Gene Cluster ID Atp6v1C

|Drosophila melanogaster gene

[Vhad4 (CG8048)

|F1yBase ID

|EBgn0262511

|Predicted function

||ATPase, H+ transporting, lysosomal 42kDa, V1 subunit C

|Pr0tein size

”388 amino acids (PA)

|Cytogenetic map

[2R:53B5-53C1

|Gene sequence location

[2R:12212318..12224142[-]

|Dmel CLEAR sequence

|TCACGTGA; TCATGTGA

|CLEAR sequence location

||2R: 12224183..12224190; 2R:12223570..12223577
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FlyBase gene model & CLEAR element (red) positions:



http://flybase.org/reports/FBgn0262511.html
http://flybase.org/cgi-bin/gbrowse/dmel/?name=FBgn0262511
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ACACTGECECCATCACCTCARTCTCETEGECA
ACACTGECGCCATCACGTGAATCTCGTGEGLA
ACACTGECCCCATCACCTCARATCTCETEEECA
GCACTGECCCCATCACCTCARTCCCETEEECA
ACACTGECECCATCACCTCARTCTCETEGECA
GCACTAGCGCCATCACGTGARTCCCGTGEGLA
ACACTGECCCCATCACCTCARTCCCGTEEECA
ACACTACCACCATCACCTCARTTCCETCGEGA
GCACTGCCACTATCACCTCARTCTGATCGACA
GCACTGCCACTATCACGTGAATCTCGTCGACT
ACACTACCACCATCACCTCAATCTCGTCEGACA
CCACACTTATTATCACCTCAATTCTETCEETE
CACACTECTCCATCACCTCARACTTETAGECA
CACACTECTCCATCACCTCARTCTTETEGECA
CACTGAARCCCATCACGTGAATCTCATGTGET
CACTCGARARCCCATCACCTCARTCTCATCETGEET
CACTCAARCCCATCACCTCARTCTCATCETEET
CTGCARCGTTTATCACCTCARTTGTTTCETCRAG
CATCGCCRACTTATCACGTGAATCTTATGCGAA
CATCCCCATTTATCACCTCARTCTTATCCGAA
TATCCTCACTTATCACCTCARTCTCATCETGEEA
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ATCGARRRACTCTCATETCACTETCARCGARC
ATCGAARRRCTGTCATCETGACTGTCARCGAAC
ATCCAARARCTCTCATCTCACTETCARCCAAD
ATCCARRRACTCTCATCETCACTETCACTCARD
ATCGARRARRCTCTCATETCACTETCARCGARC
ATCGAARAGCTGTCATETGACTGTCARCGAAC
TCGAAARACCTCTCATCTCACTETCARCCAAC
ATCCARRRACTCTCATCETCACTETCARCCARC
GATCGARARACTCTCATETCACTETCARCGARC
ATCGAARRACTGTCATCETGACTGTCARCGAAC
ATCCAARARCTCTCATCTCACTETCARCCAAD
GATCCGARARCTCTCATCTCACTETCACCCAAD
ATCCCARRACTCTCATCETCEACTCTCARCCRACA
ATCCEARBACTCTCATETCEACTETCARCGACA
ATCGAARRRCTGTCATCTGACTGTCATCARAR
ATCCAARARCTCTCATCETCACTETCATCARAR
ATCCARRRACTCTCATCETCACTCTCATCARRR
CCARTTTTACTCTCATCETCACAAGCCARCARA
ATCGAATAGCTGTCATCTGACTGTCACGARCA
ATCCARRRGCTCTCATCETCACTETCACGARCA
ATCCARRRGCTCTCATCETCACTETCACACGAR
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Atp6v1C (Vhad4-RA) gene structure comparison:
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acactggegecaTCACGTGAatctegtgggea
atcgaaaaactgTCATGTGActgtcaacgaac

5
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http://flybase.org/reports/FBgn0262511.html

acactggcgecaTCACGTGAatctegtgggea

atcgaaaaactg TCATGTGActgtcaacgaac

5
intron1?

acactggegccaTCACGTGAatctegtgggea
atcgaaaaactgTCATGTGActgtcaacgaac

5
intron1?'

geactggegecaTCACGTGAatcecgtgggea
atcgaaaaactgTCATGTGActgtcactgaac

5
intron1?

acactggcgecaTCACGTGAatctegtgggea
atcgaaaaactgTCATGTGActgtcaacgaac

5
intron1?

geactagcgccaTCACGTGAatcecgtgggea

atcgaaaagctgTCATGTGActgtcaacgaac

5
intron1?

ND

acactggccccaTCACGTGAatcecgtgggea
tcgaaaaagctg TCATGTGActgtcaacgaac

5
intron1?

acactaccaccaTCACGTGAattcggteggga
atcgaaaaactgTCATGTGActgtcaacgaac

5
intron1?

geactgccactaTCACGTGAatctgatggaca

gatcgaaaactgTCATGTGActgtcaacgaac

5
intron1?

geactgccactaTCACGTGAatctegtegact
atcgaaaaactgTCATGTGActgtcaacgaac

5
intron1?

acactaccaccaTCACGTGAatctcgtggaca
atcgaaaaactgTCATGTGActgtcaacgaac

5
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ccacacttattaTCACGTGAattctgtgggtg

gatcgaaaactgTCATGTGAcctgtcaccgaac

5
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cacactgctccaTCACGTGAaacttgtaggca
atcggaaaactgTCATGTGActgtcaacgaca

5
intron1?

cacactgctccaTCACGTGAatcttgtgggea
atcggaaaactgTCATGTGActgtcaacgaca

5
intron1?

cactgaaacccaTCACGTGAatctcatgtggt
atcgaaaaactgTCATGTGActgtcatcaaaa

5
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cactgaaacccaTCACGTGAatctcatgtggt
atcgaaaaactgTCATGTGActgtcatcaaaa

5
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cactgaaacccaTCACGTGAatctcatgtggt
atcgaaaaactgTCATGTGActgtcatcaaaa

5
intron1?

ctgcaacgtttaTCACGTGAattgtttgtcag
cgaattttactg TCATGTGAcaagccaacaaa

5
intron1?

ND

catcgcecacttaTCACGTGAatcttatgcgaa
atcgaatagctg TCATGTGActgtcacgaaca

5
intron1?

catcgecatttaTCACGTGAatcttatgcgaa
atcgaaaagctgTCATGTGActgtcacgaaca

5
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Drosophila_simulans Dsim\GD25545 - ND I. 77 . 5099 . 58 . 63 . 62 . 59 . 67
Drosophila_sechellia Dsec\GM20063 - ND I. 85 - 4304 . 63 . 62 . 63 . 59 . 67
Drosophila_yakuba Dyak\GE14069* - ND I. 64 . 5734 . 64 . 62 . 62 . 62 . 67
Drosophila_erecta Dere\GG22273 - ND I. 86 . 5862 . 64 . 60 . 62 . 60 . 67
Drosophila_biarmipes Dbia\Vha44 - ND I. 75 - 5801 . 465 . 60 . 62 . 60 . 65
Drosophila_suzukii | Dsuz\Vha44 |-| ND |I. 118 ‘-| ND |-| ND ‘-| 60 |-| 61 ‘-| 63 |-| ND
Drosophila_takahashii Dtak\Vha44 - ND I. 344 . 5616 . 579 . 61 . 62 . 62 . 63
Drosophila_eugracilis Deug\Vha44 - ND I. 110 . 5912 . 60 . 59 . 62 . 61 . 67
Drosophila_elegans Dele\Vha44 - ND I. 137 . 6020 . 77 . 74 . 70 . 68 . 70
Drosophila_rhopaloa Drho\Vhad4 - ND I. 181 . 5622 . 68 . 60 . 62 . 64 . 65
Drosophila_ficusphila Dfic\Vha44 - ND I. 134 . 5711 . 59 . 62 . 62 . 61 . 68
Drosophila_kikkawai Dkik\Vha44 - . 5890 . 67 . 64 . 66 . 65 . 74
Drosophila_bipectinata Dbip\Vha44 - . 5782 . 62 . 60 . 61 . 63 . 58
Drosophila_ananassae Dana\GF11269 - . 4919 . 61 . 65 . 59 . 61 . 63
Drosophila_pseudoobscura|| Dpse\GA20788 - . 5678 . 72 . 71 . 67 . . 67
Drosophila_persimilis Dper\GL11349 - . 6037 . 72 . 71 . 67 . . 67
Drosophila_miranda Dmir\Vha44 - - 5925 . 72 . 71 . 67 . 66 . 67
Drosophila_willistoni Dwil\GK21692 - . 8442 . 76 . 58 . 75 - 70
Drosophila_albomicans | Dalb\Vha44 |-| |-| 6951 |-| 97 |.| 71 -| 71 -I 85 |- 65
Drosophila_mojavensi Dmoj\GI19629 - . 6772 . 77 . 77 . 63 . . 58
Drosophila_virilis Dvir\GJ 14996 - . 6765 . 63 . 137 . 62 . . 56
Drosophila_grimshawi Dgri\GH21923 - . 6549 . 84 . 103 . 75 . . 63

tatcgtcacttaTCACGTGAatctcatgtgga

atcgaaaagctgTCATGTGActgtcacacgaa

5
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