Часть 1. Прокариоты. 
1. ORF Finder.
	Actinomyces naeslundii: ORF Finder

	начало
	конец
	длина
	цепь
	описание

	526
	1500
	975
	+
	Фермент, алкогольдегидрогеназа, принадлежит семейству ADH_N. ( ZP_03928369, Actinomyces urogenitalis DSM 15434, длина белка 310, сходство 74%, Evalue 3e-88 )

	54
	599
	546
	+
	Для этой и последующих рамок BLAST не нашел значимых (с Evalue < 10–4) хитов.

	1484
	1999
	516
	-
	

	1198
	1533
	336
	-
	

	1549
	1833
	243
	-
	

	864
	1061
	198
	+
	

	358
	552
	195
	-
	

	1
	162
	162
	+
	

	1869
	2000
	132
	-
	

	1875
	2000
	127
	+
	


2. GeneMark.

	Actinomyces naeslundii: GeneMark

	начало
	конец
	длина
	цепь
	описание

	568
	1500
	933
	+
	

	<2
	406
	405
	-
	

	1493
	>1999
	507
	+
	


Распределение кодирующего потенциала:

[image: image1.emf]
Часть 2.1 Эукариоты: GENSCAN, Genome Browser.
1. GENSCAN.
	Homo sapiens: GENSCAN

	начало
	конец
	цепь
	тип

	627
	639
	+
	начальный

	4506
	4542
	+
	внутренний

	4670  
	4721
	+
	внутренний

	6031
	6154
	+
	внутренний

	10320
	10506
	+
	внутренний

	14680
	14847
	+
	внутренний

	19213
	19424
	+
	внутренний

	20896
	21045
	+
	внутренний

	24427
	24459
	+
	внутренний

	24778
	24896
	+
	внутренний

	28530
	28769
	+
	внутренний

	31024
	31186
	+
	внутренний

	31525
	31622
	+
	внутренний

	31890
	32087
	+
	конечный


2. Human Genome Browser.

Примеры альтернативного сплайсинга:
1) мРНК AK056681 и AK225096, кассетный экзон.
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2) мРНК CR608666 и BX648769, удержанный интрон. 
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3) EST CA425813 и CA775183, альтернативный донорный сайт.
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Часть 2.2 Эукариоты: BLASTX.
Программа предсказала 2 гена в данной последовательности.

1)
>ref|NP_180785.1| 


 HYPERLINK "http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=gene&cmd=search&term=15225218%5BPUID%5D&RID=HE2268TX01S&log$=genealign&blast_rank=1" 
[image: image7.png]



 cholinephosphate cytidylyltransferase, putative / phosphorylcholine 
transferase, putative / CTP:phosphocholine cytidylyltransferase, 

putative [Arabidopsis thaliana]

 gb|AAD45922.1|AF165912_1 

 CTP:phosphocholine cytidylyltransferase [Arabidopsis thaliana]

 gb|AAC69950.1| 

 putative phospholipid cytidylyltransferase [Arabidopsis thaliana]

 gb|AAM97059.1| 

 putative phospholipid cytidylyltransferase [Arabidopsis thaliana]

 gb|AAN15526.1| 

 putative phospholipid cytidylyltransferase [Arabidopsis thaliana]

Length=332
GENE ID: 817786 CCT1 | cholinephosphate cytidylyltransferase, putative /

phosphorylcholine transferase, putative / CTP:phosphocholine

cytidylyltransferase, putative [Arabidopsis thaliana]

 Score = 64.3 bits (155),  Expect = 5e-09

 Identities = 28/35 (80%), Positives = 31/35 (88%), Gaps = 0/35 (0%)

 Frame = +1

Query  4372  AKSAEPPENRPIRVYADGIYDLFHFGHARSLEQAK  4476

             A  + PP +RP+RVYADGIYDLFHFGHARSLEQAK

Sbjct  24    AVQSSPPTDRPVRVYADGIYDLFHFGHARSLEQAK  58

 Score = 74.7 bits (182),  Expect = 4e-12

 Identities = 33/40 (82%), Positives = 37/40 (92%), Gaps = 1/40 (2%)

 Frame = +3

Query  4962  FPN-TYLLVGCCNDEITHKYKGKTVMTDKERYESLRHCRF  5078

             FPN TYLLVGCCNDE THKYKG+TVMT +ERYESLRHC++

Sbjct  61    FPNNTYLLVGCCNDETTHKYKGRTVMTAEERYESLRHCKW  100

 Score = 77.8 bits (190),  Expect = 4e-13

 Identities = 32/35 (91%), Positives = 34/35 (97%), Gaps = 0/35 (0%)

 Frame = +1

Query  6253  CRWVDEVIPDAPWVLTQEFLDKHQIDYVAHDSLPY  6357

             C+WVDEVIPDAPWV+ QEFLDKHQIDYVAHDSLPY

Sbjct  98    CKWVDEVIPDAPWVVNQEFLDKHQIDYVAHDSLPY  132

 Score = 33.5 bits (75),  Expect = 9.7

 Identities = 14/15 (93%), Positives = 15/15 (100%), Gaps = 0/15 (0%)

 Frame = +3

Query  7077  YADTSGAGKDVYEFV  7121

             YAD+SGAGKDVYEFV

Sbjct  132   YADSSGAGKDVYEFV  146

 Score = 88.6 bits (218),  Expect(2) = 4e-24

 Identities = 41/52 (78%), Positives = 49/52 (94%), Gaps = 0/52 (0%)

 Frame = +2

Query  8942  VKAIGKFMETKRTDGISTSDIIMRIVKDYNEYVMRNLARGYTRKDLGVSYVK  9097

             VK +G+F ET+RT+GISTSDIIMRIVKDYN+YVMRNL RGY+R+DLGVS+VK

Sbjct  146   VKKVGRFKETQRTEGISTSDIIMRIVKDYNQYVMRNLDRGYSREDLGVSFVK  197

 Score = 46.6 bits (109),  Expect(2) = 4e-24

 Identities = 23/33 (69%), Positives = 28/33 (84%), Gaps = 0/33 (0%)

 Frame = +1

Query  9172  ISF**EKRLRAHMGLKKLGERVKKQQEKVGEKV  9270

             +SF  EKRLR +M LKKL ERVK+QQE+VGEK+

Sbjct  193   VSFVKEKRLRVNMRLKKLQERVKEQQERVGEKI  225

 Score = 68.2 bits (165),  Expect = 4e-10

 Identities = 45/127 (35%), Positives = 57/127 (44%), Gaps = 45/127 (35%)

 Frame = +1
Query  16636  KTARVHRNEWVENADRLVAGFLEMFEEGCHKMVRSLSVSLFYPFASAKTVGLVLKADTKE  16815

              +T ++ RNEWVENADR VAGFLE+FEEGCHKM                            

Sbjct  226    QTVKMLRNEWVENADRWVAGFLEIFEEGCHKM----------------------------  257

Query  16816  YFHYLCAAVYGW*WYQGTAIRDRIQEQLRKPQLTGLICDKDHDDEEDDDDDEYYYDYSTE  16995

                              GTAI D IQE+L + Q +    +   DD+ DD   E Y+D+   

Sbjct  258    ----------------GTAIVDSIQERLMR-QKSAERLENGQDDDTDDQFYEEYFDHDMG  300

Query  16996  EEDYSDE  17016

               +D  DE

Sbjct  301    SDDDEDE  307

	> gb|AAD45922.1|AF165912_1 | CTP:phosphocholine cytidylyltransferase [Arabidopsis thaliana] +

	координаты по белку
	координаты по ДНК
	QQ

	24
	4372
	1

	58
	4476
	

	-

	61
	4962
	0.925

	97
	5078
	

	-

	98
	6253
	1

	132
	6357
	

	-

	133
	7080
	0.866

	145
	7118
	

	-

	146
	8942
	1

	197
	9097
	

	-

	198
	9187
	0.848

	225
	9270
	

	-

	226
	16636
	0.252

	257
	16731
	

	-

	258
	16867
	0.394

	307
	17016
	


2)
>gb|AAD37019.2|  putative non-LTR retrolelement reverse transcriptase [Arabidopsis 

thaliana]

Length=855

 Score = 71.2 bits (173),  Expect(2) = 3e-20

 Identities = 38/94 (40%), Positives = 58/94 (61%), Gaps = 6/94 (6%)

 Frame = +3

Query  687  YQGPKFTWQKGKL-----FERLDRVMCNSAWRSCFPEASIFHLPKM*SDHHPILVKFQ-S  848

            ++G KFTW++G++      +RLDRV+C    R  + EAS+ HLP   SDH PI ++ +  

Sbjct  588  FKGNKFTWKRGRVESTFVAKRLDRVLCRPQTRLKWQEASVTHLPFFASDHAPIYIQLEPE  647

Query  849  FQLPI*EQHFKFQAAWLSYSCFHQLLQESWILKG  950

             +     + F+F+AAWL++S F  LLQ SW  +G

Sbjct  648  VRSNPLRRPFRFEAAWLTHSGFKDLLQASWNTEG  681

 Score = 50.8 bits (120),  Expect(2) = 3e-20

 Identities = 22/64 (34%), Positives = 42/64 (65%), Gaps = 0/64 (0%)

 Frame = +1

Query  976   LSDNLKCWNKNIFGNMFHKKRRLLAHIEGIQKVLNNNFFRYLVNLELELRKDLEVIMQRE  1155

             L   LK WN+ +FG++  +K  L+  I+ +Q++L  N    L++ E EL K+ +V++++E

Sbjct  690   LKSKLKKWNREVFGDVNRRKESLMNEIKVVQELLEINQTDNLLSKEEELIKEFDVVLEQE  749

Query  1156  ELIW  1167

             E++W

Sbjct  750   EVLW  753

	> gb|AAD37019.2| putative non-LTR retrolelement reverse transcriptase [Arabidopsis thaliana] +

	координаты по белку
	координаты по ДНК
	QQ

	690
	976
	1

	753
	1167
	


Координаты PolyN в последовательности:
1) 3329..4259, расположен между двумя найденными генами.
2) 17967..18150
