2

S6
[bookmark: _Hlk163633362]Comparison of LTR sequences of Tekay elements

[bookmark: _GoBack]#  Percent Identity Matrix - created by Clustal2.1 
#
#

     1: aLTR-1      100.00   42.76   41.73   34.36
     2: Tekay Ha     42.76  100.00   45.40   37.82
     3: aLTR-2       41.73   45.40  100.00   47.80
     4: Tekay Mo     34.36   37.82   47.80  100.00

Conservative motifs of Ty3-Gypsy elements (Gypsy database https://gydb.org/index.php/Main_Page ) are highlighted green.

>LTRs of Tekay retrotransposon H. alpinum
GATGTGACAACCGGTAAATTTCGGTCAATAAAGTCAACCGAAGTCAACGGAAGTCAACCCAGCACGAACTAGGATAATATTTAACTATGTAATTATCCAAACAATCTCATGTATTATTAGTGTTATAATACAATTCGTGCTATTTTGATCCAAATACATATGCAACTCCTATTAATGAATTAATAGATGACAACGTACACACAATTCATAAATATTTGCACAATTATCAATTGTGGGAAAATAATAATCTCAACACGATGTACTCGTGAAAACGAATGCGTGGACTGGTAGAATGCCAAAAACGGAGTTCGTATGCAAAAGATATAACCCTTCAGTATAATTAACTACTGAAATCATTGAACATACACTGCGTATGGGTTATATATGCTTGATAGCATTCCTTAAACGATGTTTCCATGTCATTGGAATACAATTCTTATAACGTAAATCAATATAGAATTTGATTCTATACATTCCGTATTTTTCCGGAAAAACGAATTATACGCGGTCCGGAATCATACCGCGGTATAACACTCAGTATTTTAACATGTATAATGTTAAAATGACTCAGAAATATCATTAATTCTTTTAGAATTAATTTCGTAATTTATAATTTATTTTAGGAATATTTTCCTAATTAAAATGCTTAATTGCAATTATACACAATACCAACCAAACAAATACACCAACTACTAGTGTATTCCCTTAATAGGAATACATGTATAATACATGTATTTATACACTAGCAAATACCCAACCTATTGTATCCTAGCCTAGTTGGTAAACCCCATTTCCTTTGGATAAACAATCAAAGCCCAACATACTTGTCCCCTATGTTCCTACATGTTGGAGAAGCCCAAAAGACCCTTTTGACCCTCCAAATGCCGGCCACTATAGCACCTCCCTCCCACTTCACTTTTCATTTTGATATTACAACAAAACTCTCTCTAGTTCATTCCTCTTCCAAGCCTTTGAAGTTCAAGTCAATTCCAAGTGGTCCTTGATCATTTAGGTAAGTTCTTGATCAATCCAACCTTCGTGAATGTTTCTACCTCTATCATACATCTAATATCCACCTTGAACATCCCTTTGTTCTAGTTGGAATTCTCAAGAATTTGAAGCAACCACTCAAGCTCATTACAAGTTGGTTCTTAGAGTTCTTGGTAAGTTCTTGTTGTTATACATCAAACAACTTAACTTTTACACACATTATACATCTTATAACCAAGTTATATTCATCTTGTCTAGCTATCAAAAATCTCGAAACTTAGAAGGCCATCCAAGCCTTCATCCTTGCTCATTCATCTACACATTCAAGCTTCAAACATCCAAGTGAGTTCATACCTCCATTTTCCCACTTTTCCTATGTTTTGGAGGGGGAATACAAGCCCACCATGTTGTGTAACTAGCTCATCATCCATGGTCCTGCATGCTTGTATGTGTTTATGCTTACCTTTACGTAAAAATGCTCACATGCTAGTCATCATGAATATAAGTCAAGTGTGTAAACTTACATGCAAAAACAACCATATAATGTTTACCTTGGGTAAACAAAGCTTACTCTTAAGTATGTGTATGAAGTTATTGGTGACTTTGACATCCTATGACAACTTGAGTTTTACTAAGGAAAGAACAACAAGTTTCTCTTAAAAACAAACACTTGAATGTTTACTAAACAAAATGGTTTTCCCAAAAGAAAGTTGTCATATGGGGCTCTAAAGTGACCAAAAACAAAGTACATTCTCCTTTCATGACTGAATGTCTAGAACCAGACAAGTGTCAAACCTAAATTACTAAGACAAAACCACTTTCGCGAAGTACTGTACAACTGGGCGCGGCGCGGTTGTCTTTAGGCGCGGCGCGGCAATGGTAATCTCGCATAATACCCGACTTAAATCACCAGTAGGCGCGGCGCGGTAGCCCTTAGGCGCGGCGCGTCAGTGTCCCGTAGTATAATTTCCATCCCTGGGCGCGGCCAGATGTACCCACTGGCACGGCGCGGCAGGAATTATCAATTCCCGTATTGACGCGACTAGTCATCCTACGACACGGCGCGGCAACGCACTATTCATTTATCCAAACGACAAGGCGCGGCGCGGCGAACCCCTGGCGCGGCGCGCTTACTGTGCGTGGCCAGTTCAGTTCCCACTATTCAGCCCGACGGCGCGGCGCGGCATCAACCTGGCGCGGCGCGAGCATATTACAGGAGACTACAATTTCAGTTTTATTTGTTTAGCCCGACTCGTTCAACATAAACACAACCCGGTCACTGTACAGATCATATTATTCATTCTGAAACACTGTTCAAACGTCTATAATACAATATAATCGATCATACAATATATTAAGTCAATTCACAACACTAAATATGTTAGTGTGGTGTGAATTATAAATCGAGTTTTACCTTTCTTAAACCGAATGACATACGCAATACATCTACAAACTTTAATATACCTAAGTTATAGTTGATATAACTTAACATACAAAGATACAATCTTTCCAAAACCCATTGTTGTAACGTGGTTACAACCAACGCGTACGTATTGTCGATGATAATTATCGATGGGAATTCCAACAAGTTTATCAATGCCAAGATTGATATGAATTCAATACGTAACTATAATCACAAGTAATGTCAACAGTTGTAACGCGGTTACAACCAACGAGTACGTATTGTCGATGGCATTTCGATTTGAATTCCAACATGTGTCGACGTTAACATCGACAGAGTCCCTACGTATTTAATCGATTTAATTATCGATTAGAATTCCAACCGTTTTGTCAAGGGCTTTTGCCGACATGAATTCATACGTATTATCGACGGTATATCGATACGGATTCTAACATGCTATCAATTTAATTATTGATATAAATTCAAATACGTAACTATCGATATCCTATCGATAACCAACCATTATGATATCGACATTTAATATCGATAAAAGATCACAATGGCTCATATTCAAACGAACACACTCCCTTGAAGGGGATCTCAATTGCTTTCCAAAGGAACAATAAATCACTAATTGTATAGGTTTTTGAAATGATAAAACTATACTTTTATATACACTACAAAGGCATGGGTTAATTACACACATTGGTTTCATGGATTTCAACTACTATCTCTTATAAGGAAATACGGATTTTTCTTGATTCAAAGACGTACGCTTATACTCAAAGGGAAAAACTATCCTTTATTACAAACATCTTATGGACTCACCAACGTAATGTTGACACTTTTCAAAACGCTTGTATTCTCAGGAAATTAAACTCACAGGTGAAGCATAGCTTTTGAGGCAATGACGCGAAGACGTTGATTACCTACTTTTGATATTCATGTTGTAATTGATTTGAAACAATACTATTACTCTTGTAACTTGTCAATTATAATTCATGAATGGTTGTTATTTACTTATGTTTCATTGTATGCAATTGTGTTGTGATATTCCGTGACGTTCCACCCTCCGACGATTCCGCCATCGTGGTTTGGGGGTGT


BLASTN 2.2.26 

Query= query
         (3517 letters)

Database: ltr 
           528 sequences; 283,922 total letters

	Sequences producing significant alignments:
	Score (bits)
	E value

	LTR5'_GypsySL_03
	32
	0.19

	LTR5'_GypsySL_05
	30
	0.74

	LTR5'_GypsySL_10
	28
	2.9

	LTR5'_GypsySL_06
	28
	2.9

	LTR3'_Bagy-1
	28
	2.9

	LTR5'_Bagy-1
	28
	2.9



[bookmark: LTR5]LTR5'_GypsySL_03          Length = 2497

 Score = 32.3 bits (16), Expect = 0.19
 Identities = 16/16 (100%)
 Strand = Plus / Plus

                            
Query: 2871 tatcaatttaattatt 2886
            ||||||||||||||||
Sbjct: 2011 tatcaatttaattatt 2026


LTR5'_GypsySL_05          Length = 3261

 Score = 30.3 bits (15), Expect = 0.74
 Identities = 15/15 (100%)
 Strand = Plus / Plus

                           
Query: 2300 tcatattattcattc 2314
            |||||||||||||||
Sbjct: 713  tcatattattcattc 727

[bookmark: LTR3]
LTR5'_GypsySL_10          Length = 785

 Score = 28.3 bits (14), Expect = 2.9
 Identities = 14/14 (100%)
 Strand = Plus / Plus

                          
Query: 2772 ttaattatcgatta 2785
            ||||||||||||||
Sbjct: 603  ttaattatcgatta 616


LTR5'_GypsySL_06          Length = 2933

 Score = 28.3 bits (14), Expect = 2.9
 Identities = 14/14 (100%)
 Strand = Plus / Plus

                         
Query: 978 tcctcttccaagcc 991
           ||||||||||||||
Sbjct: 198 tcctcttccaagcc 211


LTR3'_Bagy-1		          Length = 4208

 Score = 28.3 bits (14), Expect = 2.9
 Identities = 14/14 (100%)
 Strand = Plus / Minus

                          
Query: 3446 gtatgcaattgtgt 3459
            ||||||||||||||
Sbjct: 4082 gtatgcaattgtgt 4069



LTR5'_Bagy-1		          Length = 4202

 Score = 28.3 bits (14), Expect = 2.9
 Identities = 14/14 (100%)
 Strand = Plus / Minus

                          
Query: 3446 gtatgcaattgtgt 3459
            ||||||||||||||
Sbjct: 4075 gtatgcaattgtgt 4062


          Length = 1768

 Score = 28.3 bits (14), Expect = 2.9
 Identities = 14/14 (100%)
 Strand = Plus / Plus

                         
Query: 398 ggttatatatgctt 411
           ||||||||||||||
Sbjct: 674 ggttatatatgctt 687


>LTRs of Halp-aLTR-1
AGTCATTCCGGTCGGAATGTAGTCATTCCGGTCGGAACGAGTCATTCCGGTCAACGTTCCGGTCCGGTGACCGAGTCATTCCGGTCGGACCAGACATTCCGGCCCATTTGGACGTTCCGGTCCGATTAGGCCATTCCGGCCGATTTAGTCATTCCGGTCCAGTTAAGGCATTTCGGCCCCTAACTATATTCCGGCCCACAACAGTCATTCCGGTCCATCAGGAGTCATTCCGGTCCATCAGGAGTCATTCCGGCCCAAACTGACATTCCGGTCCAGTTAGACATTCCGGTCCATTTCAGGCCATTCCGGCCCAGTGATCATTCCGGCCCAAAACACATTCCGGTCCAAACATAGTCATTCCGGTCCATGATTTTTCCCCCACCAAAATTACTAGAATATCGGGCTTCTGCGCGTTTTTCTGATGCGTTCGTCATAAGGAAACTGGACCCCAAAAATTTGGTTTCCAGGGGCGCTGCCCCCGGCCCCCGCAAGGGGTGGCTCCCCCTTGACCGCCGCCCGCTCTTTCGGGGGCCGGCACCCATGTTATGAGTGGCCGGTGGAGTTTGCCAATAGGTCGGAGGCGATCATAATAAATACAACAATATACTTCAGGGATTATACAACTACCACTATACTGTAATAGTCGTAAATCATAGTTGTGTTATTATTTCCGATATAATTAATAATCCAAATCTATACATCCAATCTTATACTATAAGATTTACTTTCATATCCAACGAAGAATACAATTCATACATATACGTAAGTTATAAGCGGTATAACTTAGGATACATTACCTACATACGGTCGAACATATTCATTCACACATGTAAGTTATTAGGGGTATAACTTGGAACACTTCATTAACATAAGGAAGGCACACTTATTGATGGCACGTGTCAATAAGGGGATTCGATGCAGTGACCTATCAAAGACTACATGTCGATAGGAGTGTACGCTGTGCCCATAATTGACCAGATGCTACGCCTATCGAAGACTAAATACCGATAGGGACCCCGTATGTATACGTCGATCAGGGATTCATGTGCTTGTTTGACTTGTGTGCTCCGCCTACCGATGACTAAATGCCGATAGGGACAACGGAAGTATACGTTGACAAGTGATGCACTTAACGCTCAACGACATTAATTGGCGTTTGAGAATACGTTGTGCACTTATTGATGATGCATAATCAATAAGGTATCAAACGCAACGCTTATCGAAGACTAAATG


BLASTN 2.2.26 

Query= query
         (1241 letters)

Database: ltr 
           528 sequences; 283,922 total letters

	Sequences producing significant alignments:
	Score (bits)
	E value

	LTR3'_Tma
	28
	1.0

	LTR5'_Tma
	28
	1.0

	LTR3'_Peabody
	26
	4.1

	LTR3'_Cer6
	26
	4.1

	LTR5'_Cer6
	26
	4.1




LTR3'_Tma		          Length = 1074

 Score = 28.3 bits (14), Expect = 1.0
 Identities = 14/14 (100%)
 Strand = Plus / Minus

                         
Query: 335 cccaaaacacattc 348
           ||||||||||||||
Sbjct: 754 cccaaaacacattc 741


LTR5'_Tma		          Length = 1089

 Score = 28.3 bits (14), Expect = 1.0
 Identities = 14/14 (100%)
 Strand = Plus / Minus

                         
Query: 335 cccaaaacacattc 348
           ||||||||||||||
Sbjct: 769 cccaaaacacattc 756



LTR5'_CopiaSL_monotypic|Chr11_1s37          Length = 257

 Score = 26.3 bits (13), Expect = 4.1
 Identities = 13/13 (100%)
 Strand = Plus / Plus

                        
Query: 864 acacttcattaac 876
           |||||||||||||
Sbjct: 135 acacttcattaac 147


LTR3'_Peabody		          Length = 1643

 Score = 26.3 bits (13), Expect = 4.1
 Identities = 13/13 (100%)
 Strand = Plus / Minus

                        
Query: 687 attaataatccaa 699
           |||||||||||||
Sbjct: 96  attaataatccaa 84


LTR3'_Cer6		          Length = 218

 Score = 26.3 bits (13), Expect = 4.1
 Identities = 13/13 (100%)
 Strand = Plus / Minus

                        
Query: 592 atcataataaata 604
           |||||||||||||
Sbjct: 99  atcataataaata 87


LTR5'_Cer6		          Length = 218

 Score = 26.3 bits (13), Expect = 4.1
 Identities = 13/13 (100%)
 Strand = Plus / Minus

                        
Query: 592 atcataataaata 604
           |||||||||||||
Sbjct: 99  atcataataaata 87


> LTRs of Halp-aLTR-2
ATAATGCTATTTGGTGCACAAAGATGACCATTAGGAAGTAACATGTTGATTATAGTATTTATGATGCTATTTGAATGTATAACATGTTAGTTATAGCAAGTAGGTTGCTATTGAATGTATAACATGTTAGTTATAGCAAGTAGGTTGCTATTGAATGTATACCATGTTAGTTATAGCAAGTATGTTGCTATTGTATGTATAACATGTTGCATCAATAGCAAGATGTTGCTATTTATGTGCTACATGTAGTATGGTCAGAAGTATGTGTTATGGTATGTACATAACCAATAGTATATTGCTATATGATGTTATTTGATAAATGAACTCATAAGTGGCTTACTATCAATCACATGAATATGTTTATGAATGTGGCATATAAGTACTTGTAAATGCTTACAACAACATAGGATTGCCATGCTTGACTTCCAAGGAAGTGTTAACACACTAGGTTGCTATAATGACATTAGGAAAGGTCTTAATGGATTAGGACACCATATTATGTTATATGGATGTTCCTAGATGTTAGTGGATGTTATTTTGGGTTAACAAGACATGCACAACACACTGTCTAGCCAAATACCCACCCAAGGATACATGTTATAATCTAAAAAGTCACACTTTTGAGCCTTGGGGCGAATTTCGCCCATACCAGGCAAATTTCGCCCAGCCTATCAGCATTATGCGGAATGCTTTTAGCCCTAGGAGGTGAATTTCGCCCAGCCTGGGGGAAATTCGCCCAGCCTTGTTCCATTTCAGCGTATTTCGGCTTTAAACACTCGGGAATTCATTCTCTTTCATTAGTTTTGCCTTAGAAGTGTTTTGTTCAACACAAAACATGTACTTAATCTTAATTAAGTACCTAGGTCCCACATGTTACATAAACATGTCAAAGTACACATTGATCGCGTTCAATGTTCGTATAACTTACGCGATATCTTACGCGATATCATACGTGATAAAGTGTTACCACTTCATTCAAGTGACAAGGTATTATCATATGTTCTCATATGGCTTTCATACCTTGGATATCCTTAATAAAGGATGATTCGTTCGTATTCAAACTCAATCGTCTATATAAGCTACGCTCGGATAGTTTAGTTCGAACGCAGTGATGCGTTGTCGTGTAAATCAAACGTCTATATAAACTATGCTCGGATAGTTTAGTTCAAATCACAGTCATATATAGGTTAGTTACCATTGGGGTAACTATGTTCATGACGAGTACGATATATAGGTTAGTTACCATTGGGATAACTATGTTCATCACAGATAATATCTAGGATAGTTACTAGTGGAGTAACTATGTTAGTCACATTCACAAATAGAGATATTTACCATCGACACACGATGGTAATCACCTATACAAATGCGGGTAACACACGTTGGATGGTTATGTGAGATATTCATCATAGTACTAAATCAGTACCCAATAAGTCCAGAAAAAATATAACCCTAATCATTTATGAGCGAGACACTTGTGTATAGACCTGAAAGAGGTGATCTATATGGGACTGACAATCCCCCACCCCCTAGAGTTGGTAGCTACAACTTCGACCCACGTGTCAGAGGTGACAAACGTCTATCGAATATATATATGACGTTCGGAGAACGTCATGACGGGCATCATGCGTCCGAAGCAAGGTTATAATTACTCATCAATAACGCCAACGAATATCCATTGTTTAAGGTTTATCGTCACTCAGCTTGATCCATAATGATAAGACTAGGTTCGTTATCAGATCATAGATAAGTACGGGGTTACTTATGTTTCGTAGGGGTTTTATATTTAGTAGAACCATATCAGTTCAGATCATAGATAGTACGGAGTTACTTACGTTCGTAGGGTTTTATATCGAATAAAGCTGTCTACAGTTGAATCATAGATAAGTACGAAGTTACTTATGATCGTAGGGTTTTATGTATGATAAAACTGTAATGATACAATCCGTCTCCCTCATCATTGGTTGTAAGCTATGCCTACGACCCACGTGTCGAGGGTTACAGGGCTACAACAGCGACCCACGTGTCTGGAGGGACAACTGCCTATCTGTTACGACCATCGAAAGAAAGCGTCGTGCCAAGCCATCCTGTCATTGGCAAGGTTATAAGATTTCACTCATAACGGAAATGAGTAACCATTGATTTGGTGTTACTCATACCCGTAGGTCTTAGGTTTGATAAGACCATGTCAATATCAAAGATATGGATAAGCACGGTTGCTTATCCTTAGGAAGTCTTACACTTAGTAAGACTATATCATTACACTAAGGGATGTTCTATAGGTATGGATTACTTATACACGTTAGTCTTATACTTAATAAGACTATATCATAAAAGGGAAGTTATATAAGTATGGTTTTACTTATACGAATCGGTTATCTTTACTCATCCAGTCATTAGAAGTATGGTTTTACTTATGGTAAATGGTTTAGAAAGATAAAACTATCTTTTGGTATTCAATTTACATAAGTATGGGTTACTTGAACCTTAGGTTTATTCGATATTGGAATCACGTACGCACGATAGTCTTATAGTTGGTAAGACTATGTAGGTCACAAGTCATACATAGACAAGGATTCACATATCCACATTAGTCTTATATCTAATAAGACTACACTCATAACAGGTCATGATATAAGTACGGTTTACTTATACTATAGGAAGTCTTATTTTGGTAAGACTAGGTCGTTAACAAGGTATAACATAAGTACGGTTTACTTATACTTTAGGGCGTTACGATTGTAAAACTACAGTCATAACGGGACTTAATATAAGTATGGTCTCATATAATCACACTGCAAACCCTCGTAACATAATCTTATGAACTCACCAACTTAAATGTTGACACTTGCAAATACTTGTATTCTCAGGTAAGCGCTGAGCCAGGTACAGCAGGGATTAGGGAACGCGACGCGATGACGTCTTTTGTTCATTTGTTCCTTATGTTACTTATGTAATCATGTTGTAATAGGATAGGAAACATTTATGTTTAGAACGATGTAACCTTTCCAATTATTTATACATGATGGTTGTTTATTTACTCTTGATTTGTTATATATGAATTGCTATGATATTGGATGACGTTACCACCCTCCGACGATTCCGCCATCGTGGTTTGGGGGTGTGACCGAATTTGGTATCACAGAGCTATTTTCTATAGCGAACTAAGTAGATTCTTCCACGTAAGAATTACAACTATAGACACGAGGACTTATACTCTGGCTATACACATAACTTACAACTATGCTTTTATGAGTGTTATGACATTTATATATAAGTATACATATACAAATCAAAACAGTATCATAGTAGAACAAATCCAGAACAATAGAGTTATGTTGAACACTATGTTTAGGCTTAAGAAAATTATGTTATCAAGTCATAGAATGATGTAGCCCGATCAACTACATTGTACTAGGGATTGACCGACATATGACTAAGTGAGGGCGTAGTGATCATCGTATCAAGACTCTAAAGTCGTACAGAAAAATACTTAGTTATCACATCACTGTGATTCATAAACACTTTAAGGGTATTGTGCCATACATTTGAAAGTATGTGATCCAAAAACAATACTTAGTAGTAACGTTCACATAAAACGTGTATACCTTATAGTAGAGACATATGGTCTTGTACTAATAGACATTTTCTTTCATTTCCAGACATGGCTGGTTTATACCAT



BLASTN 2.2.26 

Query= query
         (3690 letters)

Database: ltr 
           528 sequences; 283,922 total letters


	Sequences producing significant alignments:
	Score (bits)
	E value

	LTR5'_GypsySL_09
	32
	0.20

	LTR5'_GypsySL_03
	28
	3.1



LTR5'_GypsySL_09          Length = 764

 Score = 32.2 bits (16), Expect = 0.20
 Identities = 16/16 (100%)
 Strand = Plus / Plus

                            
Query: 1595 atatatatatgacgtt 1610
            ||||||||||||||||
Sbjct: 629  atatatatatgacgtt 644


LTR5'_GypsySL_03          Length = 2497

 Score = 28.3 bits (14), Expect = 3.1
 Identities = 17/18 (94%)
 Strand = Plus / Plus

                              
Query: 3279 tatataagtatacatata 3296
            |||||||||||| |||||
Sbjct: 513  tatataagtatatatata 530

> LTRs of Tekay retrotransposon M. obovata
TGTAACATCCCGTTATTCGCATCTATGTAATTCATATTAGTATTCATGAATAGTAAGAAGCTAAACCATTTTTCAGTTATTTTATCGTTCTGACAAAACGGTAATCTAATCAGAGGTCCCTTAATTTAACCCGTTGAGATTAATAATTCAAGGGTCATACAGTTTTATAGTTGTTCACCTTATTCAAAACTCGAAGCCAAGTTTCCTCAGTATTTTACTGTTTCGGTAAAACGGTAATCTAACCAGTGGTCTCTTAAACTATTCCGTTTTAAACCAAAATTTAAGGGTTTCAACGATTTATAGTTACGTATCATAATCATTATTAAAAACTTTATTCTTCTAAAATTTTACTGTTTCGGTAAAACGGTAATCTAACCAGTGGTCTCTTAAACTATTCCGTTTTAAACCAAAATTTAAGGGTTTCAACGATTTATAGTTACGTATCATAATCATTATCAAAAACTTTATTCGTCTAAAATTCTACCGTTTCGGTAAAATGGTAATTAAACCAGAGGTCCCTTAATTAAATCTGTTTCGAACCAAAATTTACAGGACCATTCTTCTTATGGGTAATTACAGTATTCGAAAGTCGGATTAAAAAAAACGAAAGATCGTGAACTTTTAAGCGTTTCTATAAGGTTTCAAGCTTGTGGACAAACATAGTGATGTAAGCGCTTACATATTAAATTTTGGAAGCATTCTCAAACTTAGGCTATAAAAGGAGGCCTTGGCCTCCTCATTTCTCACACCTTCAATCTCCAATCTCCCTTTCTTTGCCATAAATGAGCTTTGAGCTCTAGAAAGCCCGGCAAGCTTCGACGATTCCGCGGTTTGCAATACGGTGTTGCGACACGGCGCTAGGCTCGAAATTCTGATCAAGATAAACTAAGGGACTAATGTGAGTTTCTATAGTACCTTTTTTTTAAATGTTTTTGGGCTGGTATGCAAATAGTATTAAAAGTTTATATTAAGTATTTACTATTCGCACGTTATTATGTAGAAGTTATGGTTAAATATAAATTAATCATTACGTAAGTTTATAAGTATGTTATTGTTATTATAATTCGATACCGGGAAGGGGTGTCGTTATTAGATACCGGGAAGGGGTATCATACAGTTATAGTCGACCAGTACTGGGGTATGTTCTATAGCCTCTGGGTTATAGTGTAGTTGGTTATGGACCATCCCGAGTGTGGCATACCAAGTTAGTAGGTTATGGTCCATCCCGAGTGTGGCATGACAAATTTTATAAAAGGAAGTATATAATATATGAGATATGTTGGAAATACTAAATACAGTTTTTATATGGTATAAACGTATAAGTCCAACATAAACAATAATGCAGCTTTTGAAAGTTAATAAAAGAAATAAAGAAAAGTTCAAAGATAGAACTCACCAGCGTAAGCTGATACACTTTAGTATGTATACCAGGAAAGTATGAGGCTTCGACAAGCAAGAGTAAAGGACATATGCAGTGAAGGCTATCCTTAGTTATAGTGGCTTGGCATCAACTAGTTGGGACCCTGTTATTATTGTCTATTTGATCGTTGTAATATTTCCATTTTAAAGACAATATTGTAATGTATTCCGCTGTAATAAAGATTTATGTGTTTATGAGTAAATCCAATGAGTGACCGAGGTCCCGGACAAGTAAGCCGGGATCTGGGCGTCACAA


BLASTN 2.2.26 

Query= query
         (1697 letters)

Database: ltr 
           528 sequences; 283,922 total letters


	Sequences producing significant alignments:
	Score (bits)
	E value

	LTR5'_GypsySL_monotypic|Chr12_1s55
	30
	0.34

	LTR3'_Ty3-1
	28
	1.3

	LTR5'_Ty3-1
	28
	1.3

	LTR5'_Bagy-1
	28
	1.3

	LTR5'_GypsySL_12
	26
	5.3

	LTR3'_Bagy-1
	26
	5.3




LTR5'_GypsySL_monotypic|Chr12_1s55          Length = 498

 Score = 30.4 bits (15), Expect = 0.34
 Identities = 15/15 (100%)
 Strand = Plus / Minus

                          
Query: 90  atttttcagttattt 104
           |||||||||||||||
Sbjct: 238 atttttcagttattt 224



LTR3'_Ty3-1		          Length = 340

 Score = 28.4 bits (14), Expect = 1.3
 Identities = 17/18 (94%)
 Strand = Plus / Plus

                              
Query: 1282 tatataatatatgagata 1299
            |||||||||||| |||||
Sbjct: 207  tatataatatataagata 224



LTR5'_Ty3-1		          Length = 340

 Score = 28.4 bits (14), Expect = 1.3
 Identities = 17/18 (94%)
 Strand = Plus / Plus

                              
Query: 1282 tatataatatatgagata 1299
            |||||||||||| |||||
Sbjct: 207  tatataatatataagata 224


          Length = 484

 Score = 28.4 bits (14), Expect = 1.3
 Identities = 17/18 (94%)
 Strand = Plus / Plus

                             
Query: 835 gcttcgacgattccgcgg 852
           ||||||||||| ||||||
Sbjct: 458 gcttcgacgatcccgcgg 475


LTR5'_Bagy-1		          Length = 4202

 Score = 28.4 bits (14), Expect = 1.3
 Identities = 14/14 (100%)
 Strand = Plus / Plus

                          
Query: 1393 aagaaaagttcaaa 1406
            ||||||||||||||
Sbjct: 184  aagaaaagttcaaa 197


LTR5'_GypsySL_12          Length = 794

 Score = 26.4 bits (13), Expect = 5.3
 Identities = 13/13 (100%)
 Strand = Plus / Plus

                         
Query: 1032 ttaaatataaatt 1044
            |||||||||||||
Sbjct: 20   ttaaatataaatt 32


LTR3'_Bagy-1		          Length = 4208

 Score = 26.4 bits (13), Expect = 5.3
 Identities = 13/13 (100%)
 Strand = Plus / Plus

                         
Query: 1393 aagaaaagttcaa 1405
            |||||||||||||
Sbjct: 183  aagaaaagttcaa 195


          Length = 1621

 Score = 26.4 bits (13), Expect = 5.3
 Identities = 16/17 (94%)
 Strand = Plus / Minus

                             
Query: 1077 ttattataattcgatac 1093
            |||||||||||| ||||
Sbjct: 614  ttattataattctatac 598



