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Query ID Icl|18059 Database Name nr

Description None Description Nucleotide collection (nt)

Molecule type nucleic acid Program BLASTN 2.2.29+
Query Length 952

& Graphic Summary
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©Descriptions

Sequences producing significant alignments:

Description Max Total Query E Ident Accession
score score cover value

Toxoplasma gondii ME49 hypothetical

) 554 148 7% 0.001 87% XM_002366864.1
protein,mRNA
Frankia alni str. ACN14A chromosome, 518 945 7% 0.015 86% CT573213.2
complete sequence -
Pyrenophora teres f. teres 0-1 464 185 12% 0.62 93% XM_003305062.1
hypothetical protein, mRNA
PREDICTED: Pundamilia nyererei zinc
finger protein 536-like (LOC102211462), 42.8 42.8 3% 7.6 93% XM_005726452.1
mRNA
PREDICTED: Strongylocentrotus
purpuratus uncharacterized LOC594088 42.8 42.8 4% 7.6 81% XM_793538.3
(LOC594088), mMRNA
Pig DNA sequence from clone CH242-
112121 on chromosome 14, complete 42.8 42.8 3% 7.6 86% CT737311.3
sequence
Triticum monococcum BAC clone 428 855 5% 76 93% AY146588.1

453N11, complete sequence

& Alignments

Toxoplasma gondii ME49 hypothetical protein, mRNA

Sequence ID: ref[XM_002366864.1| Length: 2661 Number of Matches: 3
Range 1: 1324 to 1368

Score Expect Identities Gaps Strand Frame
55.4 bits(60) 0.001() 39/45(87%) 0/45(0%) Plus/Minus
Features:

Query 482 GCGCGAGAGCAATGCGCGCGAGAGCAGTAGGCGCGAGAGCAGTAG 526

ISR NENN PECLErEr i ree e 1
Sbjct 1368 GCGCGAGAGCAGCAGGCGCGAGAGCAGCAGGCGCGAGAGCAGCAG 1324

Range 2: 1324 to 1353

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 0.62() 28/30(93%) 0/30(0%) Plus/Minus
Features:

Query 645 GCGCGAGAGCAGTAGGCGCGAGAGCAGTAG 674

CELLLEL L bt 1
Sbjct 1353 GCGCGAGAGCAGCAGGCGCGAGAGCAGCAG 1324

Range 3: 1339 to 1368

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 0.62() 28/30(93%) 0/30(0%) Plus/Minus
Features:

Query 645 GCGCGAGAGCAGTAGGCGCGAGAGCAGTAG 674

CCEEEr e v e 1l
Sbjct 1368 GCGCGAGAGCAGCAGGCGCGAGAGCAGCAG 1339

Frankia alni str. ACN14A chromosome, complete sequence

Sequence ID: emb|CT573213.2| Length: 7497934 Number of Matches: 2
Range 1: 6060725 to 6060767

Score Expect Identities Gaps Strand Frame




51.8 bits(56) 0.015() 37/43(86%) 0/43(0%) Plus/Plus

Features:
18 bp at 5' side: conserved hypothetical protein73 bp at 3' side: hypothetical protein; putative CmpX-like domain

Query 481 CGCGCGAGAGCAATGCGCGCGAGAGCAGTAGGCGCGAGAGCAG 523

SEEEEREREEN CELLLLEEEE o et g
Sbjct 6060725 CGCGCGAGAGCAGAACGCGCGAGAGCAGAACGCGCGAGAACAG 6060767

Range 2: 6060725 to 6060752

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 7.6() 26/28(93%) 0/28(0%) Plus/Plus
Features:

18 bp at 5' side: conserved hypothetical protein88 bp at 3' side: hypothetical protein; putative CmpX-like domain

Query 644 CGCGCGAGAGCAGTAGGCGCGAGAGCAG 671

LTIt b el
Sbjct 6060725 CGCGCGAGAGCAGAACGCGCGAGAGCAG 6060752

Pyrenophora teres f. teres 0-1 hypothetical protein, mRNA

Sequence ID: ref]lXM_003305062.1| Length: 6999 Number of Matches: 4
Range 1: 3928 to 3957

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 0.62() 28/30(93%) 0/30(0%) Plus/Minus
Features:

Query 877 CGCGAGAGCAGGTGTGACGCATGTGATGCG 906

CELEE PPl 1
Sbjct 3957 CGCGACAGCAGGTGTGACGCATGTGAAGCG 3928

Range 2: 3928 to 3957

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 0.62() 28/30(93%) 0/30(0%) Plus/Minus
Features:

Query 689 CGCGAGAGCAGGTGTGACGCATGTGATGCG 718

LELLE LTl Ll
Sbjct 3957 CGCGACAGCAGGTGTGACGCATGTGAAGCG 3928

Range 3: 3928 to 3957

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 0.62() 28/30(93%) 0/30(0%) Plus/Minus
Features:

Query 566 CGCGAGAGCAGGTGTGACGCATGTGATGCG 595

CELEE PPl 1l
Sbjct 3957 CGCGACAGCAGGTGTGACGCATGTGAAGCG 3928

Range 4: 3928 to 3957

Score Expect Identities Gaps Strand Frame
46.4 bits(50) 0.62() 28/30(93%) 0/30(0%) Plus/Minus
Features:

Query 419 CGCGAGAGCAGGTGTGACGCATGTGATGCG 448

LE T L
Sbjct 3957 CGCGACAGCAGGTGTGACGCATGTGAAGCG 3928

PREDICTED: Pundamilia nyererei zinc finger protein 536-like (LOC102211462), mRNA

Sequence ID: ref[XM_005726452.1| Length: 8083 Number of Matches: 1
Range 1: 7257 to 7285

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 7.6() 28/30(93%) 1/30(3%) Plus/Plus
Features:

Query 5 GCAGACACACAGTGTGTGTGATTGACGCAG 34



LRt eer
Sbjct 7257 GCAGACACACAGTGTGTGTGA-TGAAGCAG 7285

PREDICTED: Strongylocentrotus purpuratus uncharacterized LOC594088 (LOC594088), mRNA

Sequence ID: reflXM_793538.3| Length: 1669 Number of Matches: 1
Range 1: 40 to 86

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 7.6() 38/47(81%) 3/47(6%) Plus/Plus
Features:

Query 115 TGAGCAGTCAT---CGCTATGCTGTACGTACGTACGTGCGATCGTAC 158

L L Lol et Ll
Sbjct 40 TGAACAGTCATGACCCCAATTCTGCACGTACGTACGTACGATCGTAC 86

Pig DNA sequence from clone CH242-112121 on chromosome 14, complete sequence

Sequence ID: emb|CT737311.3| Length: 143376 Number of Matches: 1
Range 1: 104943 to 104978

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 7.6() 31/36(86%) 0/36(0%) Plus/Plus

Features:

Query 913 AGCAGTAGACACAGTGTGTGTGATGTAGACACAGTG 948

FLEEL PP e i e
Sbjct 104943 AGCAGGAGACACAGTGTGTCTGATGGGGAGACAGTIG 104978

Triticum monococcum BAC clone 453N11, complete sequence

Sequence ID: gb|AY146588.1| Length: 285444 Number of Matches: 2
Range 1: 155198 to 155225

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 7.6() 26/28(93%) 0/28(0%) Plus/Minus

Features:

Query 654 CAGTAGGCGCGAGAGCAGTAGCGTCATG 681

O P treer et
Sbjct 155225 CAGGAGGCGCGAGACCAGTAGCGTCATG 155198

Range 2: 155198 to 155225

Score Expect Identities Gaps Strand Frame
42.8 bits(46) 7.6() 26/28(93%) 0/28(0%) Plus/Minus

Features:

Query 506 CAGTAGGCGCGAGAGCAGTAGCGTCATG 533

[Pttt
Sbjct 155225 CAGGAGGCGCGAGACCAGTAGCGTCATG 155198



