Gene Cluster ID Atp6vlH

Drosophila melanogaster gene VhaSFD (CG17332)

FlyBase ID FBgn0027779

Predicted function V-type ATPase, H+ transporting, V1 subunit H
Cytogenetic map 21:6A12-36A12

Gene sequence location 21.:16723138..16727825[-]

Dmel CLEAR sequence TCACAAGAccagTCAGCTGA

CLEAR sequence location | 21.:16727801..16727782

FlyBase VhaSFD (CG17332) gene model & CLEAR element (red) positions:



http://flybase.org/reports/FBgn0027779.html
http://flybase.org/cgi-bin/gbrowse/dmel/?name=FBgn0027779

L a5
r

16730k 16729k 16728 16727%, 16726k 16725k 16726k 16723 16722% 16721k
Gene Span

CGI1812 CR43E7L SO Cyt-c-p
) D <
.CGL??EE ;h‘- 1006

Transcript
C5I1812-RE pseudogene CRAIGTL-RA  PhasFD-RE Cyt-c-p-RA
—H ] E ] I — o —
El?ggﬁ-ﬁﬂ

g —

0

llu 1RNA 20 ir-1006-RH
i RNA 2l r=-1006-RA
n

Dmell. GCTGCAGAARAGTCACAACACC--ACGTCACCTGAATTT-CGGTECTS
Deim\ GCTGCAGAARAGTCACAACGACC--AGTCAGCTGAATTT-CGGTGCTG
Dsech GCTGCAGAARAGTCACAAGACC=-=AGTCAGCTGAATTT-CGGTGCTG
Dyak' GCTGCAGAARAGTCACAAGACC--AGTCAGCTGAATTT-CGGTGCTS
Dere\ GCTGCAGAARAGTCACAACGACC--AGTCACCTGAATTT-CGGTGCTS
Dbia\ CCTGCAGAARAAGTCACAAGACC==-AGTCAGCTGAATTT-CGGTCGTG
Dsuzh GCTGCAGAARAGTCACAAGACC--AGTCAGCTGAATTT-CGGTCGTS
Dtak' CGACACAAAARAGTCACAACACC-ARCTCAGCTCAATTCTCGTCETGA
Deugh GACTGCAGARAATCACAACGACC--AGTCACCTGAATTT-CGGTGCTS
Dele' TATGCAGAARAGTCACAAGACC--AGTCAGCTGAATTT-CGGTGCGT
Drho\ GCTGCAGAARAGTCACAAGACC--AGTCAGCTGAATTT-CGGTGCTG
pfich\ ACTGAAGAARAGTCACAACACC--AGTCACCTGAATTT-CGGTGCTT
Dkik' AGCCCCAAARAGTCACAACGACCCARGTCACCTGAATTTCGGTGAATC
Chiph\ GCGGCGAAARAGTCACAAGACC--AGTCAGCTGAATTT-CTGTCTTT
Dana' GCGGCGAARARAGTCACAAGACC--AGTCAGCTGAATTT-CTGTCTTT
Dpse\ ACACTGGGCCAGTCACAACGACCAAAGTCACCTGAATTTTCTGTTCOGT
Dperh ACACTGGGCCAGTCACAAGACCAAAGTCAGCTGAATTTTCTGTTCGT
Dmiry, ACACTGGGCCAGTCACAACGACCAAAGTCACCTGAATTTITCTGTTCGT
Dwilh\ ACTCTAAAGAAGTCACAACACC--AGTCACCTGAATTTTCGGTECTS
Dalb\ ACGGCGAATAAGTCACAAGACC=-=AGTCAGCTGAATTT-CGGTGCTG
Cmoijh  ACGGCGAATAAGTCACAAGACC--AGTCAGCTGAATIT-CGGTGCTS
Dvir\, CACGGCGAATAATCACAAGACC--AGTCAGCTGAATTT-CGGTGCTG
Dgri\ ACGGCGAATAAGTCACAAGACC--AGTCAGCTGAATTT-CGGTGCTG
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Atp6v1H (VhaSFD) gene structure comparison:

Key: UTR region. CDS region. intron. alternatively spliced exon




VhaSFD bps

Species Atp6v1H 5'exon ||intron ||exon||intron || exon ||intron ||exon ||intron ||exon || intron||exon ||intron || exon3' Extended CLEAR region Position fr(l))m

orthologs | TSS

Drosophila_melanogaster || Dmel\VhaSFD .. 141 - 896 - 898 - 64 - 60 - 160 ..- gaaaagTCACAAGAccagTCAGCTGAatttcg || 5'UTR 36
Drosophila_simulans Dsim\GD21903 .. 145 - 919 - 882 - 64 - 57 - 158 ..- gaaaagTCACAAGAccagTCAGCTGAatttcg || 5'UTR?
Drosophila_sechellia Dsec\GM 17165 .. 145 - 905 - 869 - 64 - 55 - 160 .. 2aaaagTCACAAGAccagTCAGCTGAatttcg || 5'UTR?
Drosophila_yakuba Dyak\GE13171 .. 145 - 900 - 891 - 64 - 65 - 160 .. 2aaaagTCACAAGAccagTCAGCTGAatttcg || 5'UTR?
Drosophila_erecta Dere\GG20115 .. 147 - 901 - 885 - 64 - 65 - 160 .. 2a2aagTCACAAGAccagTCAGCTGAatttcg || 5'UTR?
Drosophila_biarmipes Dbia\VhaSFD .. 160 - 1075 - 741 - 64 - 103 - 153 .. g22aagTCACAAGAccagTCAGCTGAattteg || 5'UTR?
Drosophila_suzukii Dsuz\VhaSFD .. 158 - 1098 - 845 - 64 - 109 - 153 .. gaaaagTCACAAGAccagTCAGCTGAatttcg || 5'UTR?
Drosophila_takahashii Dtak\VhaSFD .. 169 - 1500 - 795 - 64 - 61 - 151 .. aaaaagTCACAAGAccaagTCAGCTGAattctcg|| 5'UTR?
Drosophila_eugracilis || Deug\VhaSFD .. 154 - 983 - 845 - 64 - 95 - 162 .. agaaaaTCACAAGAccagTCAGCTGAattteg || S'UTR?
Drosophila_elegans Dele\VhaSFD .. 157 - 1057 - 767 - 64 - 181 - 160 .. gaaaagTCACAAGAccagTCAGCTGAatttcg || 5'UTR?
Drosophila_rhopaloa Drho\VhaSFD .. 156 - 1071 - 779 - 64 - 215 - 159 .. gaaaagTCACAAGAccagTCAGCTGAatttcg || 5'UTR?
Drosophila_ficusphila Dfic\VhaSFD .. 150 - 1022 - 830 - 64 - 67 - 160 .. gaaaagTCACAAGAccagTCAGCTGAatttcg || 5'UTR?
Drosophila_kikkawai Dkik\VhaSFD .. 146 - 1199 - 767 - 64 - 65 - 158 .. aaaaagTCACAAGAcccaagTCAGCTGAattteg|| 5'UTR?
Drosophila_bipectinata || Dbip\VhaSFD .. 154 - 854 - 524 - 64 - 68 - 142 .. 222aag TCACAAGAccagTCAGCTGAatttct || S'UTR?
Drosophila_ananassae Dana\GF24362 .. 156 - 821 - 557 - 64 - - 138 .. aaaaagTCACAAGAccagTCAGCTGAatttct || S'UTR?
Drosophila_pseudoobscura|| Dpse\GA 14464 .. 125 - 1063 - 1088 - 64 - - 146 .. gccagTCACAAGAccaaagTCAGCTGAatttte || 5'UTR?
Drosophila_persimilis Dper\GL.19340 .. 130 - 1066 - 1081 - 64 - 60 - 146 .. gccagTCACAAGAccaaagTCAGCTGAatttte || 5'UTR?
Drosophila_miranda Dmir\VhaSFD .. 130 - 1037 - 1112 - 64 - 60 - 146 .. 2ccagTCACAAGAccaaagTCAGCTGAattttc || 5'UTR?
Drosophila_willistoni Dwil\GK 15126 .. 173 - 1595 - 1052 - 66 - 98 - 194 .. 2agaagTCACAAGAccagTCAGCTGAattttc || 5'UTR?
Drosophila_albomicans || Dalb\VhaSFD .. 121 - ND - ND - 66 - 63 - 196 .. aataagTCACAAGAccagTCAGCTGAatttcg || 5'UTR?
Drosophila_mojavensis || Dmoj\GI21354 .. 136 - 1823 - 1150 - 64 - 63 - 200 .. aataagTCACAAGAccagTCAGCTGAatttcg || 5'UTR?
Drosophila_virilis Dvir\GJ 11146 .. 129 - 2101 - 1227 - 64 - 61 - 174 .. gaataaTCACAAGAccagTCAGCTGAatttcg || 5'UTR?
Drosophila_grimshawi || Dgri\GH10362 .. 122 - 1351 - 911 - 64 - 62 - 185 .. aataagTCACAAGAccagTCAGCTGAattteg || 5'UTR?

Key: UTR segion. CDS#goM, intron, alternatively spliced exon
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