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Take a candidate human gene amino acid sequence, preferably whose structure is not yet 
predicted.

>NP_001161686.1 uncharacterized membrane protein C3orf80 precursor [Homo 
sapiens]
MWGPGVTAEGLSVAPAPPPLLPLLLLLALALVAPSRGGGGCAELACGERERCCDATNATAVRCCKLPLHA
FLDNVGWFVRKLSGLLILLVLFAIGYFLQRIICPSPRRYPRGQARPGQRPGPPGGAGPLGGAGPPDDDDD
SPALLRDEAAAGSQDSLLDSGGGGRGRGGGGRSDPSCASEHEMRVVSPVFLQLPSYEEVKYLPTYEESMR
LQQLSPGEVVLPVSVLGRPRGGVAAEPDGGEGRYPLI



Take the sequence of seven ortholog for same protein. (Like Mouse, rat, Chimpanzee etc.)

>XP_004037972.1 uncharacterized membrane protein C3orf80 homolog [Gorilla 
gorilla gorilla]
MWGPGVTAEGLSVAPAPPPLLPLLLLLALALVAPSRGGGGCAELACGERERCCDATNATAVRCCKLPLHA
FLDNVGWFVRKLSGLLILLVLFAIGYFLQRIICPSPRRYPRGQARPGQRPGPPGGAGPLGGAGPPDDEDD
SPALLRDEAAAGSQDSLLDSGGGGRGRGGGGRSDPSCASEHEMRVVSPVFLQLPSYEEVKYLPTYEESMR
LQQLSPGEVVLPVSVLGRPRGGVAAEPDGGEGRHPLI

>XP_028723059.1 uncharacterized membrane protein C3orf80 homolog [Peromyscus 
leucopus]
MWGPGVTAEGLSVAPAPPPLLPLLLLLALALVAPSRGGGGCAELACGERERCCDSANATAVRCCKLPLHA
FLDNVGWFVRKLSGLLILLVLFAIGYFLQRIICPSPRRYPRGQARPGQARPGPAGGSGPPGTAGQPDDDD
DSPALLRDEVAAGSLDSLLDSGGGGRGRGGGGRLPPTCVSEHELRVVSPVFLQLPSYEEVKYLPTYEESM
RLQQLSPAEVVLPVSVLGHPRGGSAGDPDGGQGRFPLI

>XP_004598394.1 PREDICTED: uncharacterized membrane protein C3orf80 homolog 
[Ochotona princeps]
MWGPGVTTEGLSAAPAPPPLLPLLLLLALALVAPSRGGGGCAELACGERERCCDAANATAVRCCKLPLHA
FLDNVGWFVRKLSGLLILLVLFAIGYFLQRIICPSPRRYPRGQARAGQARPGTPGAAGPPGGAGPPDDDD
DSPALLRDEVAAGSQDSLLDSSGGGGRGRGGGSRPAPSCASEHELRVVSPVFLQLPSYEEVKYLPTYEES
MRLQQPSPGEVTLPVSVLGRPRGCGAGESDGGEGRFPLI

>XP_024416074.1 LOW QUALITY PROTEIN: uncharacterized membrane protein C3orf80 
homolog [Desmodus rotundus]
MWGTGVTAEGLSAAPAPPPLLPLLLLLALALVAPSRGGGGCAELACGERERCCDAANATAVRCCKLPLHA
FLDNVGWFVRKLSGLLILLVLFAIGYFLQRIICPXDDDDDSPALLRDEAAAGSQDSLLDSGSGGRGRGGG
GFSVASEHELRLVSPAFLQLPSYEEVKYLPTYEESMRLQQLSPGEVVLPVSVLGRPRGGGSGEPDGGEGR
FPLI

>XP_030893652.1 uncharacterized membrane protein C3orf80 homolog 
[Leptonychotes weddellii]
MWGPGVTAEGLSVAPAPPPLLPLLLLLALALVAPSRGGGGCAELACGERERCCDAANATAVRCCKLPLHA
FLDNVGWFVRKLSGLLILLVLFAIGYFLQRIICPSPRRYPHGQARPGQPRPXXXXXXXXXXXXXXXXXXX
XXXXXXXXXXXXXXXXXXXXGGGRGRGGGGRSAPSCASEHELRVVSPVFLQLPSYEEVKYLPTYEESMRL
QQLSPGEVVLPVSVLGRPRGGCAGESDGGEGRFPLI

>XP_004682536.1 PREDICTED: uncharacterized membrane protein C3orf80 homolog 
[Condylura cristata]
MWGPGVTAEGLPVAPALLLALVALVAPSRGGGSCAELACGERERCCDAANATAVRCCKLPLHAFLDNVGW
FVRKLSGLLILLVLFAIGYFLQRIICPSPRRYPRAAGSQDSLLDSGGRGRGGARAVPASALEHELRVVSP
VFLQLPSYEEVKYLPTYEESMRLQQLSPGEVVLPVSVLGVPEPDGEGRFPLI

>XP_019823469.1 PREDICTED: uncharacterized membrane protein C3orf80 homolog 
[Bos indicus]
MWGPGITAEGVSVAPAPPXXLPLLLLLALALVAPSRGGGGCAELACGERERCCDAANATAVRCCKLPLHA
FLDNVGWFVRKLSGLLILLVLFAIGYFLQRIICPSPRRYPRGXXRPGPPGGAGQPGAAGPPDDEDDDSPE
LLRDEVAAGSQDSLLDSGGGGGRGRAGGGRSAPSCASEHELRVVSPVFLQLPSYEEVKYLPTYEESMRLQ
QLSPGEVVLPVSVLGRPRGGGAGESDGGGEGRFPLI



Make a phylogenetic tree after doing MSA (Multiple Sequence Alignment).

Predict the Secondary structure of the candidate gene amino acid sequence. (alpha helix, 
beta sheets, strands)



    10        20        30        40        50        60        70

         |         |         |         |         |         |         |

MWGPGVTAEGLSVAPAPPPLLPLLLLLALALVAPSRGGGGCAELACGERERCCDATNATAVRCCKLPLHA

cccccceeccccccccccccchhhhhhhhhhhcccccccccccccccccccccceeccccccccccccce

FLDNVGWFVRKLSGLLILLVLFAIGYFLQRIICPSPRRYPRGQARPGQRPGPPGGAGPLGGAGPPDDDDD

eccccchhhhhhchhhhhhhhhhhcceeeeeecccccccccccccccccccccccccccccccccccccc

SPALLRDEAAAGSQDSLLDSGGGGRGRGGGGRSDPSCASEHEMRVVSPVFLQLPSYEEVKYLPTYEESM
R

chhhhhhhhhhcchhhhhccccccceecccccccccccccccceeeeceeeccccccccccccchhhhhh

LQQLSPGEVVLPVSVLGRPRGGVAAEPDGGEGRYPLI

hhcccccceeeeeeeccccccceeecccccccceeec

Sequence length :   247

GOR4 :

   Alpha helix     (Hh) :    51 is  20.65%



   310  helix       (Gg) :     0 is   0.00%

   Pi helix        (Ii) :     0 is   0.00%

   Beta bridge     (Bb) :     0 is   0.00%

   Extended strand (Ee) :    34 is  13.77%

   Beta turn       (Tt) :     0 is   0.00%

   Bend region     (Ss) :     0 is   0.00%

   Random coil     (Cc) :   162 is  65.59%

   Ambiguous states (?)  :     0 is   0.00%

   Other states         :     0 is   0.00%

Predict the tertiary structure of the sequence.  
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https://swissmodel.expasy.org/assess/sm/4NFYdJ/01
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2mkv.1.
A

16.22% Sodium/potassium-transporting ATPase subunit gamma
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Model_01
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Model_01
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Model_01

2mkv.1.A

Model_01

2mkv.1.A

MWGPGVTAEGLSVAPAPPPLLPLLLLLALALVAPSRGGGGCAELACGERERCCDA 55

-------------------------------------------------------

TNATAVRCCKLPLHAFLDNVGWFVRKLSGLLILLVLFAIGYFLQRIICPSPRRYP 110

---------------------YETVRNGGLIFAGLAFIVGLLI--LLSRRFRSGG 52

RGQARPGQRPGPPGGAGPLGGAGPPDDDDDSPALLRDEAAAGSQDSLLDSGGGGR 165

NKKRR-------------------------------------------------- 57

GRGGGGRSDPSCASEHEMRVVSPVFLQLPSYEEVKYLPTYEESMRLQQLSPGEVV 220

-------------------------------------------------------

LPVSVLGRPRGGVAAEPDGGEGRYPLI 247

---------------------------

https://swissmodel.expasy.org/templates/2mkv.1
https://swissmodel.expasy.org/templates/2mkv.1

