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Exons |(1)G0193 exons  All exons in this region

Markup loaded

Gene: I(1)G0193 FBgnoo27280
Description lethal (1) G0193 [Source:FlyBase;Acc:FBgn0027280]
Location Chromosome X: 7.941,478-7,946,908 reverse strand.

About this gene

Transcripts

BDGP6:AE014298.5

protein family.

'Hide transcript table
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Show/hide columns (1 hidden) | Filter

Name

Transcript ID bp Protein  Biotype UniProt RefSeq

I(1)G0193-RB = FBtr0071130 2559 | 646aa Protein coding | Q7KVT8  NM 206643.2
' NP_996366.1

1(1)G0193-RA

FBIr0071129 2453  664aa | Protein coding | QOW3M4  NM_132199.4

| NP_572427 A

Marked-up sequence

Download sequence BLAST this sequence

>chromosome : BDGP6:X:7940878:7947508: -1
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TGCAGAAGTTCGCCTGGATATAGGTCATCGCTTGTCCCTTGATTTGGAGACCATTGCGCA
CCCATTTTCCGGCCAGGATCTCGTAGAARARACTCTAAAAACGAAGTAAAAATAAATTTA
ACATTTAARATTTAATTTTATATACARATTTTATTCTATTCTCTTARATATARAAAATTAT
TTCACGCACATAATCTTTATTTAARATTAATAAAAATAAARARAAATTAAGTAACCGTAC
ACCAGCGAGTGCGATAGTTATGARACATCGATGACTTGCGAGCAGACAARGTTATCGARAA
CTCGCTGTGACCTATGCTGTCTATCTGCCCCTCCCCCTTCCCCGACAACCGACAAAGAAC
GGTGCAARACAAAGAAACAGAGCCCGTCTCTCCGCATATTTGTGTCTGTCTGTGTGTGAA
ACAGGGTGTCTACAGGCGGCGGAAAAAGAAGGAARAGAGACAAGTGAAACCCACAACTGT
ACGATTTTTTAATCAATCTCCGAGCGGCGAGAGCAGCACAGCAGATTARTGTGCCARCGT
CGTCGAARACTCGACGCTCGAGCTCGAGACARAACTCGACTCTCTGTTTTTGTGACTATCC
TCCCATTTGCGTITTTGATTTTCAGCGGGCGCAGTTGCGTGCCAGCCCGTGTCTATCTGTC
TGTCTGTIGTGTTTGCTTGTTTGTGCAAGCATTTAATCATAATATTTAAAAGACACCCCAC
CATCGTCAGCACAACATCCCCAACGATCGTCAAATTTCGCGCTGCAATAAATAAATAAAC
ATTCATATACAAAACGAAACCCAAATAGCACTCACGCACAGCCGGCTGCAGGATGAGATT
TATARATTGGGTACTTCCCCTGCTTCTGGCCACGTTGGTCGCCCTGCAACAGCCCACACT
AACGGACGCTCTGATCGAGGATGTCCTGGACATCATACATGTGGTCAAAGAGGTCACCTC
CGGCGTCCTCAAGGCCTGGGACATTGTACAATCCTCCCCGTTGGCGGCCABCATTGATTT
CCCACTGATGCGCGAGAAACAGAAGARGGTGTTGCAGCGCCTCAAAGAAGTCAGCAAGCA
AATAGACAATACCGAAGATCAGGTGAGTCAGCGGCARGCTAAGACCGCTCTTTAGCTCTT
CTTTTGTGTACCCTTGCAGTGGGCATTGCCAATTTGGTGAGCTGTTTGCACCATAGATAA
TAGATCTAATCGCA TGTATGCTGCAAGGGTATARCAACCATGGCACATATCAACTGTATA
CCTAACCCACACRAARAARACCCACTTCAGCACGCTCAATATGTTGCCTTGGCCATCGAAT
CGGTGACTAGCTTCATGCACAACAACGCTCCAATTATGGCTAAGATGAATGATATCTCGG
ACACGATCAATAGGATCTCATCGCGCTATCAGCAGATGCAGAAGTACGAGGCTTACAAGG
ACAAGTTGGAGATGTCCACGCTGATAACGTTTGCGGAGTGGACAGTGTCGCCGAAIGCAC
ATTCGGTGCACCbTCTGATGGATCGTCTGCATATCACTCTACTTGGCAACGAGGATCGAT
CTTCCAACACAACGTCCACCAATCTACTCCAACAGCTGGCCACTGCCTATGAQSTAATAT
AGTTTATGTGATATGACGCTTATTACAGGCGAARATTTTGGGATCATCGAACTTARAGAG
CATTTTTAGCTTGAGTCATTTTGAAAGACATTTY¥ATCAACCGGCTCCATCCACTGGGATA
ACTGTARRAGAAGCTAAATTTTTAAGCCRARAARCGTATTARCCCAGAAGACAGTCAGAA
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This gene has 2 transcnpts (splice variants), 2 paralogues and is a member of 1 Ensembl
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AARAGGARAAAGTGTARRCARCCATTTGOTTTGATTACATTGTAGGGTGCTTTGAGCTGAG 7945649
CAATTTGTGRATTGCTTCCT 7945589

Exons [(1)G0193 exons  All exons in this region  CGGGATATGATATAGGTCTA 7945529

SACGCGTCAGTTARGTCGTT 7945469

Markup  loaded STGTATTAGTCACCGTTTCT 7945409
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ik CTCTCACATGGARAGGCGCAC 7945349
AAATGUTCCCATTIULIIGLLLG TG IETGUGTUTACIAL L TGTGTGAGGTCAAAGGTCTTG 7945289
TGTCAACAAAAGACTGCGAAACARGTTAAACAAAACAAAAAATACACAAACAAACGCCTG 7945229
AGGGCAATGCAGCAGTTTTGCCCCCATGCTGCGAARRAGAGAGCAGAGAGCGCATCTCTT 7945169
TGTGAGTGCATTGCGTCACGAAARAACGGAAAGAGAGAARGGAGAGTGCTTACAACGCAC 7945109
TCACTCAGCTGTTTGCCATACCAATTAGACGTCAGCCGARACARAAACRATGCGGCCACA 7945049
ACTTTCTAGTTATCGATTGCTAGGTATGCAAGTGCCAATATGATCTCCAGTCGATTGAAT 7944989
AATTAAGCTAACTGAGTAGGGTATTATTGCTGTGTGTGARACCGAAARATCARACGAAAT 7944929
TTGCTGAATTCCTGATTACTGCTCACACAAGCACAAGTGTTTTGTGTGTGTGTGTGTGTT 7944869
TACGCTTCTCATATCGTCTGGTTGTTARAAGACCAACAACAATGCATGAARARAGAGCTT 7944809
CAGTCAGCAATTTTTTTTCGTATTGTATTTTCAACGAGCACACATCARCACGRACACTTA 7944749
CACACACACACAGACACAAACAAACAATCGCTGAGCGTGGAGCGCTTTAAAGCAGAAACT 7944689
GAAAAATTACAGTAGCTGAACAGCACTCAGAACCACAACACCCAGC Al GGA. 7944629
ATTAAAGTAAATCGCAAATCATAARARATCGTGAAATCTCAGS BA| 7944569
AAACGAGGCTC TCTTTGTT] \TTGi GA } 7944509
7944449
7944389
| 7194432

7943909
AG 7943849
A\ 7943789

GATATCATATTTTTTATACGATTCCAAAATGCAATAGCTAATTTTACACCCCCACGCGAT 7943429
CTGTAATTACCGTTCTATAATAATAATRAATAGTGGTATGGARRAGATTTTAACAGCCAGA 7943369
TGTGATGGCTTGCTAATTAGAGCTAARARCAAGAGTAACACTACCT _ AATGECCAR 7943309
GATGGATAGAAGGAAARARCAGCTGAATATTGATCATATTARTGAATTTCGCAATAATAT 7943249
GAACARATIICTIGCTTACAGGTGICTACCGATCAMATTTGCAATACCATGCAATCGGEC 7943189
CAGCAGTTITATATACTCACTATATGCGGATATAGCCCTGACCGAACTGARAGCCTACACE 7943129
ATGATGGAATTCTCGTGGATGATGITGCGGGTCTACGGGAAGGGCARCTACACCCAGGAG 7943069
GCGGAAATCATGCGTTCCGAATATGAGAAGAGGACGGAACGCACACTAARAATACTCAAG 7943009
GATGIGATGCTACGAGCTGATCETATCGTTTACCGCTCTCATCCCACGAAACATGTACGE 7942949
GGAGTCACCTATGACGAGGICACGCECCTCCTTICAAGGCTACATTGARAACGAGGTGGAT 7942889
TTGAATAAAGAGGAAACTTGCCGAGAGACGTGTGACTTTTATCAGTCCACCCGCAGTGAR 7942829
GGCTGCTTTAAGGATCTCTACTGTICCCGTCAGCCGARATGTAGTGGTCGTCTGTACAAC 7942769
TGCAGGTTCGTAGACTCCGACATGTGEETGIGCCCGTCGCCACAGAATAGCACGCGELEC 7542709
TATGAGTTCATCGAGTACGAAAACGGACGCGTCCTTGGCCAGCGGGETAAGTGCACCAGE 7942649
GGCACCACCAAGGTGGACAGCTGGTGGCGTTACCTTCTCTGGCACTGCAGCTACTGCTTC 7942589
TGCCTGTGCGACGAGGAGGGTCTGAAGTCTGATCCTTTCTTCAATCTGCGGGACACGATE 7942529
GCCGATGTCAAGCGCARCCGGTAAGTTCTAGTIGAATCTGTTGATTTIGARATATCARGE 7942469
ACATATTTACTARTTATTCTTCAGAGTCGTGACTGGTTTIGCET I TTGTAAAGCARAATCE 7942409
CATTTTCCATCTGCARATCCAGGAGGGCEAMCTCCTECCTCCTGETATTGTCAATCAAAG) 7942349
CACTCTGGAATGGAAACCCGTGGAAAAGTACAACGTCTTTGATCGTCATGTCGARGARTEE 7942289
CGTTGATTATCATAAGTTIGAGCTACCAGAAACGCACCATCGATCIGGACGATGIGEATAC 7942229
GGATGACAATTGGTTTGEGGTTACCGGCGTGGGATTCCGTGTGGTGGGGACAGBTGTGA& 7942169
TTTGGAGGCCTACTACAGTGAGTTTGATTTCCGGACGGGTCAGCTCATCCGGCCGGAGTA 7942109
QAAEAGCTATTGGAAGTCGAAEGABAhEAQGGATGTGAGGGGGGCASGGAGGTAAGTGTG 7942049
TCCTCTATTTTCGGATAGCAAARACTARATAACTARCCCCTTGATTTCAGGGAGARACTG 7941989
CGTCTGAGCAACGCCGACGTGTCTACGCGGACAATAGCACACTCGATACCTCTGTCGCGE: 7941929
CACAATCAGTACATCGACTICACTAACACTGEACTGGACAAGGATGCCGCCCAGAGCAGA 7941869
GTGCCGTTTATGGACATCCAGGACGTGGTCTCGAATCCACCAGTACCACTAGCCGGCATT 7941809
GGCATTTACTACARGGECCCCAACCECTACEECGECTTCCTGEECCCCAAGATCATCACE 7941749
TAC edCCACGITCAGGTGECARAGAATAGAT ICTARAGCGGAGAGRAGCGE 7941689

TTTCCATCCCGCACATATGTCATAGCTTTTTTTTAGTTGTACACTACCTATCAAT 7941629
ACACACTTGCGTTTAACTGTCGCATAGTCTAAGTGAGATCAGAGGAGAACGAACCGCAGG 7941569
AGATGCAGAATCQGGCAAGACAAGAATATARAAACAAATTATATTGAAAATAACAARAGA 7941509
AATAAAAACGAATGTGAATCTGAGAAACCAGAGAACCGAGGACCTTCTTACTATTTARAG 7941449
CGAAARATAAGCGAAATARAGGATTGAAGACTCACCTGGACGCGAAGTGGATGGATCATCA 7941389
GCAGGGGCAGCAGATAGGGGCGTGAGGGCAGCACATCGTTCAGACTGATTCCCATTTTAG 7941329
TTACCGCCTGG@AAACAAAGGCAGCCAGATAACGATGCAGGGGAAAGTGGAACGAAGCCT 7941269
GCATCATCTCCTCCTGCACGGATARATARAAGGATTTTATTGRAAACTGCAATARACGGAT 7941209
TGAARAATACCAACCATAGATAGACGCGCCTCCATAAAGTAAATAGAGTCTAGCCACTCGT 7941149
GCAGCGTCGTCACACAGTAGTTGATGATCTTCTTTGCCAGATGGGCATGTGTGCCATCCT 7941089
GCAGATGCGAGATAATCGACCACATGGGATAGQFACTGGCCTCAAGCTCACAGGAGAACG 7941029
CCGCATAGTAGCTATTTGGCTCGAATTCCACATGAGAAGCCGTCTCGCGCACATTGACAT 7940969
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