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Gene report form

Gene name (i.e. D. mojavensis eyeless):_D. biarmipes Ankyrin
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Alignment between the submitted model and the D. melanogaster ortholog
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4. Dot plot between the submitted model and the D. melanogaster ortholog
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Preparing the project for submission
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Have you annotated all the genes?

Putative conserved domains have been detected, click on the image below for detailed results.
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Sequences producing significant alignments:
Select: All None Selected:0

i1 Alignments o

Max Total Query E  Max

Dosciplos score score cover value ident Accesas
[ ankyrin [Drosophila melanogaster] >prfl[20223404A ankyrin 2185 2185 97% 0.0 76% AAC3T208.1
[ ankyrin, isoform C [Drosophila melanogaster] >ref]NP_787124.1] ankyrin, isoform D [Drosophila melanog; 2185 2185 97% 0.0 76% NP _787123.1
[ ankyrin 2, isoform L [Drosophila melanogaster] >ablAAF50525.4] ankyrin 2, isoform L [Drosophila melano 1118 1624 88% 0.0 64% NP _728285.3
[ ankyrin 2, isoform S [Drosophila melanogaster] >gb|ADV37501.1| ankyrin 2, isoform S [Drosophila melanc 1118 1624 88% 0.0 64% NP _001189064.1
[ ankyrin 2, isoform J [Drosophila melanogaster] =qblABWOB487.1] ankyrin 2, isoform J [Drosophila melang 1118 1623 88% 0.0 64% NP_001097538.1
[ ankyrin 2, isoform T [Drosophila melanogaster] >gb|ADV37505.1| ankyrin 2, isoform T [Drosophila melano 1118 1623 88% 0.0 64% NP _001189068.1
[ ankyrin 2, isoform V [Drosophila melanogaster] >gb|AGB94230.1| ankyrin 2, isoform V [Drosophila melanc 1115 16756 88% 0.0 63% NP _001261535.1
[ ankyrin 2, isoform P [Drosophila melanogaster] >gb|ADV37506.1] ankyrin 2, isoform P [Drosophila melanc 1115 1620 88% 0.0 64% NP _001188068.1
[ ankyrin 2, isoform G [Drosophila melanogaster] >gblABWO08486.1 ankyrin 2, isoform G [Drosophila melan 1110 1615 88% 0.0 64% NP _001097536.1
[ ankyrin 2, isoform M [Drosophila melanogaster] >gb|AAN12046.2| ankyrin 2, isoform M [Drosaphila melan 1110 1615 B88% 0.0 64% NP 6481482
[ ankyrin 2, isoform Q [Drosophila melanogaster] >gblADV37504.1] ankyrin 2, isoform Q [Drosophila melan 1106 1907  87% 0.0 65% NP_001188067.1
[ ankyrin 2, isoform F [Drosophila melanogaster] >gblABWOB485.1] ankyrin 2, isoform F [Drosophila melanc 1105 1904 B87% 0.0 64% NP _001097535.1
[ ankyrin 2, isoform R [Drosophila melanogaster] >gblADV37502.1] ankyrin 2, isoform R [Drosophila melan 1103 1958 B87% 0.0 64% NP _001188065.1
[ ankyrin 2, isoform K [Drosophila melanogaster] >gb|ABWO08488.1| ankyrin 2, isoform K [Drosophila melani 1103 1958 87% 0.0 64% NP _001097539.1
[ ankyrin 2, isoform N [Drosophila melanogaster] >gb|AAF73309.1|AF190635 1 ankyrin 2 [Drosophila mels 1091 1248 72% 0.0 64% NP _001097533.1
[ ankyrin 2, isoform W [Drosophila melanogaster] >gb|AGB94231.1| ankyrin 2, isoform W [Drosophila melar 1087 1297 72% 0.0 63% NP _001261536.1
[ ankyrin 2, isoform U [Drosophila melanogaster] >gblADV3T507.1] ankyrin 2, isoform U [Drosophila melan 1068 1542 88% 0.0 64% NP_001188070.1
[ GHO1626p [Drosophila melanogaster] 896 2071 V2% 0.0 63% AAM11327.1
[ RE03629p [Drosophila melanogaster] 803 1847 58% 0.0 71% ACS12729.1
[ ankyrin 2, isoform X [Drosophila melanogaster] >gb|AGB94232.1| ankyrin 2, isoform X [Drosophila melanc 759 2220 58% 0.0 72% NP _001261537.1
[ ankyrin 2, isoform E [Drosophila melanogaster] >gb|ABAB1818.1| RE55168p [Drosophila melanogaster] > 758 2510 58% 0.0 72% NP _001097534.1

(]

LD21682p [Drosophila melanogaster] 705 705 29% 0.0 B0% AAL137421

Though Ank and Ank2 are shown as matches for this BLASTp, the Ank2 results were disregarded
because the Ank2 gene is on Chromosome 3 and Ank is actually found on the Dot Chromosome.



ankyrin [Drosophila melanogaster]
Sequence ID: gb|AACIT208.1| Length: 1549 Number of Matches: 1
B See 1 more title(s

Range 1: 1 to 1409 GenPept Graphics

Score Expect Method " Identities Positives Gaps
2185 bits(5663} 0.0 Compositional matrix adjust. 1088/1426(76%) 1207/1426(84%} 104/1426(7%)}

Query 1 MTLGEVRVENKIHN-TENCAQTMNINNGMTSDEFNGHNIKONDATISFLRAARSGDIKKLI 59
MTLG+VEVENKI +E CA NGM D NG IFONDATISFLRAARSGDIKEK++
Sbjct 1 MTLGDVEVENEIQOTRSETCAL===== NGMALDNENGIIKONDATISFLRARRSGDIKEVM 55

Query &0 DYLESGEISNINSCHANGLNALHLARKDGFVDICCELLRRGIAVDNATKRGNTALHIASL 119
D+L+ GEIS+INSCHANGLNALHLAAFKDG+VDICCELLERGI +DMATKRGNTALHIASL
Sbjct 356 DFLDCGEISDINSCHANGLNALHLARKDGYVDICCELLRRGIKIDNATKRGNTALHIASL 115

Query 120 AGOQEVINQLIFANANVNVOSLNGF TFLYMAROENHDNCCRILLANGANFTLSTEDGFTE 179
AGQ +VINQLI NANVAVOSLNGFTPLYMAAQENHDNCCE LLAMGANP+LSTEDGETPE
Sbjct 116 AGOHDVINQLILYNANVNVOSLNGF TFLYMAROENHDNCCRTLLANGANPSLSTEDGFTE 175

Query 180 LAVAMOQGHEK IVAVLLETDVRGEKVRLFALHIAAKKNDVNAAKLLLOHDONADIVSESGE 239
LAVAMDOGH+KIVAVLLE DVRGEVRELPALHIAAFKFNDVNAAFLLLOHD NADIVSKESGE
Sbjct 176 LAVAMOQGHDE IVAVLLENDVRGEKVRLFALHI AAKKNDVNAAKLLLOHDPHADIVSESGE 235

Query 240 TEFLHIAAHYGNVE IATLLLNNDADVNYVAKHNI SFLHVACEWGELSVCSLLLSRGARIDA 299
TPLHIAAHYCGHV+IATLLLNN ADVNYVAFKHNI+PLHVACFWGELS+C+LLL RGAKIDA
Sbjct 236 TEFLHIAAHYGNVDIATLLLNNKADVNYVAKHNI TFLHVACEWGELSLCTLLLCRGARKIDA 295

Query 300 ATRDGLTFLHCASRSGHVEVIEHLLRONAPILTRTFNGLSALHMSAOGEHDEAARTIINN 339
ATRDGLTPLHCASRESGHVEVI+HLLAONAPILTETENGLSALHM+ADCEHDEAR LLL+N
Sbjct 296 ATRDGLTFLHCASRSGHVEVIKHLLOONAPILTRTFNGLSALHMARDGEHDEAAHTIIDN 355

Query 360 KAPVDEVTIDYLTALHVARHCGHVEVARLLLDYNANPNARALNGFTFLHIACKKNRIKVY 419
FAPVDEVT+DYLTALHVARHCCHVEVAFRLLLDY ANPNARALNGFTPFLHIACKRNRIE+HV
Sbjct 358 KAFVDEVTVDYLTALHVARHCCGHVEVARKLLLDYKANPNARATLNGFTFLHIACKENRIKMY 415

Query 420 ELLIKYGANTGATTESCLTPLHVASFM====== VYLLOQEAGFDIPTIRGETFLHLATRA 473
ELLIK+GANIGATTESGLTPLHVASFM +¥YLLOQ EA D+PTIRGETFLHLA RA
Sbjct 418 ELLIKHGANIGATTESGLTPLHVASFMGCINIVIYLLOHEASADLPTIRGETFLHLARRR 475

Query 474 HOTDIIRILLRSARVDAIAREGOTPLHVASRLGNINIIMLLLOHGAEINAKTNDMYSATH 533
NQ DIIRILLESA+VDAI REGQTPLHVASRLGNINIIMLLLOHGAEINA++ND YSALH
Sbijct 478 HOADITRILLRSAKVDAIVREGOTPLHVASRLGNINIIMLLLOHGAEINAQSNDEYSALH 535

Query 534 IARKEGOEEVVOVLLDNGAQLDAITKRGFTPFLHLASKYGKAKIVTLLIERGCAVNFQGEN 593
IAAKEGQE +VOVLL+NGA+ +A+TEFKGFTPLHLA EKYGK +V +L++ G +++FQGKN
Sbjct 5386 IARKEGOENIVOVLLENGAENNAVTERGF TPLHLACKYGRONVVOILLONGASIDFQGEN 595

Query 594 DVTSLHVATHYDHHDVVE ILLKNGALPNLCARNGOSATHIARKQNNLETALOLLOHGADYV 653
DVT LHVATHY++ +VE+LLENG+ PNLCARNGD A+HIA F+N LEIA+QLLOHGADV
Sbjct 5986 DVTFLHVATHYNNPS IVELLLEKNGSSPNLCARNGOCATHIACKENYLETAMOLLOHGADYV 655

Query 654 VVISKSGFSPLHLAAQEGHVDMVELLLEYGATSTAAKSGLTFLHLAAQGGHVHVCRILLE 713
+ISKSGFSPLHLAAD G+VDMV+LLLEYG § AMRFK+GLTPLH+AAD GHV V +ILLE
Sbjct 6586 MIISKSGFSPLHLAAQGGNVDMVOLLLEYGVISARAKNGLTFLEHVAAQEGHVLVSQILLE 715

Query 714 HGARISERTKNGYSFLHIAAHNGHLDLVKFLLENDADIEMSTNVGYTPLHQARDOGHIMI 773
HGA ISERT+NCGY+PLH+ARH CGHLDLVEF +ENDADIEMS+MN+CEYTPLHOARDDCEHIMI
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