificial metalloenzyme,

4ré6d _A*

99
99

78
78

178
178

154
154

93
93

112
112

172
172

189
189

(298)
(298)

(218)
(218)

(298)
(298)

(218)
(218)

E-value=8.8e-84 Score=597.92 Aligned_cols=219 Identities=25% Similarity=0.514 Sum probs=0.0

(298)
(298)

(271)
(271)

(298)
(298)

(271)
(271)

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

4dxi _A* 4dxm _A* 4dxo _A* 4jc2 _A* 4dxp _A* 4gob _A* 4dxq _A* 4dxn _A* 2vzx _A*_ 3adf _A* 2g
E-value=le-83 Score=583.41 Aligned_cols=206 Identities=28% Similarity=0.566 Sum_probs=0.0

>3wck_A Monomeric photosenitizing fluorescent protein SUP; GFP fold, genetically encoded photosens phototoxicity;
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]

ss_pred

ss_pred
Sun_Nov_08_06:
Consensus

0 10 10

Consensus
3wck_A
ss_dssp
ss_pred

HHaAa3

No 18

Probab=100.00

ss_pred
Sun_Nov_08_06:
Consensus

el o o]

Consensus
2icr_A
ss_dssp
ss_pred

HHaAa3

ss_pred
Sun_Nov_08_06:
Consensus

0 0 10

Consensus
2icr_A
ss_dssp
ss_pred

HHaAa3

ss_pred
Sun_Nov_08_06:
Consensus

el ol o]

Consensus
2icr_A
ss_dssp
ss_pred

HHaAa3

No 19

Probab=100.00

ss_pred
Sun_Nov_08_06:
Consensus

10 10 10

Consensus
2rh7_A
ss_dssp
ss_pred

HHaAaA3

ss_pred
Sun_Nov_08_06:
Consensus

0 10 10

Consensus
2rh7_A
ss_dssp
ss_pred

HHaAaA3

ss_pred
Sun_Nov_08_06:
Consensus

0 10 10

Consensus
2rh7_A
ss_dssp
ss_pred

HHaAaA3

Probab=100.00

ss_pred
Sun_Nov_08_06:
Consensus

0 10 10

Consensus
4ohs_A
ss_dssp
ss_pred

HHAaA3

10

ss_pred

10 of 27

|_ >2icr_A RED fluorescent protein ZOANRFP;
SP} SCOP: d.22.1.0 PDB:
E-value=1.3e-83

l_'>2rh7_A Green fluorescent protein;
E-value=le-83

(" >4ohs_a FAR RED fluorescent protein AQ143; beta barrel, RFP,
equina} SCOP: d.22.1.0
E-value=3.7e-83

~CCHHHHhCCCCeeEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEeCCCCCCchhhcccccCCCeEEEEEEec--CC

CeEEEEEEEEEEeCCCCEEEEEEEEEccc~-CcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe

173 NGIKVNFKIRHNIEDGSVQLADHYQQNTP-IGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)

173 ~gi~g-~~-~1-1-dGg~~~~T~yk~kkP-i~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi-~vE-~~A 240 (298)
L R R R R R e R e N R N R N e R e e e I e

190 g-L-g~~-~~-1-1-dGg~~~-~~~~fkt~y-akk-v-mP~~HFv-hrl---~~~--e~~~~v-1-E~a~A 256 (271)

190 AVRQTAT-IGFTTADGGKMV-GHFDSKMTFNGSRATETPGPHFVTIITKQTRDTSDKRDHVCQREVAYA 256 (271)
EEEEEEE-EEEEETTSCEEE-EEEEEEEEECSSSCCCCCCSEEEEEEEEEC--———~~ CEEEEEEEEEE

CEEEEEE-EEEEecCCCEEE-EEEEEcccccccCCCCCCCCEEEEEEEEEEccCcCCCCEEEEEEEEEE

Bl scor. EDE & rubled

ZRFP574, chromophore structure, Cys-Phe LINK; HET: XYG;
20jk _A* 2pxs _A* 2pxw _A* 1xa9 _A* 2ogr _A* 1lxae _A*
Score=587.97 Aligned cols=211 Identities=22% Similarity=0.445

2f11 _A*

hhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhheccceecccCCCCCCchhh
19 EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDF

19 ~~—~—=~ m~~k~-meG~VNGh~F~I-GeG~G~p~eG~g~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~-Dy
sl [ [ e L LTI [T ]+
13~~~ M~~k~~meG~VNGh~F~i~G~G~G~p~eG~g-~kl~vtkGgpLPFs~dILs~~f--G~r~F~kYP~~i--~dy

13 AHGLTDDMTMHFRMEGCVDGHKFVIEGNGNGNPFKGKQF INLCVIEGGPLPFSEDILSAAF--XNRLFTEYPEGI--VDY
CTTCCSSEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEEEESCSCSSC —---CTTSCBCCTTS--CCH
hhhcCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--ccceccceCCece--chh

HHhhCCCceEEEEEEEecCCcEEEEeeEEee--eCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCe
98 FKSAMPEGYVQERTIFFKDDGNYKTRAEVKF--EGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNG
98 FKgsfPeGYsweRt~~FEDGGvV~t~~~~itl--eg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e~~~ d~~~~g
RN Al S N NN b e B N Rl R R e N N N NN N R B R R N s
89 FK-sfPeGys-eRt~~FEDGGv-t~~~~isl-~eg~ v~~~G~nFP~dGPVMgkkt~~wePs~E~~yp~~--~dg~
89 FKNSCPAGYTWHRSFRFEDGAVCICSADITVNVRENCIYHESTFYGVNFPADGPVMKKMTTNWEPSCEKIIPIN--SQKI
HHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTTTEEEEEEEEEEECCCTTSTTTTTCEEEECC: T--TTTE
HHhhCcCCceEEEEEEECCCCEEEEEEEEEEEeeCCEEEEEEEEEEECCCCCCccccccccccCCceeEEEEec--CCCE

EEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCC-cCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe

175 IKVNFKIRHNIEDGSV QLADHYQQNTPIGDGP-VLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)

175 i~g~~~~~1~1-dGg-- ~~T~yk~kkPi~~~~-v-mP~~Hfi~~~~~~ sKD~~E~rDhi~~vE~~~A 240 (298)
[+ 444+ +]+] |4+ ][]+ ]+ o | ][] e L] L]

167 L~g~~~~~1~1~-~Gg~y~~~~~T~y~akk----- ~~v-mP-~HFv-~rie-~~~~~~~~~~y~1~E~a~-A 231 (237)

167 LKGDVSMYLLLKDGGRYRCQFDTIYKAKT-—---— EPKEMPDWHF TQHKLNREDRSDAKNQKWQLIEHATA 231 (237)
EEEEEEEEEEETTSCEEEEEEEEEEEESS CSSCCCCEEEEEEEEEEECCCSSCC:
EEEEEEEEEEeCCCCEEEEEEEeeeccCC----— ccccCCCCEEEEEEEEEeecCcCCCCEEEEEEEEEE

Bl scor. EBE & rublmed

HET: CRO; 1.50A {Renilla reniformis} SCOP: d.22.1.1
Score=589.46 Aligned cols=212 Identities=22% Similarity=0.461

cccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCCCeEEEEEEEeCC-CCCCCHHEhhhhhececceecceCCCCCC
15 VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMK
15 ~~~G~~~~~~~ m~-~k~~meG~VNGh~F~I~GeG~G~p~eG-g-~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP-~I~

AER R R R NN NN R R NN R e R N R N NN R I R R RN R R R
1~ M~~k~~meG~VNGh~F~i~GeG~G~p~eG~q~~kl~vtkGgpLPFs~dILs~~f--G~r~F~kYP~~i-
MDLAKLGLKEVMPTKINLEGLVGDHAFSMEGVGEGNILEGTQEVKISVTKGAPLPFAFDIVSVAF--XNRAYTGYPEEI -
—~CCCSEEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGTTTC CTTSSBCCTTS-
CcchhhhCCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEECcCCCCCCCHHEhhhhh-~-ccceccceCCece-

-

chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCC
94 RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQK
94 ~-DyFKgsfPeGYsweRt-~FEDGGV~t-~~~itleg~c~~~~v~~~G-nFP~dGPVMgkkt-~~~~~~ e~ d-~~
SRR R N NN R R e R R R R N N RN NN R R R R R A +
78 -~DyFK~sfPeGys~eRt~~FEDGGv~t~~~~isleg~~~~~~ v~~~G~nFP~dGPVMgkkt~~wePs~E~~~p----~d
78 -SDYFLQSFPEGFTYERNIRYQDGGTAIVKSDISLEDGKFIVNVDFKAKDLRRMGPVMQQDIVGMQPSYESMYT-—--NV
-CCTTGGGTTTCEEEEEEEEETTSCEEEEEEEEEEC-CCEEEEEEEEEECCCTTSTTTTTCEEEECC —ET
—~chHHHhhCcCCceEEEEEEECCCCEEEEEEEEEEeCCEEEEEEEEEEeCCCCCCceecCccccCCCcEEEEEC--—-cC

CeEEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCCc~-CCCCCEEEEE. CccCCc

NGIKVNFKIRHNIEDGSV---QLADHYQONTPIGDGPV-LLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA
~gi~g~~~~~1-1-dGg~---~~~T~yk~kkPi~~~~v--mP~~Hfi~~~~~~ sKD~~E~rDhi~~vE~~~A
Eed R R e e R N N EA A R R R R R e o o I
g-L-g~~~~~1~1-~Gg~y~~~~~T~y~~kk-----~v~~1P~~HFv-~rie-~~~-~~~~~~y~~~E~a-A
TSVIGECIIAFKLQTGKHFTYHMRTVYKSKK-----PVETMPLYHF IQHRLVKTNV-DTASGYVVQHETAIA
TEEEEEEEEEEEETTSCEEEEEEEEEEEESS CSSCCCSEE

CEEEEEEEEEEEeCCCCEEEEEE C-----chhhCCCCEEEEEEEEEEec-cCCCCEEEEEEEEEE

== B score

173
173

240
240

153
153

218
218

PDB’

PROTEIN DATA BANK

) puvleq

fluoresc protein; HET: CH6 NRQ;

Score=585.39 Aligned cols=208 Identities=25% Similarity=0.452

chhhccCCceEEEEEEEEECCEEEEEEEEEEecCCCcCeEEEEEEEeCC~-CCCCCHHHhhhhhecccceecccCCCCCCchh
18 GEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMKRHD
18 G~~~~~~~ m~~k~~meG-VNGh~F~I~GeG~G~p~eG-g-~k~-~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~~~-D
R R R N NN R R R NN R e R N I N N NN NN R N R R A N R
10~~~ m~~k~~meG~VNGh~F~1i-GeG~G~p~eG~q~~kl-vtkG-pLPFs~dILs~~f~--~r~F~KYP~~i-
10 GAPLVTEDMCIKMTMEGTINGHHFKCVGEGEGKPFEGTQVEKIRITEGGPLPFAYDILAPCCX--SKTFIKHVSGI--PD
CCCCCCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGTGGGC--~-CTTSCEECTTC--CC
chhhcCCceEEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhee--cccececeCCCCC-~CC

hHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeE

97
97

88
88

174
174

166
166

93
93

717
717

172
172

152
152

(298)
(298)

(239)
(239)

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

1.51A {Zoanthus

Sum_probs=0.0

(298)
(298)

(237)
(237)

(298)
(298)

(237)
(237)

Sum_probs=0.0

(298)
(298)

(239)
(239)

(298)
(298)

(239)
(239)

2.19A {Actinia

Sum_probs=0.0

(298)
(298)

(237)
(237)
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Sun_Nov_08_06:
Consensus

0 ©

Consensus
4ohs_A
ss_dssp
ss_pred

HHaAaA3

ss_pred
Sun_Nov_08_06:
Consensus

0 10 10

Consensus
4ohs_A
ss_dssp
ss_pred

HHEAaA3

No 21

97
97

86

176
176

162
162

FFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGI 175
yFKgsfPeGYsweRt~~FEDGGV~-t~~~~itleg~c~~~~v~~~G-nFP~dGPVMgkkt—~~~~~~ e~ d~~~~gi 175
FEVEELITEIHTT T+ LET I+ et [ [ [ LT+
yFK~sfPeGys~eRt~~FEDGGvV~t~~~~isleg~~~~~~ v~~~G~nFP~dGPVMgkkt~~wePs~E~~~p---— 161
YFKESFPEGFTWERTQIFEDGGSLTIHQDTSLQOGNNFIFKVNVIGANFPANGPVMOKKTAGWEPSVEILYP 161
TTGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEE
HHHHhCCCCeeEEEEEEECCCCEEEEEEEEEEeCCEEEEEEEEEEECCCCCC CCCcEEEEEc----cCCEE
EEEEEEEEEeCCCCE---EEEEEEEEcccCcCCC---cCCCCCEEEEE! CccCCe
KVNFKIRHNIEDGSV---QLADHYQQONTPIGDGP---VLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)
~g~~~~~1~1~dGg~---~~~T~yk~kkPi~~~~—-—y~mP~~Hfi~~~~~~ SKD~~E-rDhi-~vE-~~A 240 (298)
] [ ] B I B B e e o [P

~g- 1-1--Gg~y~~~~~T~y~ak-----k-~~~v-mP~~HFv-~rie-~ ~~v~1-E~a~A 225 (237)
CGQALMALKCTDGDHLTSHLRTTYRSR-----KPSNAVNMPEFHFGDHRIEILKA--EQGKFYEQYESAVA 225 (237)
EEEEEEEEEETTSCEEEEEEEEEEEEC-----SCGGGCCCCCSEEE —-ETT
EEEEEEEEEeCCCCEEEEEEEEeeccC-----CccccccCCCCEEEEEEEEEEec~--CCCCEEEEEEEEEE

== B scorc F0E B Y rulme

>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

ss_pred
Sun_Nov_08_06:
Consensus

0 10 10

Consensus
2c9i A
ss_dssp
ss_pred

HHaAaA3

ss_pred
Sun_Nov_08_06:
Consensus

(el o o]

Consensus
2c9i A
ss_dssp
ss_pred

HHAaA3

ss_pred
Sun_Nov_08_06:
Consensus

0 10 10

Consensus
2c9i A
ss_dssp
ss_pred

HHaa3

No 22

21
21

-

100
100

80

179
179

156
156

lzux _A* 3s05 _A*
2gw4 _B* 4tzg _A*
Probab=100.00 E-value=5.5e-83 Score=580.59 Aligned cols= 209 Identities=25% Similarity=0.603 Sum_probs=0.0

ss_pred
Sun_Nov_08_06:
Consensus

0 0 ©

Consensus
2gw3_A
ss_dssp
ss_pred

H A3

ss_pred
Sun_Nov_08_06:
Consensus

10 0 ©

Consensus
2gw3_A
ss_dssp
ss_pred

HH3Aa3

ss_pred
Sun_Nov_08_06:
Consensus

10 0 ©

Consensus
2gw3_A
ss_dssp
ss_pred

H 33

No 23

13
13

[N}

171
171

149
149

hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHhhhhhcccceecccCCCCCCchhhHH
LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK

~~~~~ m-~k~--meG-VNGh~F~I-GeG-G-p-eG-q-~k~~vt~-GpLPFS~dILs~~f~YG-r~-FtkYP-~I--~DyFK
M Raad R NN NN R R R R R N R b R N NN N NN RN R L NN R N A R I

~~~~~ m~~k~~meG~VNGh~F~1~G~G~G~p~eG~~~~~1~vt~GgpLPFs~dILs~~f~--~r~F-kYP~~i--~dyFK
SIKETMRVQLSMEGSVNYHAFKCTGKGEGKPYEGTQSLNITITEGGPLPFAFDILSHAFX--IKVFAKYPKEI--PDFFK

TCCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESSSCSSCGGGGTTTC---CTTSCBCCTTS--CCHHH
ccCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEECCcCCcCCCCHHHhhhhecec--ceecccCCCCC--CCHHH

hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN

gsfPeGYsweRt~~FEDGGvV-t~~~~itleg~c~~~~v~~~G-nFP-~dGPVMgkkt-~~~~~~ e~~~ d~~~~gi-g~
FEVEETI+TEIHI+LTTL [ [ L] e [ [ LTI+ [ [+ ] t+]+
~sfpeGys~eRt~~fEDGGV~t~~~~isleg~~~~~~ v~~~G~nFp~dGPVMgkkt~~wePs~e~~~p----~dg-L~g~
QSLPGGFSWERVSTYEDGGVLSATQETSLOGDCIICKVKVLGTNFPANGPVMQKKTCGWEPSTETVIP----RDGGLLLR
HHTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECC, —--—--ETTEEEEE
HhCCCCeeEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEECCCCCCccccccccccCCcEEEEEe-~-~-cCCEEEEE
EEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEE ccCCc

FKIRHNIEDGSV QLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)
~~~~1~1~dGg~---~~~T~yk~kkPi~~~~v-mP-~Hfi~ ~SKD~~E~rDhi-~vE-~~A 240 (298)
|+ #] ]|+ e R R R e e e e B B |
~~~~1~1~~Gg~y~~~~~t~y~-akk- ~~v~~P~~HFv~-~rie~~~~-~~~~~~v~1~-E~a~-A 214 (226)

DTPALMLADGGHLSCFMETTYKSKK- -EVKLPELHFHHLRMEKLNI-SDDWKTVEQHESVVA 214 (226)
ECCEEEETTSCEEEEEEEEEEEESS —-CCCCCCSEEEEEEEEEEEE-CTT
EEEEEEeCCCCEEEEEE C- -CccCCCCEEEEEEEEEEee-cCCCC

== Bl score E£BE e  rubled

>2gw3_A Kaede, beta barrel, luminescent protein; HET: CR8; 1.40A {Trachyphyllia geoffroyi} SCOP: d.22.1.0 PDB:
3p8u _A* 3tmr _A* 3tmt _A* 2vvh _A* 2vvi _A* 4ljc _A* 41jb _A* 41jd _C* 4r6b _A* 2vvj _A* 41
2ddc _A* 2ddd _A* 2ie2 _A* 2zlo _A¥*

cccccchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhheeccceecceCCCC
PMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDH
""" G~~~~~~~m~~k~~meG~VNGh~F~I~-GeG~G~p~eG~q~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~
[+ +|+++|+++++|||+||II+I+I+I+I+III++I+|+++++||+| FEVEPTTT T+ DT+ ]+
~~~~~ m~~k~-meG~VNGh~F~i~G~G~G~p~eG~g~~~1~vt-GgpLPFs~dILs~~f--G~~~F~kYP~~
~LIKPEMKIKLLMEGNVNGHQFVIEGDGKGHPFEGKQSMDLVVKEGAPLPFAYDILTTAF--XNRVFAKYPDH
-CCCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGGGGC--~-CTTSSBCCTT

cCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEECCcCCCCCCCHHHhhhhh--cccecececeCCec

CCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccC
MKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADK

I-~-DyFKgsfPeGYsweRt~~FEDGGv-t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e-~ ~d~
IR R T e e e R N T R R E
i--~dyFK~sfpeGys~eRt~~fEDGGV~t~~~~isleg~~~~~~ v~~~G-nFp~dGPVMgkkt~-wePs~e~~~p--——
I--PDYFKQSFPKGFSWERSLMFEDGGVCIATNDITLKGDTFFNKVRFDGVNFPPNGPVMQKKTLKWEASTEKMYL——~~—
S--CCTTTTSTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEEC
c--chhHHhhCcCCceEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEECCCCCCcccccccccCCCCEEEEEC-—-—
CCCeEEEEEEEEEEeCCCCE---EEEEEEEEc-ccCcCCCcCCCCCEEEEE! CccCCe
QKNGIKVNFKIRHNIEDGSV---QLADHYQQN-TPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240
~~~gi~g~~~~~1~1~dGg~---~~~T~yk~k-kPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A 240
o [ ] ] ] +H [+ ]+ | ][] [ ..
~dg~L~g~~~~~1~1~~Gg~y~~~~~t~y~~k~k---—— ~v~~P~~HFv~~rie~~~~-~~~~~~y~~~E~a~A 216

RDGVLTGDITMALLLKGDVHYRCDFRTTYKSRQE---~--GVKLPGYHFVDHCISILRH-DKDYNEVKLYEHAVA 216
ETTEEEEEEEEEEEETTTEEEEEEEEEEEEECST-~----TCCCCCSEEEEEEEEEEEE-CTTSSEEEEEEEEEE
CCCEEEEEEEEEEEeCCCCEEEEEEEeeeccCCc cCCCCCEE e-cCCCC

. MDB 2y
SCoPe PDE &8 rublmed

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
Q Sun_Nov_08_06:
Q Consensus

21
21

hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhheccceecccCCCCCCchhhHH
LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK
~~~~~ m-~k~~meG~VNGh~F~I~-GeG~-G~p~eG~g~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK

99
99

79
79

178
178

155
155

91
91

74

170
170

148
148

(298)
(298)

(225)
(225)

>2c9j_A Green fluorescent protein FP512; beta-barrel, bioluminescence, luminescence, luminescent protein;

99
99

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

(298)
(298)

(237)
(237)

(298)
(298)

(226)
(226)

(298)
(298)

(226)
(226)

(298)
(298)

(225)
(225)

(298)
(298)

(225)
(225)

HET:

(298)
(298)
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T Consensus 3
T 2c9j_A 3
T ss_dssp

T ss_pred

Q ss_pred

Q Sun_Nov_08_06: 100
Q Consensus 100
T Consensus 79
T 2c9j_A 79
T ss_dssp

T ss_pred

Q ss_pred

Q Sun_Nov_08_06: 179
Q Consensus 179
T Consensus 155
T 2c9j_A 155
T ss_dssp

T ss_pred

No 24

Probab=100.00

Q ss_pred

Q Sun_Nov_08_06: 21
Q Consensus 21
T Consensus 18
T 2a46_A 18
T ss_dssp

T ss_pred

Q ss_pred

Q Sun_Nov_08_06: 98
Q Consensus 98
T Consensus 94
T 2a46_A 94
T ss_dssp

T ss_pred

Q ss_pred

Q Sun_Nov_08_06: 177
Q Consensus 177
T Consensus 170
T 2a46_A 170
T ss_dssp

T ss_pred

No 25

= igg
_ >2a46_A GFP-like fluorescent chromoprotein AMFP486; beta barrel,

majano} SCOP: d.22.1.0 PDB:
E-value=9.2e-83

==

>3cgl_A GFP-like fluorescent chromoprotein DSFP483; beta barrel, chromophore, luminescence, photoprotein, fluore

A Aaad b N N R R R R R R R e R N N N N NN NN R N R R N R R R R R
~~~~~ m~~k~-meG~VNGh~F~i~G~G~G~p~eG~gq-~kl-vtkG-pLPFs~dILs~~f~--~r~-F-kYP~~i--~dyFK
QLDNNLSVSVYMKGNVNNHEFEYDGIGGGDPNSGQFSLKTKLRGGKPLPFSYDI ITMGFX~--FRAFTKYPEGI --ADYFK
--—-CEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEESSSSCCSSCGGGTTTTC-~--CTTSCBCCTTS--CCTTG
cCCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhec--ceeccCCCCCC--CCHHH

hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN

gsfPeGYsweRt~~FEDGGV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e~~~ d~~~~gi~g~
N NN e e NN NN R R R N R R R e N R NN NN R R B R R R N N B s R
~sfpeGys~eRt~~fEDGGV~t~~~~isleg~~~~~~ v~~~G~nFp~dGPVMgkkt~-weps~e~~~p----~dg-L~g~
GSFPEAFQWNRRIEFEDGGVINMSSDITYKDKVLHGDVWALGVNFPPNGPVVMKNETVMEEPAEETLTA- -~ -KNGVLVGF
GGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECC -ETTEEEEE
HhCCCceeEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEECCCCCCccccccccCCCCc: —~CcCCEEEEE
EEEEEEeCCCCE---EEEEEEEEcccCcCCC-cCCCCCEEEEE CccCCc
FKIRHNTEDGSV---QLADHYQQNTPIGDGP-VLLPDNHYL.STQSALSKDPNEKRDHMVLLEFVTA 240 (298)
~~~~1~1~dGg~ ~~~T~yk~kkPi~~~~-v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A 240 (298)
|+ ] ] +] +] [+ ]+ SR R R R e e e e o I E A |
~~~~1~1~~Gg~y~~~~~T~y~ak~-———— ~~y~~P~~HFv~~rie~~~~-~~~~~~y~~~E~a~A 214 (223)
CPKAYLLKDGSYYYGHMTTFYRSKK-----SGQPLPGFHF IKHRLVKTKV-EPGFKMVEQAEYATA 214 (223)

EEEEEEETTSCEEEEEEEEEEEESS-----TTCCCCCSEEEEEEEEEEEE-CGGGSEEEEEEEEEE
EEEEEEeCCCCEEEEEEEEeeccCC-—---— ccccCCCCEEEEEEEEEEee-cCCCCEEEEEEEEEE

SCOPe

Fos SRS 5 % ] Publed
luminescent protein; HET: CR7;
2a48 _A* 2a47 _A*

Score=582.92 Aligned_cols=206 Identities=27% Similarity=0.508
hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeE--EEEEEEeC-CCCCCCHHHhhhhhceccceecccCCCCCCchhh
LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKL--TLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDF
~~~~~ m-~k~~meG~VNGh~F~I~-GeG~-G~p~eG~g--~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~Dy
A Aaad e N NN N R R R R R e e R R N NN N N N R I R N NN N I
~~~~~ M~~k~-meG~VNGh~F~i-GeG~G~p~eG~g~~~~kl~vVtkGgpLPFs~dILs~~f--G~r~F~kYP~~i--~Dy
FIGDDMKMTYHMDGCVNGHYFTVKGEGNGKPYEGTQTSTFKVTMANGGPLAFSFDILSTVF-~-XNRCFTAYPTS! PDY
TSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEETTCSSCCSCTHHHHTTC-~~CTTSSBCCTTS~--CCT
hcCCCceEEEEEEEEECCEEEEEEEEEeecCCCCeEeEEEEEEEccCCcCCCCHHHhhhhh--cceccccecCCCec--chH

HHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEE

FKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVY DKQKNGIK
FKgsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt —~~~~~~ I d~~~~gi~
FEPEETTTTHTTT+ LTI+ [ [ [ [ LTI+ A+ ] ] ] Aasadhs
FK~-sfPeGys~eRt~~FEDGGV~t~~~~isleg~~~~~~v~~~G-nFP~dGPVMgkkt~~wePs~E~~~p —~dg~L~
FKQAFPDGMSYERTFTYEDGGVATASWE ISLKGNCFEHKSTFHGVNFPADGPVMAKKTTGWDPSFEKMTV-~~-~CDGILK
TGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECC TTEEE
HHhhCcCCceEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEECCCCCCccccccccCCCCe! —---CcCCEEE
EEEEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEE CccCCe
VNFKIRHNIEDGSV---QLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)
g~~~~~1~1~dGg~~-~--~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ sSKD~~E~rDhi~~vE~~~A 240 (298)
[+ + [+ +] [+ [+ ++]+ L R R R e e e e B P |
g-~~~~1-1--Gg~y~~~~~T~y~-akk---—— ~v-mP~~HFv~-rie~~~~-~~~~~~v~1-E~a~A 230 (238)
GDVTAFLMLQGGGNYRCQFHTSYKTKK-~~--PVTMPPNHVVEHRIARTDL-DKGGNSVQLTEHAVA 230 (238)
EEEEEEEEETTSCEEEEEEEEEEEESS- CCCCCCSEEEEEEEEEEEC-STTSCEEEEEEEEEE
EEEEEEEEeCCCCEEEEEEEEeeccCC-----CccCCCCEEEEEEEEEEec-cCCCCEEEEEEEEEE

SCoPe DS ) ruslmed

protein; HET: CRQ; 2.09A {Discosoma striata} SCOP: d.22.1.1

Probab=100.00

Q ss_pred

Q Sun_Nov_08_06: 15
Q Consensus 15
T Consensus 12
T 3cgl_A 12
T ss_dssp

T ss_pred

Q ss_pred

Q Sun_Nov_08_06: 94
Q Consensus 94
T Consensus 89
T 3cgl_A 89
T ss_dssp

T ss_pred

Q ss_pred

Q Sun_Nov_08_06: 173
Q Consensus 173
T Consensus 164
T 3cgl_A 164
T ss_dssp

T ss_pred

No 26

E-value=1.2e-82

Score=582.93 Aligned_cols=212 Identities=24% Similarity=0.500
cccchhhecCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHEhhhhheeccceecccCCCCCC

VSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMK

i C ittt m~-~k~~meG~VNGh~F~I~-GeG~G~p~eG~g~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~-~I~
MRt R N e NN R b e R R NN R R R B N NN RN N R AR RN R N Ras

~~~~~~~~~~~ M-~k~-meG-VNGh~F~i-GeG-G~p~eG~q-~kl-vtkG-pLPFs~dILs~~f--G-r~F~-kYP-~i-
MSCSKSVIKEEMLIDLHLEGTFNGHYFEIKGKGKGOPNEGTNTVTLEVTKGGPLPFGWHILCPQF ~~-XNKAFVHHPDNI~
CCGGGGCSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGTTTC---CTTSSBCCTTS~

ceeeHhhcCCcceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--cccccceCCCee—

chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCC
REHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQK

~~DyFKgsfPeGYsweRt~~FEDGGv~t~~~~itleg-c v~~~G~nFP~dGPVMgkkt-~ ~e ~d~~~
FLLLTTELTTN T+ TTEI+] [ [t [ LTI+ [+ 4] +
-~DyFK~sfPeGysweRt~~FEDGGvV~t~~~~isleg~~~~~~ v~~~G~nFP~dGPVMgkkt~~wePs~E~~~p-

~HDYLKLSFPEGYTWERSMHFEDGGLCCITNDISLTGNCFYYDIKFTGLNFPPNGPVVQKKTTGWEPSTERLYP~
—-CCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE
—chHHHhhCcCCceEEEEEEEcCCCCEEEEEEEEEEeCCEEEEEEEEEEECCCCCCccccccececcCCCce:

78
78

178
178

154
154

176
176

169
169

93
93

88

172
172

163
163

CeEEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCC-cCCCCCEEEEE. CccCCe
NGIKVNFKIRHNTEDGSV---QLADHYQQNTPIGDGP-VLLPDNHYL.STQSALSKDPNEKRDHMVLLEFVTA 240 (298)
~gi~g~~~~~1~1~-dGg~---~~~T~yk~kkPi~~~~-v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A 240 (298)
] [ ]+ o] ] ] [ | L]
g-L-g~-~~~~1-1-~Gg~y~~~~~T~y~akk---—- ~~v-mP~~HFv--rie~~~~-~~~~~~v~~~E~a~A 229 (241)
GVLIGDIHHALTVEGGGHYACDIKTVYRAKK=-~~~~. AALKMPGYHYVDTKLVIWNN-DKEFMKVEEHETAVA 229 (241)
TEEEEEEEEEEEETTSCEEEEEEEEEEEESS CSSCCCSEEEEEEEEEEEE-CTTSSEEEEEEEEEE
CEEEEEEEEEEEeCCCCEEEEEEEeeeccCC—-——— ccccCCCCEE —cCCC

scor. PDE M & rulRed

(223)
(223)

(298)
(298)

(223)
(223)

1.65A {Anemonia

Sum_probs=0.0

(298)
(298)

(238)
(238)

(298)
(298)

(238)
(238)

Sum_probs=0.0

(298)
(298)

(241)
(241)

(298)
(298)

(241)
(241)
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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: 1lxgm _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-CCCCCHHHhhhhhceccceeccecCCCCCCchhh

Q Sun_Nov_08_06: 19 EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMKREDF 97 (298)

Q Consensus 19 ~—~~~~~ m~-~k~~meG~VNGh~F~I~-GeG~-G~-p~eG~g~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~~~Dy 97 (298)
[#r] bt [ [ [+ [ [+ [+ [+ [ [T T 4] #]

T Consensus 13~~~ m~~k~-meG~VNGh~F~i~GeG~G~p~eG~g-~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 hhhcCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhec--ceecccCCCCC--CCH

Q ss_pred HHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEE

Q Sun_Nov_08_06: 98 FKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIK 176 (298)

Q Consensus 98 FKgsfPeGYsweRt~~FEDGGv-t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ L d-~~~gi~ 176 (298)
FETTITEI+ T+ I LT s [ ] L] [ LTI DL+ 1] e+

T Consensus 89 FK-sfPeGys~eRt~~FEDGGvV~t~~~~isleg~~~~~~v~~~G~nFP~dGPVMgkkt~~wePs~E~~~p----~dg~L~ 164 (241)

T 1xmz_A 89 FKQSFPEGFTWERTTTYEDGGFLTAHQDTSLDGDCLVYKVKILGNNFPADGPVMONKAGRWEPGTEIVYE----VDGVLR 164 (241)

T ss_dssp TGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCCCEECC TTEEE

T ss_pred HHHhCCCCeeEEEEEEECCCCcEEEEEEEEEEeCCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEc—----cCCEEE

Q ss_pred EEEEEEEEeCCCCE---EEEEEEEEcccCcCCC-—-cCCCCCEEEEE: CccCCe

Q Sun_Nov_08_06: 177 VNFKIRHNIEDGSV---QLADHYQONTPIGDGP---VLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)

Q Consensus 177 g-~~~~1~-1-dGg~---~~~T~yk~kkPi~~~~---v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A 240 (298)
|44+ [+ +] [+ H[+][+]++]+ + | | [ [ |||

T Consensus 165 g-~~~~1~1~~Gg~y~~~~~T~y~akk-—-———~~~~ v-mP~~HFv~~rie~~~~-~~~~~~v~1~E~a~A 228 (241)

T 1xmz_A 165 GQSLMALKCPGGRHLTCHLHTTYRSKK-----. PASALKMPGFHFEDHRIEIMEE-VEKGKCYKQYEAAVG 228 (241)

T ss_dssp EEEEEEEECTTSCEEEEEEEEEEEESS GGGSCCCCSEEEEEEEEEEEE-C--CC:

T ss_pred EEEEEEEEeCCCCEEEEEEEeeeccCC————— ccccccCCCCEEE —cCCC

No 27

. M §
== SCOPe EDE 8  rublmec
| >3e5t_A FP611;, RED fluorescent protein EQFP611; chromophore, luminescence, photoprotein; HET: NRQ; 1.10A
{Entacmaea quadricolor} SCOP: d.22.1.1 PDB: 3e5v _A* 1luis _A* 3e5w _A* 3u0l _A* 3uOm _A* 3uOn _A* 3pjb _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=le-82 Score=583.72 Aligned_cols=212 Identities=25% Similarity=0.517 Sum_probs=0.0

Q ss_pred CCccccecchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC~-CCCCCHHHhhhhhececcceecccCC

Q Sun_Nov_08_06: 11 GIPMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYP 89 (298)

Q Consensus 11~ G m~~k~-meG~VNGh~F~I-GeG~G~p~eG~g~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP 89 (298)

M Raad b N NN N R R R R R R Rt N R R RN AR R R RN

T Consensus ~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 LIKENMRMMVVMEGSVNGYQFKCTGEGDGNPYMGTQTMRIKVVEGGPLPFAFDILATSF--XSKTFIKHT 84 (242)

T ss_dssp ---CCT----TSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTT SCSSC —---CTTCCEEC

T ss_pred hhhhHh----hccCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--ccccececeCC

Q ss_pred CCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc~-ccCCCceeEEecc

Q Sun_Nov_08_06: 90 DHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMA 168 (298)

Q Consensus 90 ~~I-~-DyFKgsfPeGYsweRt~~FEDGGv-t~-~~itleg~c~~~~v~~~G-nFP-~dGPVMgkkt-~~~~~~ e~ 168 (298)

LA LTTELTTNEETT T+ [ L [t [ [ LTI+ o [+ ] ]

T Consensus 85 ~~i--~DyFK-sfPeGys~eRt~~FEDGGvV~t~~~~isleg~~~~~~ v~~~G~nFP~dGPVMgkkt~~wePs~E~~~p-- 160 (242)

T 3e5t_A 85 KGI--PDFFKQSFPEGFTWERVTRYEDGGVFTVMQDTSLEDGCLVYHAKVTGTNFPSNGAVMQKKTKGWEPNTEMLYP-- 160 (242)

T ss_dssp TTC--CCTTGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEE: CCTTSTTTTTCEEEECC -—

T ss_pred ccc--chHHHhhCcCCceEEEEEEECCCCEEEEEEEEEEeCCEEEEEEEEEEECCCCCCccccecccccCCCe —_

Q ss_pred cCCCCeEEEEEEEEEEeCCCCE-~--EEEEEEEEcccCcCCC~---cCCCCC: CccCCc

Q Sun_Nov_08_06: 169 DKQKNGIKVNFKIRHNIEDGSV---QLADHYQQONTPIGDGP---VLLPDNHYLSTQSALSKDPNEKRDHVVLLEFVTA 240 (298)

Q Consensus 169 d-~-~gi~g-~~~~1-1~-dGg~---~~~T~yk~kkPi~~~~-——v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A 240 (298)
R R R R e R N A R R | [ ] [ || |

T Consensus 161 --~dg-L-g-~~~~1~1-~-Gg~y~~~~~T~y~akk---——~~~~ v-mP~~HFv-~rie~~~~-~~~~~~y~~~E~a~A 230 (242)

T 3e5t_A 161 --ADGGLRGYSQMALNVDGGGYLSCSFETTYRSKK----- TVENFKMPGFHFVDHRLERLEE-SDKEMFVVQHEHAVA 230 (242)

T ss_dssp --ETTEEEEEEEEEEEETTSCEEEEEEEEEEEESS GGGSCCCC -ETTTT

T ss_pred --cCCEEEEEEEEEEEeCCCCEEEEEE Commmmm CCCE CCCCEEEEEEEEEE

n ':DB @?5 Pubmed

™ >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— 53 (298)
R R R Rl B o I O I R IO P

T Consensus 1 ~~1~~s~~~~A~a~-dL~~~-Mk-mk~~~k~a~~A~d~-~em~~al~ 80 (347)

T 3u8p_A 1 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATFGGSADLEDNMETLNDNLKVIEKADNAAQVKDALTKMRAAA 80 (347)

T ss_dssp --=CCi EEEEEEEEEEETTEEEEEEEEEEECCCCCCCHHHHHHHHHHHHHHHHHHHCCSHHHHHHHHHHHHHHH

T ss_pred CCcchHHHhcCCCCEEE eEEEE hhhhhhhHHHHHHHHHHHHHHHhccCCHHHHHHHHHHHHHHH

Q ss_pred eEEEEEEEe

Q Sun_Nov_08_06: 54 KLTLKFICT 63 (298)

Q Consensus 54 ~gq~~k~~vt 63 (298)

[+ +++++] |

T Consensus 8l e~sk~~~P-—r—rmmm e Y~eGl-kKL~~el-~a~~~1~agdL~~Ak~~L~~id~1RkeyH-k~~~G~~~~k~~~t 160 (347)

T 3u8p_A 81 LDAQKATPPKLEDKSPDSPEMKDFRHGFDILVGQIDDALKLANEGKVKEAQAAAEQLKTTRNAYHQKYRGGKLTLKFICT 160 (347)

T ss_dssp HHHTTSCCGGGTTSCTTSHHHHHHHHHHHHHHHHHHHHHHHHHTTCHHHHHHHHHTHHHHHHHHHHHAS SSC T

T ss_pred HHHhhcCccececccccccchhHHHHHHHHHHHHHHHHHHHHHHHCCCHHHHHHHHHHHHHHHHHhccccCCCeEEEEEEEe

Q ss_pred CCCCCCCHHHhhhhhcececeecccCCCCCCchhhHHhhCCCceEEEEEEEecCCCcEEEEeeEE: CCEEEE

Q Sun_Nov_08_06: 64 TGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGID 143 (298)

Q Consensus 64 ~GpLPFS~dILs~~f~YG-r-FtkYP~~I-~~DyFKgsfPeGYsweRt-~FEDGGv-t~~~~itleg~c~~~~v~-~~G-n 143 (298)
SRR R e N RN N R e NN R N NN RN NN R NN R R NN R N R R N R N R R R
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No 29

SCOP: d.22.1.1
Probab=100.00

ss_pred
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Consensus
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ss_dssp
ss_pred
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0 10 10

Consensus
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ss_dssp
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HHaAa3

No 30
| >2ib5_A Ch;omo

Probab=100.00
ss_pred

Sun_Nov_08_06:
Consensus

0 10 10

Consensus
2ib5_A
ss_dssp
ss_pred

HHaAa3

ss_pred
Sun_Nov_08_06:
Consensus

0 10 10

Consensus
2ib5_A
ss_dssp
ss_pred

HHaAa3

ss_pred
Sun_Nov_08_06:
Consensus

el o o]

Consensus
2ib5_A
ss_dssp
ss_pred

HHAa3

i =
|_'>4tza_C Fluorescent protein; thermostable, engineered; HET: CRQ;

14 of 27

161
161

144
144

239
239

224
224

319
319

== Bl score E£BE

(" >lyzw_A Hcred, GFP-like non-fluorescent chromoprotein; luminescent protein; HET: CRU; 2.10A {Heteractis crispa}

E-value=2.le-82

21
21

~

{Cnidopus japonicus} SCOP: d.22.1.1 PDB:
E-value=1.9e-82

21
21

N}

100
100

83
83

179
179

159
159

% n PROTEIN DATA BANK

~gpLPfs~diL~~~f--G~~~F~kYP~~i~~~D~FK~-sfpeGys~eRt~~FEDgGv-t~~~~itleg-~~~~~ v~~~G~n
TGKLPVPWPTLVTTL--XVQCFSRYPDHMKQHDFFKSAMPEGYVQERT IFFKDDGNYKTRAEVKFEGDTLVNRIELKGID
TSSCSSCGGGGTTTC---CGGGSBCCGGGGGGCHHHHTTTTCEEEEEEEEETTSC T

CCCCCCCHHHhhhhh--cccceceCCCCCCCccChHHhhCCCceEEEEEEEecCCCEEE! CEEEEEEEEEeeC

CCCCCcccececcececcCCCceeEEecccCCCCeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCC!
FKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQQONTPIGDGPVLLPDNHYLSTQSALSK

FP-dGPVMgkkt~~~~~~ e~ d~~~~gi~-g-~~-~1-1-dGg~~~~T~yk-kkPi~~~~v-mP~~Hfi-~~~~~ sK
IR R RN R R aad bannd bad band Ca R asd AR EA R A R aad A R aanaad A Rad D Rad Ranndl
Fp~dGPVM~kk~~~~~~~ e gi~-g~~~~~1-1-~Gg~~~~t~y~~~kPi~~~~v~~P~~Hf~~~~1~~sK

FKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQQONTPIGDGPVLLPDNHYLSTQSALSK
CCTTSTTTTTCBCSCCCCEEEEEEEEGGGTEEEEEEEEEEEBTTSCE
CCCCCcccececececcCCCCceEEEecccCCCCeEEEEEEEEEEeCCCCEEEEEEE

CCCCC
ccccCCCcCCCCCEEEEEEEeEEe

cCccCCceEEEEEEEEeeccccccchhhh

DPNEKRDHMVLLEFVTAAGITHGMDELYK 252 (298)
D~~E~rDhi-~VE~~~A~~—mmmm 252 (298)
[+ [+ [+ ]+

D~~e~rDhi~~~E~~~A~~ ~ 347 (347)
DPNEKRDHMVLLEFVTAAGITLGMDELYK 347 (347)

CTTCCSSEEEEEEEEEEESCCC-—=—=--—
ccccCCceEEEEEEEEecccccccccceC

@E PublfQed

Score=576.88 Aligned cols=207 Identities=23% Similarity=0.458

hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhcccceecccCCCCCCchhhHH
LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK
~~~~~ m-~k~--meG-VNGh~F~I-GeG-G-p~eG-g-~k~~vt~G-pLPFS~dILs~~f~YG-r~-FtkYP-~I-~~DyFK
[t ]| [ ][ T [T ]+

~~~~~ m~~k~-meG~VNGh~F~1-GeG~G~p~eG~~~~kl-vt~-G~pLPFs~dILs~~f~--~r~-F-kYP~~i--~dyFK
LLKESMRIKMYMEGTVNGHYFKCEGEGDGNPFAGTQSMRIHVTEGAPLPFAFDILAPCCX--SRTFVHHTAEI --PDFFK
CSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSC —---CTTSCEECTTC--CCHHH
cccCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhee--ceecccCCCCC-~-CCHHH

hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE

100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN
100 gsfPeGYsweRt~~FEDGGv-t~-~~itleg~c~~~~v-~~G-nFP~dGPVMgkkt-~~~~~~ it d~~~~gi-g~
FEEETEETEI+IHTTEE T [t [ [ [ [ LTI+ + ]+ ] 4] Aaaadndbs
80 ~s-peGys-eRt~~fEDgGv~t~~~~isleg~~~~~~ v~~~G~nFp~dGPVMgkkt~-wePs~e~~~p----~dg~L~g~
80 QSFPEGFTWERTTTYEDGGILTAHQDTSLEGNCLIYKVKVHGTNFPADGPVMKNKSGGWEPSTEVVYP----ENGVLCGR
HTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCCCCBCC TTEEEEE
HhCCCCeeEEEEEEECCCCEEEEEEEEEEeCCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEc---~-cCCEEEEE
EEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEE CccCCc

179 FKIRHNIEDGSV QLADHYQQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)

179 ~~~~1~1~dGg~---~~~T~yk~kkPi~~~~v-mP~~Hfi~ ~SKD~~E~rDhi~~vE-~~A 240 (298)
++ [+ +] | |+] LR R R R s A Ead N e N e A e | ]+]

156 ~~~~1~1-~Gg~y~~~~~T~y~akk~~~~--v~~P~~HFv-~rie~~~~--~~~~~v~~~E~a~A 215 (225)

156 NVMALKV-GDRHLICHHYTSYRSKKAVRA--LTMPGFHFTDIRLQMLRK--KKDEYFELYEASVA 215 (225)
EEEEEEE-TTEEEEEEEEEEEEESSCGGG--CCCCCSEEEEEEEEEEEE--ETT
EEEEEEe-CCceEEEEEEeeeccCCcccc--ccCCCCEEEEEEEEEEEc--CCCCEE

= BB scor. EBE ) rulmed
protein, cjblue; beta barrel, alpha helix, chromophore, luminescent protein; HET: CRQ;

2ib6 _A*

Score=579.64 Aligned cols=206 Identities=24% Similarity=0.415

hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCC-CCCCCHHHhhhhhecccceecccCCCCCCchhhHH
LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTG-KLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK
~~~~~ m~~k~-meG~VNGh~F~I~-GeG~G~p~eG~g~~k~~vt~G-pLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK
At [t ]| [+ ] [ [T [T ]+

~~~~~ m~~k~~meG~VNGh~F~i~G~G~G~p~eG~gq~~kl-vt~G-pLPFs~dILs~~f~--~r~F~kYP~~i--~dyFK
KISDNVRIKLYMEGTVNNHHFMCEAEGEGKPYEGTQMENIKVTKGGPLPFSFDILTPNCX--SVAITKYTSGI--PDYFK
—-CCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGTGGGC-~-~-CTTSCEECTTC--CCTTG
hccCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhee--cccceCCCCCC-~-CchHH

hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN

gsfPeGYsweRt~~FEDGGV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e~~~ d~~~~gi~g~
LTI+ s [ ] ] e [ e L] e+ 1] e |+
~sfPeGys~eRt~~fEDGGV~t~~~~isleg~~~~~~ v~~~G~nFp~dGPVMgkkt~~wePs~e~~~p----~dg-L~g—
QSFPEGFTWERTTIYEDGAYLTTQQETKLDGNCLVYNIKILGCNFPPNGPVMQKKTQGWEPCCEMRYT----RDGVLCGQ
GGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECC TTEEEEE
HhCCCCeeEEEEEEECCCCEEEEEEEEEEeCCEEEEEEEEEEECCCCCCcccccccccCCCcEEEEEe---~-cCCEEEEE
EEEEEEeCCCCE EEEEEEEEcccCcCCC---cCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe
FKIRHNIEDGSV---QLADHYQQONTPIGDGP---VLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)
~~~~1~1~dGg~---~~~T~yk~kkPi~~~~-—-v-mP~~Hfi~~~~~~ sKD~~E~rDhi~~vE~~~A 240 (298)
|+ ] #] ]+ ]+ ] L e e e o I B B |
~~~~1~1~~Gg~y~~~~~T~y~ak-——-=~~~~~ v-mP~~HFv~~rie~~~~-~~~~~~y~1~E~a~A 220 (233)
TLMALKCADGNHLTCHLRTTYRSK-----KAAKALQMPPFHFSDHRPEIVKV-SENGTLFEQHESSVA 220 (233)

EEEEEEETTSCEEEEEEEEEEEES--
EEEEEEeCCCCEEEEEEEEeeccC--

-SCGGGSCCCCSEEEEEEEEEEEE-ETTTT:
-CCcccccCCCCEEEEEEEEEEee~-cCCCCEEEEEEEEEE

NCBI ﬁgi

oy Publffed

1.90A {Synthetic construct}

238
238

223
223

318
318

99
99

79
79

178
178

155
155

(347)
(347)

(298)
(298)

(347)
(347)

Sum_probs=0.0

(298)
(298)

(225)
(225)

(298)
(298)

(225)
(225)

1.80A

99
99

82
82

178
178

158
158

Sum_probs=0.0

(298)
(298)

(233)
(233)

(298)
(298)

(233)
(233)
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Probab=100.00 E-value=3.1le-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 m~~k~-meG-VNGh~F~I-GeG-G-p-eG-g~~k~~vt--GpLPFS~dILs~~f~-YG-r~-FtkYP-~I~~-Dy 97 (298)
et errnn | ][ [+[+]#]# 4] [To [+ [eeeee] [ [T +44] ]+ +

T Consensus 5 ~ M~~k~-meG~VNGh~F~1i-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 —CCSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCCSC ———CTTSSBCCTTS--CCH

T ss_pred hhhcCCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--ccccceceCCCec--chH

Q ss_pred HHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEE

Q Sun_Nov_08_06: 98 FKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIK 176 (298)

Q Consensus 98 FKgsfPeGYsweRt~~FEDGGvV-t~-~~itleg-c~~~~v~~~G-nFP-~dGPVMgkkt-~~~~~~ e~ d~~~~gi~ 176 (298)
FEPEETTTTHTTT+ LTI+ [ [ [ [+ LTI+ Aaandhs

T Consensus 81 FKgsfPeGYsweRt~~FEDGGv-t~-~~isleg~~~~~~ v~~~G~-nFP~dGPVMgkkt~~wePs~E~~~p----~dg-L~ 156 (249)

T 4tza_C 81 FKQAFPEGYSWERSMTYEDQGICIATSDITMEGDCFFYEIRFDGTNFPPNGPVMQKKTLKWEPSTEKMYV----EDGVLK 156 (249)

T ss_dssp HHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECCEEEEEEE----ETTEEE

T ss_pred HHhhCcCCceEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEECCCCCCcccccccccCCCc CCEEE

Q ss_pred EEEEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEE CccCCe

Q Sun_Nov_08_06: 177 VNFKIRHNIEDGSV---QLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)

Q Consensus 177 g-~~~~1~1-dGg~---~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi-~vE~~~A 240 (298)
|+t |+ ] +] [+ ]| ]+ ||| ] | .

T Consensus 157 g~ ~v-mP~~HFv~~rie~~~~-~~~~~~vy~1~E~a~A 217 (249)

T 4tza_C 157 GDVEMALLLEGGGHYRCDFKTTYKAKK----- DVRLPDAHEVDHRIEILSH-DKDYNKVRLYEHAEA 217 (249)

T ss_dssp EEEEEEEEETT EEEEEEEEEEE CCCCCSEEEEEE -CTT

T ss_pred EEEEEEEEeCCCCEEEEEEEEeEccCC-——-~ CccCCCCEEEEEEEEEEee-cCCC

oz @@l == [l score E£DE 3 Publ@ed

_ >2iov_i A Fluorescent proteln 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
4hgq8 _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-CCCCCCHHHhhhhhececcceecccCCCCCCchhhHH
Q Sun_Nov_08_06: 21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK 99 (298)
Q Consensus 21 ~~~~~ m~~k~-meG~VNGh~F~I~-GeG~G~p~eG~g~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFK 99 (298)
M haad hannad NN NN N R e R R R b b N N NN NN RN e R R R B A
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--cccccceCCCecec--chHHHE
Q ss_pred hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
Q Sun_Nov_08_06: 100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN 178 (298)
Q Consensus 100 gsfPeGYsweRt~~FEDGGV~-t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e~~~ d~~~~gi~g~ 178 (298)
LTI+ s [ L] e [T TTTTTTR] e[+ 1] e |+
T Consensus 112 ~sfPeGYsweRt~~FEDGGvV-t~~~~isleg~~~~~~ v~~~G~nFP~dGPVMgkkt~~wePS~E~~~p----~dg-L-g~ 187 (255)
T 2iov_A 112 QSFPEGYSWERSMNYEDGGICNATNDITLDGDCYIYEIRFDGVNFPANGPVMQKRTVKWEPSTEKLYV----RDGVLKGD 187 (255)
TSSidSSp HHTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECC -ETTEEEEE
T ss_pred hhCcCCceEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEeCCCCCCccccccccCCCCcEEEEEe-~-—--cCCEEEEE
Q ss_pred EEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEE CccCCceE:
Q Sun_Nov_08_06: 179 FKIRHNIEDGSV QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)
Q Consensus 179 ~~~~1-1-dGg~---~~~T~yk~kkPi~~~~v-mP~~Hfi~ ~SKD~~E~rDhi~~vE~~~A 240 (298)
|+ ] ] +] ][] ]+ R R R R o o e Sl I I
T Consensus 188 ~~~~1-1-dGg~y~~~~-T~ykakk- -~v~1P~~HFv-hrie~~~~-~~~~~~v~1~E~a~A 246 (255)
T 2iov_A 188 VNMALSLEGGGHYRCDFKTTYKAKK- -VVQLPDYHFVDHHIEIKSH-DKDYSNVNLHEHAEA 246 (255)
T ss dssp EEEEEEETTSCEEEEEEEEEEEESS CCCCCSEEEEEEEEEEEE-CTTS
T ss:pred EEEEEEeCCCCEEEEEEEeeeccCC-----CccCCCCEEEEEEEEEeee-cCCC(
——— ~ 3 2
o M) == ER RS B ruolmed
>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 ccchhhecCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhheececceeccecCCCCCCch
Q Sun_Nov_08_06: 16 SKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRH 95 (298)
Q Consensus 16 ~—~G~~~~~~~ m~~k~~meG~VNGh~F~I~-GeG~G~p~eG~g~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~ 95 (298)
N N I N e
T Consensus 1 e M-~ g-vng~~f~~~g-g-g-~~~g-~~~~~~~~~g-lpf~~~il~~~~~ ————fomyp- 78 (343)
T 4pfe A 1 SKGEELFTGVVPILVELDGDVNGHKFSVRGEGEGDATNGKLTLKFICTTGKLPVPWPTLVTTLX--VQCFSRYPDHMKRH 78 (343)
T ss_dssp CTTTGGGSSEEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGGGG
T ss_pred CChhHhcccCceEEEEEEEEECCEEEEEEEeEeeCCCCCEEEEEEEEecCCCCCcHHHhhhhhe--cceccececCCCCCCeC
Q ss_pred hhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCeE
Q Sun_Nov_08_06: 96 DFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGI 175 (298)
Q Consensus 96 DyFKgsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt~~~~~~ e~~~~== d~~~~gi 175 (298)
M N R O I N TR
T Consensus 79 d-f~~~-p-g-~~~r~~~~ed-g-~~~~~~~-o—o g-~f~~~gpvm 1 158 (343)
T 4pfe A 79 DFFKSAMPEGYVQERTISFKDDGTYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNFNSHNVYITADKQKNGI 158 (343)
T ss_dssp CCTGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCC TTTTEE
T ss_pred ChhHHhCCCCeeEEEEEEEcCCeEEEEEEEEEEeCCEEEEEEEEEEecCCCCCCccc CCcceEEeccCCCCCEE
Q ss_pred EEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEE CccCCec
Q Sun_Nov_08_06: 176 KVNFKIRHNIEDGSVQLADHYQQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)
Q Consensus 176 ~g~~~~~1~1~-dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A 240 (298)
+|+++|+|+|+||+++++|+|++|+||++++++|| | ]| [ bt
T Consensus 159 ~~P~~H-i~~ri~~s~dl-e-m~~11LL1111~ 223 (343)
T 4pfe A 159 KANFKIRHNVEDGSVQIADHYQQNTPIGDGPVLLPDNHYLSTQSVLSKDPNEKRDHMVLLEFVTA 223 (343)

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

A*

11/7/2015 9:10 PM



HHpred - Homology detection & structure prediction by HMM-...

16 of 27

T ss_dssp
T ss_pred

No 34

==

s
__ >4hvf A Green fluorescent protein BLFP-Y6; LANGFP, beta-barrel, Gly-Tyr-Gly chromophore, biomarker,

EEEEEEEEEBTTSCEEEEEEEEEEEESSCSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEE
EEEEEEEEEeCCCCEEEEEEEEecCccccCcccCCCceEEEEEEeecCCcchhhhhhhhHHHHhe

SCOP. PDBE’ &E)  rublmed

cephalochordate; HET: CR2; 1.70A {Branchiostoma lanceolatum} SCOP: d.22.1.0 PDB: 4jge _A* 4jeo _A* 4jf9
Probab=100.00 E-value=2.le-81 Score=570.52 Aligned cols=205 Identities=20% Similarity=0.336 Sum_probs=0.0
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10 0 ©
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4hvE A
ss_dssp
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HH3Aa3

No 35

+

105
105

88

182
182

165
165

>2g6y_A Green fluorescent protein 2; natural chromophore, rapid matura beta-CAN,

CceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceeccecCCCCCCchhhHHhhCCC
VVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAVPE
~m~~k~~meG~VNGh~F~I-GeG~G~p~-eG~g~~Kk~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~ ~DyFKgsfPe
ctrrrt [ [+ [Tl B0 T+ + T

~~~~k~~meG~VNGh~F~i~G~G~G~p~eG~~~~kl-vt~GpLPFS~diLs~~f--G~r~F~kYP~~i--~DyFK-sfPe
PATHELHIFGSINSLEFDLVGRGTGNPKEGYEELHLKSTKSALQFSPWILVPQI--XFYQYLPFPDGA~--MSPFQAAMND
CCEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEESSSSCSSCGGGGTTTC--~-CGGGCBCSTTC-~-BCHHHHHHAT
CceeEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEeCCCCCCCHHHhhhhh--cccceceCCCCC--cChhHEhCeC

—--ceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEEEEE
——-GYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVNFKTI

~-GYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt- e d~~~~gi-g
[ R N R e N e e e R NN R I e B o O s s R Raas
G-Gys~-eRt~-~FEDgGv-t---~itleg-~~~~~ v~~~G-nFp-dGPVMgkkt-~wePs~e~~~p~---~dg-L-g-~~~

GSGYQVHRTMQFEDGATLTGIYRYTYEGTHIKGEFQVIGTGFPADGPVMTNSLTAADWCVTKIVYP-~~-NENTIIDKFDW

SCCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECC ETTEEEEEEEE
CCCceEEEEEEecCCCEEEEEeEEEEeCCEEEEEEEEEEECCCCCCcccccceecCCCCEEEEEec———CCC!
EEEeCCCCE---EEEEEEEEcccCcCC-CcCCCCCEEEEE CccCCc ec
RHNIEDGSV---QLADHYQQONTPIGDG-PVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAG 242 (298)
~1~1-dGg~---~~~T~yk~kKkPi~~~—-~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~VE~~~A~~ 242 (298)
+]+[+] [ +] AR AR RN R e e I B R N | ]+
~1-1-dGg-y-~~~~t~y-~kkpv-—~~~~~~ P--hfv--rie-~-----~kdhi~-~~E~-~kAf~ 223 (226)
TYTTTSGKRYQSNVRSNFTFAKPTAANILQKQP--MFVFRKTELK----HSKTELNFKEWQTAFS 223 (226)
EEEETTSCCEEEEEEEEEEESSCCCHHHHTSCS--EEEEEEEEEE----ECSSE
EEEecCCCEEEEEEEEEEEEcCccCcCCCCCCC--EEEEEEEEE cce hhhh

== ER score FDE 0 rulmed

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
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No 36

24
24

[N}

104
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78

182
182

155
155

CCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhecececceecccCCCCCCchhhHHhhCC
GVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAMP
~~m~~k~~meG~VNGh~F~I-GeG~G~p~eG~gq~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKgsfP
i nan R R N R R e R NN R b R N R NN AR R R RN N R e R R NN

~~m~~k~~meG~VNGh~F~i~G~G~G~p~eG~q~~kl~vtkGpLPFs~diL~~~f~--~r~F~kYP~~i--~d~Fkgs-p
PAMEIECRITGTLNGVEFELVGGGEGTPEQGRMTNKMKSTKGALTFSPYLLSHVMX~~FYHFGTYPSGY-~ENPFLHAIN
-CEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEESSSSCSSCGGGGTTTC---CGGGCBCCTTC--CCHHHHGGG
CcceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEeCCCCCCCHHHhhhhce--ccccceCCCCC--CChHHHhCC

-CceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEEEEE
—-EGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYTMADKQKNGIKVNFKT

-eGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt- e d~-~~~gi-g
IR T R I e e P e
~eGys~eRt~~fEDGGV~t~~~~isleg~~~~~~~~~~ G-nFp~dGPVMgkkt~~wePs~e~~~~~
NGGYTNTRIEKYEDGGVLHVSFSYRYEAGRVIGDFKVMGTGFPEDSVIFTDKIIRSNATVEHLHPM
TTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTCGGGSSCEEEECC TTEEEEEEEE
CCCeEEEEEEEEcCCCEEEEEEEEEEECCEEEEEEEEEEECCCCCCCccccccccCCCceEEEEec———CCC!
EEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEE EecCccCCc
RENTEDGSV---QLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAA 241 (298)
~1-1-dGg~---~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ sKD~~E~rDhi~~vE~~~A~ 241 (298)
+]+[+] [ +] ][] [ | [ [+ R e P R
~1-1-~Gg~y~~~~~t~y~~kkpi~~~~~~~ P-~HFV-~rie-~~~-———-~~~~~~~~~ e~-Af 213 (217)
TFSLRDGGYYSSVVDSHMHFKSATHPSIL.ONGGPMFAFRRVEEDHS -~ ~-NTELGIVEYQHAF 213 (217)
EEEETTSCEEEEEEEEEEEESSCCCHHHHTSSSCEEEEEEEEECCC s
EEEECCCCeEEEEEEEEEEecCCccccccCCCCCEEEEEEEEEEec—-—-CCCe

== B score FDE ) rulmed

. >2zmu A Fluorescent proteln~ 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¥

104
104

87
87

181
181

164
164

103
103

77

181
181

154
154

Ax

(298)
(298)

(226)
(226)

(298)
(298)

(226)
(226)

luminescent protein; HET: CR2;

(298)
(298)

(217)
(217)

(298)
(298)

(217)
(217)

Probab=100.00 E-value=1.3e-80 Score=564.34 Aligned cols=207 Identities=25% Similarity=0.523 Sum_probs=0.0
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=

98
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79

hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeE--EEEEEEeC-CCCCCCHHHhhhhhceecceecccCCCCCCchhh
LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKL~-TLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDF
~~~~~ m-~k~~meG~VNGh~F~I~-GeG~-G~p~eG~g--~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~Dy
M Anad b NN NN N R R e R R e e R N NN RN N R IR N AR N R |

~~~~~ m~~k~-meG~VNGh~F~i~GeG~G~p~eG~g~~~~kl~vtkGgpLPFs~dILs~~f---~r~F~kYP~~i
VIKPEMKMRYYMDGSVNGHEFTIEGEGTGRPYEGHQEMTLRVTMAKGGPMPFAFDLVSHVX HRPFTKYPEEI
TCCSSEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEEEETTCSSCSSCTHHHHTC-—--CTTSSBCCTTS—--CCH
ccCCCceEEEEEEEEECCEEEEEEEEEeeCCCCCeEeEEEEEEEccCCcCCCChHHhecccc---ceecccCCCCC--CCH

HHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccec-ccCCCceeEEecccCCCCeEE
FKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYTIMADKQKNGIK

FKgsfPeGYsweRt~~FEDGGv~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt - ~~~~~~ e~~~~~= d~~~~gi~
FEPEETEETEETT+ LTI+ [ [ [ [ LTI+ # ]+ ] Aasndhs
FK~sfPeGys~eRt~~FEDGGvV~t~ isleg~~~~~~v~~~G~nFP~dGPVMgkkt~-wePs~e~~~p----~dg-L~
FKOAFPEGLSWERSLEFEDGGSASVSAHISLRGNTFYHKSKFTGVNFPADGPIMONQSVDWEPSTEKITA~~~-~SDGVLK
HHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEECC TTEEE
HHHhCCCCeeEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEECCCCCCccccccccCCCCe ————cCCEEE

97
97

78
78

176
176

154
154

(298)
(298)

(223)
(223)

(298)
(298)

(223)
(223)
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No 37

177
177

155
155

EEEEEEEEeCCCCE---EEEEEEE-EcccCcCCCcCCCCCEEEEE CccCCe ccce
VNFKIRHNIEDGSV---QLADHYQ-QONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITH 245 (298)
g~~~~~1~-1-dGg~---~~~T~yk-~KkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~VE~~~A~~~~~ 245 (298)
|+++ |+ +]+] | ++ H[+]+]+ +]|+ L R R RS P e PO IS [ IO
g-~~~~1-1--Gg~y~~~~-T-y-~ak------ ~v-~P~~HFv--rie-~~----~~~~y-~~E~-a~A~--~-~ 218 (223)
GDVTMYLKLEGGGNHKCQFKTTYKAAKK-~~——TLKMPGSHY I SHRLVRKT----EGNITELVEDAVAHSLEH 218 (223)
EEEEEEEEETTSCEEEEEEEEEEEESSC-----CSSCCCSEEEEEEEEEE! TT ——-
EEEEEEEEeCCCCEEEEEEEEcccccCC————— CcCCcCCCCEEEEEEEEEec----CCCEEEEEEeeeEeecce

== B score FDE ) rulmed

>2z06 A CYAN emlttlng GFP-like protein, kusabira-CYAN (KC; luminescent protein, structural genomics,

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
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No 38

+

100
100

110
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179
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185
185

>4dkm_A Amphloxus green fluorescent protein, GFPClA; beta-CAN, chromophore; HET: CR2;

hccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHEhhhhheecceecceCCCCCCechhhHE
LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK
~m~~k~~-meG~VNGh~F~I-GeG~-G~p~-eG~g-~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP~ ~~DyFK
M hnad b NN NN N R R e R R b b N N N NN RN N R RN R I A

~~~~~ M~~k~-meG~VNGh~F~i~GeG~G~p~eG~gq-~kl-vtkGgPLPFS~dILs~~f--G~r~F~kYP~~I--~DyFK
VIKPEMKMKYFMDGSVNGHEFTVEGEGTGKPYEGKHKITLDVTKGGPLPFAFDLLSTVF~~XNRCLTKYPDDI-~PDYFK
TSCSSEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEEEESCSCSSCTHHHHTTC---CTTSSBCCTTS--CCTTG
cccCCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCcCCCCHHHhhhhh--ccccceceCCCecc—--chHHH

hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEE
SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVN

gsfPeGYsweRt~~FEDGGvV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e~~~ d~~~~gi~-g~
NN S NN NN R b R N R e R B N R NN N NN R R B R b R N N B s R
gsfPeGYsweRt~~FEDGGV~t~~~~isleg~~~~~~ v~~~G-nFP~dGPVMgkkt~~wePs~E~~~p----~dg~L~g~
QCFPGGYSWERKFEFEDGGLATAKAEISLKGNCFEHKSTIEG-TFPDSSPIAQNKTLGWEPSTEKMTV~~~~RDGSMKGD
GGTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEE-ECCTTCTTTTTCEEEECC TTEEEEE
hhCcCCceEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEe-eCCCCCccccccecccCCCCEEEEEe----cCCEEEEE
EEEEEEeCCCCE---EEEEEEEEcccCcCC-CcCCCCCEEEEE EecCccCCc
FKIRHNIEDGSV---QLADHYQQONTPIGDG-PVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240 (298)
~~~~1~1~dGg~---~~~T~yk~kkPi~~~-~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A 240 (298)
]| ] ] + o] ] ] [+ L I
~~~~1~1~dGg~y~~~~~T~y~ak----- k~~v-mP~~HFv-hrie~~~----~~~~v~1~-E~a~A 241 (252)
DAAYLKLVGGGNHKCYFTTTYTAK-~----KKIPNLPQSHFIGHRISSVV----NGTKIGVMEDATIA 241 (252)
EEEEEEETTSCEEEEEEEEEEEES-----SCCSSCCCSEEEEEEEEEEE TT
EEEEEEeCCCCEEEEEEEeeeccC-———— CcccCCCCCEEEEEEEEEec——--CC(

== BN score FPE ZERE &) rublmed

floridae} SCOP: d.22.1.0
Probab=100.00 E-value=2.le-80 Score=560.26 Aligned cols=203 Identities=20% Similarity=0.356 Sum_probs=0.0
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No 39

CCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhheecceecccCCCCCCechhhHHhhCC

{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
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o

hhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhceccceecccCCCCCCechhhH
EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKREDFF
~~~~~~~ m~~k~~-meG~VNGh~F~I~-GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyF
R e B e NN R R I R I R e I e e N R R RN R N R B e R R N R R |

~~~fk~~M~ikl-meGsVNGh~F~I~-GeG~G~P~eG~g~~~1~vt~GPLPfS~~iLs~~~~-—~~~f~~yP~~i~~~d~F
EELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKLICTTGKLPVPWPTLVTTLX
HHHTSSCEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGCBCCGGGGGGCHH
ccececcceccceeeccccccccccccCCCCCCCCCCleeeeccccCCCCCCCCehheCeccec-~-cccecCCCCCCecCCleh

HhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCCceeEEecccCCCCeEEEE
KSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVY IMADKQKNGIKVN

109
109

178
178

184
184

1.95A {Branchiostoma

24 GVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAMP 103
24 ~~-m~~k~--meG-VNGh~F~I-GeG~-G-p~-eG~g-~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKgsfP 103
e w1 Tl s LT+ T+ 2 [T
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
2 PTTH-EVHVYGSINGVEFDLVGSGKGNPKDGSEEIQVKSTKGPLGFSPYIVVPNI--XFHQYLPFPDG-M-~-SPFQAAAD 75
CCEE-EEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEESSSSCSSCGGGTSTTC-~--CGGGCEETTE-E--CHHHHHHH
CCce-EEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEeCCCCCCCHHHhhhhec--ccccececeCCCC-C--ChHHhhCC
C--ceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCC

104 E--GYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVNFK 180

104 e--GYsweRt~~FEDGGV~-t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e~~~~~~d~~~~gi~g~~~ 180
LTI+ LT st ] Lt [+ [ LTI TTTT#] T4+ ] et |+ ]

76 eg-Gys~eRt~~fEDgGv~t~~~~itleg~~~~~~ v~~~G~nFp~dGPVMgkkt~~weps~e~~~p~---~dg~L~g~~~ 152

76 DGSGYVVHRTIQFEDGASLTGNYRYSYDGGHIKGEFHVVGSGFPADGPVMTKSLTAVDWSVATMLFP-~-NDTTVVSTID 152
HSCCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCBCCCCC ---ETT
CCCCceEEEEEEeCCCCEEEEEEEEEEeCCEEEEEEEEEEECCCCCCcccccccccCCCCEEEEEEC---CCCeEEEEEE
EEEEeCCCCE---EEEEEEEEcccCcCC-CcCCCCCEEEEE EecCccCCc

181 IRHNIEDGSV---QLADHYQONTPIGDG-PVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAA 241 (298)

181 ~~1-1-dGg~---~~~T~yk~kkPi~~~-~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A~ 241 (298)
|+]+]+]]+] R AR R R e e N B T B E S]]

153 ~~1~-1-~Gg~y~~~~~t~y~~kkpv-~~~~~~~ P--hfv--rie-~----~~kd~i~~~E~~~Af 211 (214)

153 WTCPTTSGKRYHATLRTNYTFAKPIAATILQKQP--MFVFRKTEVK----ASDAEINLKEWQKAF 211 (214)
EEEEBTTSCEEEEEEEEEEEESSCCCHHHHHSCC--EEEEEEEEEE ECS
EEEEecCCCEEEEEEEEeEEecCccCcCCCCCCC--EEEEEEEEEE-——--ecCCi ehee

FRE S 68 ruoln
- SCOPe o0 2] PubliQed
>4ndj_] A Green fluorescent protein, chimeric construct; helix-turn- hellx, de novo protein; HET: CR2; 1.85A
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135
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178

structural

(298)
(298)

(252)
(252)

(298)
(298)

(252)
(252)

(298)
(298)

(214)
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(298)
(298)

(214)
(214)

(298)
(298)

(297)
(297)

(298)
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- SCOPe I 2] PublQed
| >4dkn A Amphloxus green fluorescent protein, GFPAl; chromophore, beta CAN, fluorescence; HET: CR2; 1.35A
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Probab=100.00 E-value=2.le-79 Score=564.95 Aligned cols=202 Identities=38% Similarity=0.684 Sum_probs=0.0
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Q ss_pred
Q Sun_Nov_08_06:
Q Consensus

H

Consensus
2dd7_A

]

CCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhececceeccecCCCCCCchhhHHhhCC

24 GVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFKSAMP
24 ~-m~~k~-meG~-VNGh~F~I-GeG~G~p~eG~gq~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP~~I~~~DyFKgsfP

A Ran N R N R R R R e b b R N NN AR R R RN N R e R N A
1 ~~m~~k~-meG~VNGh~F~i~G~G~G--~eG~~~~kl~-vt~GpLPFs~dILs~~fg--~r~F~kYP~~i--~d~Fkgs-p
1 TTFKIESRIHGNLNGEKFELVGGGVG--EEGRLEIEMKTKDKPLAFSPFLLSHCMX--FYHFASFPKGT--KNIYLHAAT

103 (298)
103 (298)

74 (216)
74 (216)

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

11/7/2015 9:10 PM



HHpred - Homology detection & structure prediction by HMM-...

19 of 27

]

ss_dssp
ss_pred

H

ss_pred
Sun_Nov_08_06:
Consensus

10 0 ©

Consensus
2dd7_A
ss_dssp
ss_pred

H A3

ss_pred
Sun_Nov_08_06:
Consensus

10 0 ©

Consensus
2dd7_A
ss_dssp
ss_pred

HH3Aa3

No 43

104
104

75
75

182
182

152
152

CCEEEEEEEEEEETTEEEEEEEEEEE--ETTEEEEEEEESSSCCSSCGGGGGGGC---CGGGEECCTTC--CCHHHHHHT
CCCceEEEEEEEEECCEEEEEEEEEec--ccCEEEEEEEEeCCCCCCCHHHhhhhce--ceeccecCCCCC--cCHHHHhCC

—-CceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCceeEEecccCCCCeEEEEEEE
—-EGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNVYIMADKQKNGIKVNFKI

-eGYsweRt~~FEDGGv~t~~~~itleg~c~ ~G~nFP~dGPVMgkkt- e d~~~~gi-g
R R R N b e N R N R e R R N e N NN S A R A R R i R R
~eGys~eRt-~fEDGGV-t-~-~-~isleg-~~~~~ v~~~G-nFp-dGPVMgkkt-~wePs~e~~~~ ~dg-L-g-~~~
NGGYTNTRKEIYEDGGILEVNFRYTYEFNKIIGDVECIGHGFPSQSPIFKDTIVKSCPTVDLMLP SGNIIASSYAR
TTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSHHHHTCEEEECC TTTEEEEEEEE

CCCeeEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEECCCCCCCccccccccCCCceEEEEEc---CCCEEEEEEEE

EEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEE CccCCc e
RENTEDGSV---QLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAA 241 (298)
~1~1~-dGg~---~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ sKD~~E~rDhi~~vE~~~A~ 241 (298)
LR A R R R e N e N e N R N S Eaa e EE b
~1~1~~Gg~y~~~~~t~y~~kkpi~~~—-~~~P~~hFv~~rie~~~~--o—~~~~~~~ e-e-Af 209 (216)
AFQLKDGSFYTAEVKNNIDFKNPIHES-FSKSGPMFTHRRVEETHT--~--KENLAMVEYQQVF 209 (216)
EEEETTSCEEEEEEEEEEEESSCCCTT-SCSSSCEEEEEEEEEEEC SSEEE
EEEECCCCeEEEEEEEEEEecCCcccc-ccCCCCeEEEEEEEEEec—--—-CCCe

EE co= B rulmed

181
181

151
151

>4zf5_A Green fluorescent protein; HET: 4NU; 1.70A {Aequorea victoria} PDB: 4zf4 _A* 4zf3 _A* 3p28 _Ax*
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Probab=100.00 E-value=6.le-70 Score=500.60 Aligned_cols=188 Identities=90% Similarity=1.403 Sum probs=0.0
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fluorescent protein, GFP; HET: CR2 PE8; 2.10A {Plant transformation vector
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Probab=100.00 E-value=5.6e-70 Score=476.57 Aligned cols=152 Identities=95% Similarity=1.505 Sum_probs=0.0
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== ER ©°= B rulmed

__ >3rwa_A Fluorescent protein FP480; GFP-like fluoresent proteins, mkate, circular permutated, FL

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
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>3evp_A Circular-permutated green fluorescent protein; EGFP, chromophore, luminescence, photoprotein,
HET: CRO;

1.45A {Aequorea victoria}
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__ >4anj_A Unconventional myosin-VI,
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~~~~g~~1~~~~M~~k~~meG~VNGh~F~i~GeG-G~p~eG-q~~k1~vtkGpLPFS~dILs~~f--G~r~F~kYP~~i~
MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTL--XVQCFSRYPDHMK
—-—-=C SSCEEEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGGTTTC---CGGGSBCCGGGG
eecCchhhcccCceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEeCCCCCCCHHHhhhhh--ccececececeCCCCCe

chhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccecC
RHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYN 158 (298)

~~DyFKgsfPeGYsweRt~~FEDGGvV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt~~~ 158 (298)
ALLLTELTTEEETT I+ TET I+ [t [ [t [ [ ] T[] ]] [+
i~-DyFKgsfPeGysweRt~~fEDGGV~-t~~~~isleg~~f~~~i~f-GvnFP~dGPVMg-~1~~~ 243 (243)

QHDFFKSAMPEGY IQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYN 243 (243)
GGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCCC
cCChHHHhCCCCeeEEEEEEECCCCEEEEEEEEEEECCEEEEEEEEEEECCCCCCccccccccecC

) 3 DB ey
2 2B S ﬁ%i Publed

motor, metal-binding protein, transition state; HET: CR2 ADP; 2.60A {Sus scrofa}

Probab=100.00
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fPeGYsweRt~~FEDGGV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt e d~~~~gi~g
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~peg-~-ers--Fed-~~y-~s~~~~~~~~~ v g-nFp-dgpvm--k- g
MPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYTMADKQKNGIKVNFKTI
TTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSCCCC ITT
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RHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYK 252 (298)
~1~1-dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~VE~~~A~~~~~~~~~~~~ 252 (298)
++. ++||+++|+|+|++++||++++|+||++||++|++++|||++|+|||++++||++|+|+|||||\\\+
~~~1~~Gg~~~~t~y~~~~pi~~~~v~~P~~hfi~~~~~~~ kd d 1052 (1052)

RHNIEDGSVQLADHYQQNTPIGDGP\LLPDNHYLSYQSALSKDPNEKRDHMVLLEFVTAAGITHGJDELYK 1052 (1052)

EEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCCSSEEEEEEEEEEE(
EEEeCCCCEEEEEEEEecccCCCCCcCCCCCeEEEEecceeeccccccchhhhhhHHhhheccecchhhheC

PDE B rulme

HET: CRO 20W; 2.25A {Homo sapiens} PDB: 4p7h _A* 4dbl _A* 2wéa _M 2w4g _M 2wéh _M 2mys _A* 1m8q _A*
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lol9 _A* 1lola
Probab=100.00
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800
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N

lolb _A* 1lolc _A* 1lold _A* 1lole _A* 1lolf _A* 1lolg _A*
E-value=2.3e-60 Score=503.94 Aligned cols=225 Identities=97% Similarity=1.495 Sum_probs=0.0

eEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhcccceecccCCCCCCchhhHHhhCCCee
PILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYPDHMKREDFFKSAMPEGY
~~k~~meG~VNGh~F~I~-GeG~G~p~eG~q~~k~~vt~GpLPFS~dILs~~f~YG~r~FtkYP-~I~~~-DyFKgsfPeGY
RN R e R R e e e RN R e e N N R E S R R N

~~~~~ LeG~V~G~gF~v~geg~g~~~yg~L~1~~~~~~g~L~~~Ww~~L~~~~~--~~~fsryp~~ik~~d~fk~a~~eG~
PILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFX QCFSRYPDHMKRHDFFKSAMPEGY
EEEEEEEEEETTEEEEEEEEEEEEGGGTEEEEEEEETTSSCSSCGGGSTTTC---CGGGCBCCTTTGGGCHHHHTTTTCE
HHHHHHHHHHhhheeeEeeeccchhhhhhhhhheeeecCcccCchHHheehhh--hhhhcccHHhhhhhhHHHHhhhhhh

EEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccceccCCCceeEEecccCCCCeEEEEEEEEEEeC
VQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKVNFKIRENIE

106
106

877
877

186

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

(298)
(298)

(233)
(233)

signaling

E-value=7e-66 Score=470.43 Aligned_cols=143 Identities=97% Similarity=1.535 Sum probs=0.0

(298)
(298)

(243)
(243)

green fluorescent prote; motor protein-metal-bindng protein complex, molecular

E-value=3.5e-63 Score=526.65 Aligned_cols=229 Identities=98% Similarity=1.503 Sum_probs=0.0

(298)
(298)

(1052)
(1052)

(298)
(298)

(1052)
(1052)

__ >4pa0_A Myosin-7,green fluorescent protein; cardiac, motor, omecamtiv mercarbil, motor-fluoresce protein complex;

lmvw _A* 1lol8

(298)
(298)

(1024)
(1024)

(298)
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Q Consensus 107
T Consensus 878
T 4pal0_A 878
T ss_dssp
T ss_pred
Q ss_pred
Q Sun_Nov_08_06: 187
Q Consensus 187
T Consensus 958
T 4pal0_A 958
T ss_dssp
T ss_pred
Q ss_pred
Q Sun_Nov_08_06: 267
Q Consensus 267
T Consensus 1018
T 4pa0 A 1018
T ss_dssp
T ss_pred
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sweRt~~FEDGGvV~-t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt~~~~~~ e~~~ d~~~~gi~g~~~~~1-1~
][] ][] | [ ][] ] ][4 | [t | [ 4o | 4+ St
~~~R~~~fed-g g~~f~~dgpvm d

VQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYNSHNVYIMADKQKNGIKANFKTRENIE
EEEEEEEESSSCEEEEEEEEEECSSSEEEEEECCEESCCSSSTTTTTCSCSCCCC C—-C( ——

hhhhhheeccCceEEEEEEEEeeCCEEEEEeeecccCCCCCCeccccccccCCCeceeEecccccCCeEEEeeeEEEEec

CCCEEEEEEEEEcccCcCCCcCCCCCEEEEE CccCCceE cccccchhhhheceecccechhhh
DGSVQLADHYQQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMDELYKSGLRSYDLGDTIER
dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ sKD~~E~rDhi~~vE~~~A ~
[ ][+ ot [+t | [ttt | [ 4] [+ 44| | [ H4]+] || [ #4444 ]+ |+
-g p--h e---a
DGGVQLADHYQONTPIGNGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHG-~===========———————
—--—-CCEEEEEEEEEE CCCCCCSEEEEEEEEEECCTTCCSCEEEEEEEEEEC
CCCEEEecceEecCccCCCchhCCceEEEEEEEeeccCCcccce hhhececee
cccceccee
GRQDYKDHD 275 (298)
~~ 275 (298)

=L

————ee 1024 (1024)

--MDYKDHD 1024 (1024)

N SoE S ﬁg? Publfed

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

Q Sun_Nov_08_06: 7
Q Consensus 7
T Consensus 231
T 4oy4_A 231
T ss_dssp

T ss_pred

Q ss_pred

Q Sun_Nov_08_06: 79
Q Consensus 79
T Consensus 311
T 4oy4_A 311
T ss_dssp

T ss_pred

Q ss_pred

Q Sun_Nov_08_06: 158
Q Consensus 158
T Consensus 387
T 4oy4_A 387
T ss_dssp

T ss_pred
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T
(7 >30sr_A Maltose-binding

ccCCCCccececech——————— hhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC-CCCCCCHHHEhhhhh
VATPGIPMVSKGE-====~~~ ELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTT-GKLPVPWPTLVTTF

G~ m~~k~~meG~VNGh~F~I~-GeG~-G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f
LR aTE N [ | e N RN R R R R R R R R R e e e E R RN RN
“““““ 1 g-vng--f---g-g-g g 2
VAHSGLPDNARRGGTGGSMVSAIKPDMKIKLRMEGNVNGHHFVIDGDGTGKPYEGKQTMDLEVKEGGPLPFAFDILTTAF
EEECCC———————————— CTTSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTT SCSSCGGGGTTTC

hechhhHHHHHhccecchhhhheccccceEEEEEeeeEcCeeEEEEecccccCCCCeEEEEEEECcCCCCCCchhhechhh

cccceecccCCCCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCecccccc—ce
TYGVQCFSRYPDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EY
~YG~r~FtkYP~~I~~~DyFKgsfPeGYsweRt~~FEDGGV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~

NN R R NN R NN R NN R N R N R R R Rl R e R R A R AR R B
——g-~~f~~yp- g-~~~r~~~~ed g~~f~~~gpvm
~=XNRVFVKYPDNI--QDYFKQSFPKGYSWERSMTFEDGGICYARNDITMEGDTFYNKVRFYGTNFPANGPVMQKKTLKW
—--CTTSSBCCTTS--CCHHHHTTTTCEEEEEEEEETTSCEEEEEEE TT CCTTSTTTTTCEEEE
—--ccccceccCeCCC--CChHHhcCCCCeEEEEEEEECCCCEEEEEEEEEEeCC CCCCCCCccececceccCe
CCCceeEEe
NYNSHNVYT 166 (298)
~mme-~~~ 166 (298)
+] |+ ]+
~p~~~~ 395 (413)

MPSWTRSSR 395 (413)
Cccssceee
CCcccccecece

n FoB CRS & rublRed

fluorescent protein, MBP maltose sensor; HET: Cl12 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
Q Sun_Nov_08_06: 8
Q Consensus 8
T Consensus 442
T 3o0sr_A 442
T ss_dssp
T ss_pred
Q ss_pred
Q Sun_Nov_08_06: 88
Q Consensus 88
T Consensus 520
T 3osr_A 520
T ss_dssp
T ss_pred
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3cfh _A* 3cff _A*

cCCCCcccccchhheccCCceEEEEEEEEECCEEEEEEEEEEecCCcC CCCCCCCHHHhhhhhcececeecce
ATPGIPMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTTGKLPVPWPTLVTTFTYGVQCFSR
~~~~~~~~~~ G~~~~~~~m~~k~~-meG~VNGh~F~I~-GeG~G~p~eG~g~~k~~vt~-GpLPFS~dILs~~f~YG-r~Ftk
Bl R R b R N NN R R NN R e R e R R R R e RN AR NN R N N AR R
g--n--~f--~g-g-g g 1 -
GGTGGSMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKF ICTTGKLPVPWPTLVTTLX~~VQCFSR
— EEEEEEEEEEETTEEEEEEEEEEEEGGGT ITSSCSSCGGGGTTTC---CGGGSB
CCCCcccccecchhhcccCceEEEEEEEEECCEEEEEEEEEeecCCCC eCCCCCCCHHHHhhhhh--cccecece

CCCCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc—-ccCCCe

YPDHMKRHDFFKSAMPEGYVQERT IFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNS 161 (298)

YP~~I~~~DyFKgsfPeGYsweRt~~FEDGGvV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ 161 (298)
R R N NN NN R R R R R RN N R b R e R R e R R R R N NN R E e R has
~p g~~~~r g-~f p-v 594 (653)
YPDHMKQHDFFKSAMPEGY IQERT IFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNFNNP 594 (653)
CC HHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEE CTTSTTTTTCBCSSCCCC
CCCCCCCCChHHHhCCCCeeEEEEEEeCcCCCEEEEEEEEEEECCEEE: CCCCCcccchhhhheCCec

== B to= & rulmed

S
[_ >2a50_B ASFP595, GFP-1i

periplasmic protein, green fluore protein; engineered protein, sensor protein,
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957
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266
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1017

78
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157
157
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519
519

(298)

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

(1024)
(1024)

(298)
(298)

(1024)
(1024)

3
| >4oy4_A CAM, chimera protein of calmodulin, GPF-like protein E myosin light chain kinase; calcium, fluorescent

(298)
(298)

(413)
(413)

(298)
(298)

(413)
(413)

(298)
(298)

(653)
(653)

3cfa _Ax*

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
Q Sun_Nov_08_06: 81
Q Consensus 81

cceecccCCCCCCchhhHHhhCCCceEEEEEEEecCCCcEEEEeeEE CCEEEEEeEEEeeCCCCCCccccecec-ccCC
GVQCFSRYPDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNY
G-r~FtkYP~~I~~~DyFKgsfPeGYsweRt~~FEDGGv-t~~~~itleg~c~~~~v~~~G~-nFP~dGPVMgkkt-~~~~
RN R e e RN RN NN RN R R AR RN e R R N R R R R N N R R AR R B b

159
159

(298)
(298)

ke 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 _Bx*
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XSKTFIKYVSGI--PDYFKQSFPEGFTWERTTTYEDGGFLTAHQDTSLDGDCLVYKVKILGNNFPADGPVMQONKAGRWEP
—-CTTCCEECTTC--CCTTGGGTTTCEEEEEEEEETTSCEEEEEEEEEEETT CCTTSTTTTTCCCEECC
CCccecececCCCCC-~-cCHHHHhCCCceeEEEEEEECCCCEEEEEEEEEEeCCEEE CCCCCCccceceeeCeCC

CceeEEecccCCCCeEEEEEEEEEEeCCCCE-~-~-EEEEEEEEcccCcCCC-~--cCCCCCEEEEEEeeeEecCccCCceEE
NSHNVYIMADKQKNGIKVNFKIRHNIEDGSV---QLADHYQONTPIGDGP-~-VLLPDNHYLSTQSALSKDPNEKRDHMV
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|+]+] 1] R R R R e R N A R R | ||| ] o
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ATEIVYE VDGVLRGQSLMALKCPGGRHLTCHLHTTYRSKK~-~----PASALKMPGFHFEDHRIEIMEE-VEKGKCYK
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eEEEEE CCEEEEEEEEEEEeCCCCEEEEEEEeccccCC-—-—— ccccccCCCCEEEEEEEEEeee~-cCCCCEEE

EEEEEEeeccc
LLEFVTAAGIT 244 (298)
244 (298)
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QYEAAVGRYCD 159 (168)
EEEEEEEECCC
EEEEEEEEecC

== BN -°°= B ruolRed

>4rh7_A Green fluorescent protein/cytoplasmic dynein 2 HE 1; AAA+ protein, motor protein, dynein motor domain;

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
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236 (3450)

__ >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=1l.le-45 Score=360.83 Aligned_cols=148 Identities=31% Similarity=0.609 Sum probs=0.0
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>4i2y A Rgecol; calcium binding, sensor, fluorescent protein, mapple, fluore calcium indicator; HET:
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~~~~~~~~~~ G~~~~~~-m~~k~~meG~VNGh~F~I-GeG-G~p~eG~q~~k~~vt~-GpLPFS~dILs~~f~-YG-r-Ft
SRR ] ][ e ] A ] ]+
e g-vng~~f~~~g-g~g-p~~g-~~~~1-~~~~~pLpf~~dil-~~~~ ——~r~F~
GTGG-SMNS-—---LIKENMRMKVVLEGSVNGHQFKCTGEGEGNPYMGTQTMRIKVIEGGPLPFAFDILATSXX--SRTFI
TSCC-CCCT----TSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEE SCSSCGGGGTTCC---CTTSC

CCch-hhhh----hcCCCceEEEEEeEEECCEEEEEEEEecccCCcceeEEEEEEEcCCCCCCChhhececcchh--hhhhh

cCCCCCCchhhHEhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEe@EEEeeCCCCCCccccccc-ccCCCceeE

RYPDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNV
kYP~~I-~~DyFKgsfPeGYsweRt~~FEDGGV~t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e~
R N R RN RN AR e R AR R R R e N e e I A A R e R R e I b s

~yp~~i--~d~fk-~-peg-sWer--~-fedgg~-~v-~~isled-~1~~~a~~~gvnFp-~g-VmgKK-~-~~eps~eqL
KYPKGI--PDFFKQSFPEGFTWERVTRYEDGGVITVMQODTSLEDGCLVYHAQVRGVNFPSNGAVMQKKTKGWEPTRDQL
BCCTTS--CCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEE CCTTSTTTTTCEEEECCBCBCC
hCCCcc--cchhHhcCCCCcceeeeEEccCCcEEEeccceeecCCeeeeehhhhcCCccccchhhhhhhhheechhhee

PROTEIN DATA BANK -

B ) Publmed

86 (298)
86 (298)

219 (440)
219 (440)

164 (298)
164 (298)

296 (440)
296 (440)

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-CCCCCCHHHhhhhhceccceecccCCCCCCchhhHH
Q Sun_Nov_08_06: 21 LFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT-GKLPVPWPTLVTTFTYGVQCFSRYPDHMKRHDFFK 99 (298)
Q Consensus 21~ m~~k~-meG-VNGh~F~I-GeG~G~p~eG~g~~k~~vt~-GpLPFS~dILs~~f~YG-r~FtkYP~~I~~~DyFK 99 (298)
MR b B R N R R R R R R R b R NN NN R RN R R I R R AR N AR N
T Consensus 134 e g-vn~~~f~~~g-g-g-~~~g 1pf ~-g-r~f~kyp~~i--~d-fk 209 (419)
T 4i2y A 134 IIKEFMRFKVHMEGSVNGHEFEIEGEGEGRPYEAFQTAKLKVTKGGPLPFAWDILSPQF--XSKAYIKHPADI--PDYFK 209 (419)
T ss_dssp CSCSSEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGTGGGC-~-CGGGCBCCTTS~~-CCHHHE
T ss_pred hccccceEEEEEEEEECCEEEEEEeeecccccccEEEEEEEEccCCcCCCcHHHhhhhh--hhhhheeCCCCe--cHHHH
Q ss_pred hhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCccccccc-ccCCCeceeE
Q Sun_Nov_08_06: 100 SAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL-EYNYNSHNV 164 (298)
Q Consensus 100 gsfPeGYsweRt~~FEDGGV~-t~~~~itleg~c~~~~v~~~G~nFP~dGPVMgkkt-~~~~~~ e-~ 164 (298)
R R R R N R R o e [ R I Y B o e o S
T Consensus 210 gs-PEgyswer~~df~~gG~i~~~~d~sL~~g~~i~~v~lrginF~ef~~vmgkk~-~-~~e~s~ekl 275 (419)
T 4i2y A 210 LSFPEGFRWERVMNFEDGGIIHVNQDSSLQDGVFIYKVKLRGTNFPPDGPVMQOKKTMGWEATRDQL 275 (419)
T ss_dssp HTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEECCCTTSTTTTTCEEEEECCBCCC
T ss_pred hhCCCcc EEeeCCeEEEecccccccccc hhccCCCchhHHHHHHHhhhhhhhhhhe

No 55 o IDB ‘Q{}\
. == Bl t°° @ M roln

LS

| _ >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~g~~k~~vt~-GpLPFS~dILs~~f 78 (298)
k| ][] e ][]

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 GGGSCSCEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEEESCSCSSCGGGGGGG!

T ss_pred hhhCcCcceEEEEEEEEECCEEEEEEEEEeecCCCCEEEEEEEEccCCccCCcHHEhheeC

No 56

I N .
PDB =
=F ) ruslmed
|
{7 >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 CCceeEEecccCCCCeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCC: CccCCe
Q Sun_Nov_08_06: 159 YNSHNVYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHVVLLEFV 238 (298)
Q Consensus 159 ~~~e~~~~~~ d~~~~gi~g~~~~~1~1~-dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~ 238 (298)
e e o e R e  Ead R e R e N o e B e N R e E R R R s
T Consensus 1~ yi~-pd~-~~~gik~~f~i~~~~~dg~~qlA~-~~-Q-n-Pig-~~~~ 1P~~H~1~~~t~1lskDp~e~rDh~~~~E~v 80 (243)
T 3evp_A 1 SSLENVYIMADKQKNGIKANFKIRHNIEDGGVQLAYHYQQONTPIGDGPVLLPDNHYLSTQSKLSKDPNEKRDHMVLLEFV 80 (243)
T ss_dssp CEEEEEEEEEEGGGTEEEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCC CTTCCSSEEEEEEEE
T ss_pred CCcceEEEeccCCCCEEEEEEEEecccCCCcEEEecceeecCCCCCCeccCCCe CCccccCe
Q ss_pred Eeeccccccchhhhheceecccechhhheccccee
Q Sun_Nov_08_06: 239 TAAGITHGMDELYKSGLRSYDLGDTIERGRQODYKD 273 (298)
Q Consensus 239 -A 273 (298)
]|+ B T e h o K PN
T Consensus 8l ~A-—i-———my o g-~1--~ 111 (243)
T 3evp_ A 81 TAAGITLGMDELYK----GGTGGSMVSKGEELFTG 111 (243)
T ss_dssp EEECC
T ss_pred eeccccccchheee----cCccceeecCchhhece
No 57

i rCoB )  rubled

!_ >30sq_A Maltose-binding periplasmic protein, green fluore protein; engineered protein, sensor protein,
fluorescent protein, MBP maltose sensor; HET: Cl12 MAL; 1.90A {Escherichia coli}
Probab=99.69 E-value=1l.2e-15 Score=155.59 Aligned cols=149 Identities=95% Similarity=1.499 Sum_probs=0.0

Q ss_pred CCCccccecchhhccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeCCCCCCCHHHhhhhhececceecccCC
Q Sun_Nov_08_06: 10 PGIPMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRYP 89 (298)
Q Consensus 10 ~—~~~~~~ G~~~~~~~] m~~k~~meG~VNGh~F~I~-GeG~G~p~eG~g~~k~~vt~-GpLPFS~dILs~~f~YG~r~FtkYP 89 (298)
el b I o I O I I B e B e e o S (R I IO IO P O N
T Consensus 306 ~gg-————— - 383 (661)
T 3o0sq_ A 306 TGGSMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTL--XVQCFSRYP 383 (661)
T ss_dssp = === CCT EEEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEETTSSCSSCGGGGTTTC---CGGGCBCC
T ss_pred CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCC~—CCCCCCCCe
Q ss_pred CCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccccccCCC
Q Sun_Nov_08_06: 90 DHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNYN 160 (298)
Q Consensus 90 ~~I~~~DyFKgsfPeGYsweRt~~FEDGGv~-t~~~~itleg~c~~~~v~~~G~-nFP~-dGPVMgkkt~~~~~ 160 (298)
L e I T S I O e P N B B I B R
T Consensus 384 ~———~ 454 (661)
T 3o0sq_ A 384 DHMKQHDFFKSAMPEGYIQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNFN 454 (661)
T ss_dssp GGGGGGCHHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEEEEEEEEEESCCTTSTTTTTCBCSSST
T ss_pred CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCe

No 58 " 1DB %ﬁ? m
3
| >4i2y A Rgecol; calcium binding, sensor, fluorescent protein, mapple, fluore calcium indicator; HET: NRQ; 2.20A

{Gallus gallus}
Probab=99.41 E-value=le-12 Score=127.78 Aligned_cols=85 Identities=25% Similarity=0.385 Sum probs=0.0

Q ss_pred CceeEEecccCCCCeEEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCCeCCCCC CccCCe
Q Sun_Nov_08_06: 160 NSHNVYIMADKQKNGIKVNFKIRHNIEDGSV---QLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLE 236 (298)
Q Consensus 160 ~~e~~~~~~ d~~~~gi~g~~~~~1~1-dGg~-~--~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ sKD~~E~rDhi~~vE 236 (298)
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| ++] ] ] ] ] ] + [+ ]+ +|+||++|||+||+...+-..+- et
T Consensus ~~g~l-g-~~~~1l-1l-~g-~~~~~~~t~y~~~~ -~~~~p~~h 100
T 4i2y A 31 VSERMYP----EDGALKSEIKKGLRLKDGGHYAAEVKTTYKAKK ~PVQLPGAYIVDIKLDIVSHNEDY-TIVEQCE 100
T ss_dssp CSEEEEE----ETTEEEEEECCEEEETTSCEECEEEEEEEEESS CCCCC TTS-SEEEEEE
T ss_pred eeEEEE CCEEEcceeEEEEECCCCeEEEEEEEeeccCC-----CCCCCCCeeEEEEEEEeeecCCC-CEEEEEE
Q ss_pred EEEeeccccccchhhhhe
Q Sun_Nov_08_06: 237 FVTAAGITHGMDELYKSG 254 (298)
Q Consensus 237 254 (298)
T Consensus 101 118 (419)
T 4i2y A 101 118 (419)
T ss_dssp
T ss_pred EEEEEcCCCCCceeecCC

No 59

== BN -°°= B ruskmed

(419)
(419)

|_ >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
Q Consensus 159 ~~~e~~~~~~ d~~~~gi~g~~~~~1~1-dGg~---~~~T~yk-kkPi~~~-—-~v-mP~~Hfi~~~~~~ sKD~~E~rDhi 232
[ 1+]+ ] ] ] +]+ ]+ ++] R R R R R o e s
T Consensus 60 ~s~e-~~~-—--~-~g-l-g-~~~~l-~-~-g-—~~Cc-—~t-y-~k-—-—- p~~h - 129
T 3ul0k_A 60 INTEMMYP----ADGGLRGYTHMALKVDGGGHLSCSFVTTYRSK-----KTVGNIKMPGIHYVSHRLERLEE-SDNEMFV 129
TSSidssp CCEEEEEE----ETTEEEEEEEEEEEETTSCEEEEEEEEEEEEC-----CCSSCCCCCC GGGSEE
T ss_pred CceeEEEe----cCCEEEeeeEEEEEECCCCeEEEEEEeeeccc cCCCCCCCce c-CCCCCeE
Q ss_pred EEEEEEEe
Q Sun_Nov_08_06: 233 VLLEFVTA 240 (298)
Q Consensus 233 ~~VvE~-~~A 240 (298)
e+
T Consensus 130 ~~~e~~~a 137 (440)
T 3u0k_A 130 VOREHAVA 137 (440)
T ss_dssp EEEEEEEE
T ss_pred EEEEEEEE

No 60

=F pog 8 rulme

s
| >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* 4ikl _Ax
3evu _A* 3ek4 _A* 3ek7 _A* 3evv _A* 3ek8 _A* 3sg4 _A* 3ekh _A* 3sg2 _A* 3sg5 _A* 3wlc _A* 3wld _A*

Probab=99.32 E-value=6.6e-11 Score=114.88 Aligned cols=145 Identities=94% Similarity=1.482 Sum probs=0.

Q ss_pred CCCCccccecchhheccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEE! eCCCCCCCHHHhhhhhcccceeccceC
Q Sun_Nov_08_06: 9 TPGIPMVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTFTYGVQCFSRY 88
Q Consensus 9 e G-~~~ m~~k~-meG~VNGh~F~I~-GeG~G~p-eG~g-~k~~vt~GpLPFS~dILs~~f~YG-r~FtkY 88
B e e I T B el P S I B B TR o R Bt s
T Consensus 152 ~~~~DiWs~G~~1~~g~~pf w s ——mm==1l~~~ 229
T 4ik8_A 152 GTGGSDVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTTGKLPVPWPTLVTTL——XVQCFSRY 229
T ss_dssp CHHHHTTSSEEEEEEEEEEEETTEEEEEEEEEEEEGGGT ITSSCSSCGGGGTTTC---CGGGSBC
T ss_pred CCcccEEecccEEEcccCchhhhhhcccCCcEEEEEEeecCCcCcCeEEEEEEEecCCCCCcHhhhhHHH-~hhhceeec
Q ss_pred CCCCCchhhHHhhCCCceEEEEEEEecCCcEEEEeeEEeeeCCEEEEEeEEEeeCCCCCCcccccce
Q Sun_Nov_08_06: 89 PDHMKRHDFFKSAMPEGYVQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL 155 (298)
Q Consensus 89 P-~I-~-DyFKgsfPeGYsweRt-~FEDGGv~t-~~~itleg~c~~~~v~~~G-nFP~dGPVMgkkt 155 (298)
[ I B I O T s ST U Y [ P
T Consensus 230 p-~-rl-hpwf-~a-pe~-~~~1lr~1ll-~~pg-riSa-el-~egdflLr-~~~k~~d~~~~g~i~~~~~ 296 (448)
T 4ik8_A 230 PDHMKQHDFFKSAMPEGYIQERTIFFKDDGNYKTRAEVKFEGDTLVNRIELKGIDFKEDGNILGHKL 296 (448)
T ss_dssp [ HHHHTTTTCEEEEEEEEETTSCEEEEEEEEEEETTEEE CTTSTTTTTCB
T ss_pred ccccccccchhheCCHHHHEhhhheeecCCCCecCHHHHHhhhhhhheeeeccccCecccechhHHEh
No 61

== Bl °°= B M rolme

|_ >4zf5_A Green fluorescent protein; HET: 4NU; 1.70A {Requorea 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 ccccchhheccCCceEEEEEEEEECCEEEEEEEEEEecCCcCeEEEEEEEeC
Q Sun_Nov_08_06: 14 MVSKGEELFTGVVPILVELDGDVNGHKFSVSGEGEGDATYGKLTLKFICTT 64 (298)
Q Consensus 14 ~~—~G~~~~~~~] m~~k~-meG~-VNGh~F~I~-GeG~-G~-p~eG~g~~k~~vt~ 64 (298)
|++.
T Consensus 202 g--ng g-g 252 (252)
T 4zf5_A 202 SASQGEELFTGVVPILVELDGDVNGHKFSVRGEGEGDATIGKLTLKFISTT 252 (252)
TSS_dSSp —~CCc EEEEEEEEEEETTEEEEEEEEEEEETTTTEEEEEEEEC-
T ss_pred cccchhHhhcCcceeEEEecceecceEEEEEecccCceeeeeeEEEEEECC

No 62 - 28] m
B rco= B puskmed
(1) >30sr_A Maltose-binding periplasmic protein, green fluore protein; engineered protein, sensor protein,
fluorescent protein, MBP maltose sensor; HET: Cl12 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 EEecccCCCCeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCC: CccCCel c

Q Sun_Nov_08_06: 164 VYIMADKQKNGIKVNFKIRHNIEDGSVQLADHYQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGI 243

Q Consensus 164 ~~~~~ d~~~~gi~g~~~~~1~1~dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A~~~ 243
+++..+.....++..+...—...+|.+...—.|..+.|+++.+..+|+.|+... ]+

T Consensus 353 ~~p~~e~~~~~1-~~f d 432

T 3osr_A 353 VYTMADKQRNGTKANFKTRHNTEDGGVQTAYHYQQNTPTGDGPVTTPDNHYTSTQSKTSKDPNEKRDHTVTTEFVTAAGT 432

T SS_dSSp EEEEEEGGGTEEEEEEEEEEEBTTSCEEEEEEEEEEEE SCCCCCC CTTCC C

T ss_pred chhHHHHHHHHHhhhhhhechhheCCceeccccecCcCCCCCCCeccCecceeeeeeeeecCCccccccceEEEEEeeccce

(298)
(298)

(440)
(440)

0
(298)
(298)

(448)
(448)

(298)
(298)

(653)
(653)

http://toolkit.tuebingen.mpg.de/hhpred/results/1617116

3sg7 _A* 3s
3sg6é _A* 3e
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ss_pred
Sun_Nov_08_06:
Consensus

10 0 ©

Consensus
3osr_A
ss_dssp
ss_pred

HHEAa3

No 63

NRQ;
Probab=98.02

ss_pred
Sun_Nov_08_06:
Consensus

0 0 ©

Consensus
3rwa_A
ss_dssp
ss_pred

HHEAa3

No 64

Probab=97.90

ss_pred
Sun_Nov_08_06:
Consensus

0 00

Consensus
4kf5_C
ss_dssp
ss_pred

HH3AaA3

Probab=96.47

Probab=47.29

ss_pred
Sun_Nov_08_06:
Consensus

10 0 ©

Consensus
doyd_A
ss_dssp
ss_pred

H a3

25 of 27

244
244

433
433

189
189

1
1

|_ >4kf5 C Fluorescent protein sfcherry+GFP10-11; HET: CRO CH6;
E-value=7.5e-05

169
169

184
184

== SV 31/)5 2y

|_ >30sq_A Maltose-binding periplasmic protein, green fluore protein; engineered protein,
fluorescent protein, MBP maltose sensor; HET: Cl12 MAL;
E-value=0.023

protein, photoconversion,
E-value=2e+02

172
172

166
166

cccecchhhhhee
THGMDELYKSGL 255 (298)
255 (298)
444 (653)
444 (653)
- SIDE
g ot - @f Publed

3rwt _A*

Score=73.69 Aligned_cols=46 Identities=17% Similarity=0.224

CE---EEEEEEEEcccCcCC---CcCCCCCEEEEE EecCccCCc
SV---QLADHYQONTPIGDG---PVLLPDNHYL.STQSALSKDPNEKRDHMVLLEFVTA 240 (298)
g~—==~~~T~yk~kkPi~~~--c~v-mP~~Hfi~~~~~~ sKD~~E~rDhi~~vE~~~A 240 (298)
+| +] ]+ ] L R R B P S e o I I |
ghy~C~f~TtYkaK-----K~~~~v-mP~~HFVdHrie~~~-~~~~~~~v~1~E~AVA 52 (233)
GHLICNLKTTYRSK-~--~~KPAKNLKMPGVYYVDRRLERIK-EADKETYVEQHEVAVA 52 (233)
CEEEEEEEEEEEES-----. SCGGGCCCCCSEEEEEEEEEEE-EETTTTEEE

CceEEeeEeEEccc CCCCcCCCCCCeEEEEEEEEEE-ecCCC(

(.41

PROTEIN DATA BANK

Publed

2.60A {Synthetic construct}

Score=69.84 Aligned_cols=66 Identities=15% Similarity=0.293

cCCCCeEEEEEEEEEEeCC--CCE---EEEEEEEEcccCcCCCcCCCCCEEEEEEeeeEecCccCCceEEEEEEEEe

DKQKNGIKVNFKIRHNIED--GSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTA 240
d~~~~gi~g~~~~~1-1-d--Gg~---~~~T~yk-kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~vE~~~A 240
R R s o o P S | +| |||+ ] ] ] ]+ el

e~rDH~~~~E~~~a~~~~~~~ g t-y-~kk-————~v--p-—~fv--rmm -~~v-~~e~-a~a 254
EKRDHMVLLEYVTAAGITDASGGHYDAEVKTTYKAKK---~--PVQLPGAYNVDIKLDITSHNEDY-TIVEQYERAEG 254

CCSSEEEEEEEEEEESCCSCCSSEEEEEEEEEEEESS CCCCCSEEE
cccccCCCCCEEEEEEEEEeccC————— CcccCCe

TTS-SEEEEEEEEEE
eecCCC-c

ccecc

PublfQed

sensor protein,
1.90A {Escherichia coli}
Score=58.49 Aligned_cols=86 Identities=93% Similarity=1.344

integrator; HET: CR8; 2.03A {Rattus norvegicus}

Score=28.07 Aligned_cols=64 Identities=9% Similarity=0.188

CCeEEEEEEEEEEeCCCCE---EEEEEEEEcccCcCCCcCCCCCEEEEE. Ccc-CCc
KNGIKVNFKIRHNTEDGSV---QLADHYQQNTPIGDGPVLLPDNHYLSTQSALSKDPNE-KRDHMVLLEFVT 239 (298)
~~gi~g~ 1-1-dGg~---~~~T~yk~kkPi ~v-mP~~Hfi~ ~SKD~~E-~rDhi~~vE~~~ 239 (298)
LS N PN bbbt o T R R o e o T L
d~~~~G~i~1~~1~ ~g~-1 4 233 (413)
DGVLTGDIHVMALLLEGNAHYRCDFRTTYKAKE----KGVKLPGYHFVDHCTEIL.SHDKDYNKVKLYEHAVAH 233 (413)

ss

TTEEEEEEEEEEEETTSCEEEEEEEEEEE TTCCCCCSEEEEEEEEEEEECTTSSEEEEEEEEEEE
cccCCceeeehhhhceccececceccCCecceehhh----cCCCCCccceeeeEEEEecCccccccecchhhhhhee

Sum_probs=0.0

T >3rwa A Fluorescent protein FP480; GFP-like fluoresent proteins, mkate, circular permutated, FL protein; HET:
1.67A {Entacmaea quadricolor} PDB:

E-value=1.4e-05 Sum_probs=0.0

Sum_probs=0.0

(298)
(298)

(260)
(260)

Sum_probs=0.0

Q ss_pred cCCCCeEEEEEEEEEEeCCCCEEEEEEEEEcccCcCCCcCCCCCEEEEE: CccCCc ccccee
Q Sun_Nov_08_06: 169 DKQKNGIKVNFKIRHNIEDGSVQLADHYQQONTPIGDGPVLLPDNHYLSTQSALSKDPNEKRDHMVLLEFVTAAGITHGMD 248 (298)
Q Consensus 169 d~~~~gi~g~~~~~1~1~-dGg~~~~T~yk~kkPi~~~~v-mP~~Hfi~~~~~~ SKD~~E~rDhi~~VE~~~A~~~~~~~~ 248 (298)
T R e e o e B il I ol I IO I [ L+ oo+
T Consensus 7 g 299 (661)
T 30sq_A 220 DKQKNGIKANFKIRHNIEDGGVQLAYHYQONTPIGDGPVLLPDNHYLSTQSKLSKDPNEKRDHMVLLEFVTAAGITLGMD 299 (661)
T ss_dssp EGGGTEEEEEEEEEEEBTTSCEEEEEEEEEEEESSSSCCCCCCSEEEEEEEEEECCTTCC CCCCHH
T ss_pred CCCCECeCeeccecceccceccecceccceccecceeceeccececcecececcececcecceccececceccececccecceccecccechhhhhececeeceece
Q ss_pred hhhhhe
Q sun_Nov_08_06: 249 ELYKSG 254 (298)
Q Consensus 249 ~——~—~ 254 (298)
+o |-+
T Consensus 300 ~~~~~~ 305 (661)
T 30sq A 300 ELYKGG 305 (661)
T ss_dssp HHTTC-
T ss_pred cceceee
™~ A R
wo 66 = (3 scor. FDE &8 rublled
{ ) >3wxr_] K Proteasome subunit beta type-4; UPS, 20S proteasome, hydrolase, protease, 19S regulatory PAR
multicatalytic protease; 3.15A {Saccharomyces cerevisiae S$288C} 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 cccecccCCecececcee
Q Sun_Nov_08_06: 270 DYKDHDGDYKDHDID 284 (298)
Q Consensus 270 e 284 (298)
AT
T Consensus 217 e (238)
T 3wxr_K 217 DYKDHDGDYKDHDID 231 (238)
T ss_dssp = ==mmmmmmeeeeeeo
T ss_pred EEEeccCCcccccce
e == BN === B ruled
|_ >4oy4_| A CAM, chimera proteln of calmodulin, GPF-like protein E myosin light chain kinase; calcium, fluorescent
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No 68

F 3 . SLMDB Ly
=E Fos ey ﬁ%; PublfQed

+

(" >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 ~itleg~c~~~~v~~~G~nFP~dGPVMgkkt- e d~~~~gi~g 1-1-dGg ~ 193 (298)
—+. b+ B ol I B B S B
T Consensus 10 ~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-ECTTSSEEEEEEEEEETTTTEE TTTSEEE
T ss_pred eeCCEEEEEEEEEecCCEecceEEEEEE-ECCCCCE cCCCceEE CCCCEEE
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 )

= == EM "SR &  rublmed

(" >2k4v_A Uncharacterized protein PAl076; 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)
o[+ L]+

T Consensus 41 1-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

== SCOPe PDE B rublmed

|_ >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.le+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)
[ I O R et S P

T Consensus 7 TdVri-~i~-~g-lka-asVt-d--fvI-~ikvi 40 (87)

T 2i9x A 7 TDVRLRKIQTDGRMKALVSITLDEAFVIHDLRVI 40 (87)

T ssid;sp EEEEEEECCSSSSEEEEEEEEETTTEEEEEEEEE

T ss_pred EEEEEEEeCCCCCEEEEEEEEECCEEEEeeEEEE

No 71

== SCOPe DS 0 rulmed

() >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)
e B B R TR e o S S

T Consensus 7 tdVri--i--~g~lkA-asVt-dd-fvI~--IKVi 40 (100)

T 2ia9_A 7 TDVRLRRVNTDGRMRATASITLDHEFVVHDIRVI 40 (100)

T ss_dssp EEEEEEECC EEEEEEEEETTTEEEEEEEEE

T ss_pred EEEEEEEeCCCCCEEEEEEEEECCEEEEeeEEEE

o 72 = scop. EDE B rulne

|_ >3wxr_K Proteasome subunit beta type-4; UPS, 20S proteasome, hydrolase, protease, 19S regulatory PAR

multicatalytic protease; 3.15A {Saccharomyces cerevisiae S$288C} 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 ccececeCCeecce

Q Sun_Nov_08_06: 270 DYKDHDGDYKDHD 282 (298)

Q Consensus 270 e 282 (298)
=1 -]

T Consensus 224 e 236 (238)

T 3wxr_K 224 DYKDHDIDYKDDD 236 (238)

T ss_dssp = ===m——————eea

T ss_pred CccececeecececeCC

3 MDB o>y
- SCOPe EDE! B rulne

| >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)
[ O R R e o e
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T Consensus 7 TdVri~~i~~~g~1lkA~aSvt-d-~fvI~-~IKVi 40 (105)
T 2i9z A 7 TDVRLRKIQTDGRMKALVSITLDEAFVIHDLRVI 40 (105)
T 557d55p EEEEEEECCSC( EEEEEEEEETTTEEEEEEEEE
T ss_pred EEEEEEEeCCCCCEEEEEEEEECCEEEEeeEEEE
Done!
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