Description ldent  Accession
score score cover value
Aspergillus amstelodami isolate FBKL3.0174 internal transcribed spacer 1, parfial sequence; 5.88 ribosomal RNA gene and internal transcribed spacer 2 col 852 852 98% 0.0 99% KY228904.1
Aspergillus amstelodami genomic DNA containing ITS1, 5.8S rRNA gene and ITS2, isolate TUHTSS 852 B2 99% 00 99% LN4324511
Aspergillus chevalieri strain 1963 188 ribosomal RMA gene_partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene, and internal franscrib 850 850 99% 00  99% KX696324.1
Aspergillus chevalieri genomic DNA containing ITS1, 5.8S rRNA gene and ITS2 isolate TUHTE2 850 B850 99% 00 99% LN4324731
Aspergillus cristatus isolate 97 internal transcribed spacer 1, partial sequence; 5.8S ribosomal RNA gene and infernal transcribed spacer 2 _complete sequen 848 848  98% 00  99% MH345937.1
Aspergillus amstelodami isolate BAB-8506 small subunit ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNAgens, an 848 848  98% 00  99% MF319924.1
Aspergillus intermedius strain E20 185 ribosomal RMNA gene, partial sequence; internal transcribed spacer 1, 5.88 ribosomal RNA gene_and internal franseril 848 843 98% 00  99% KX696325.1
Aspergillus chevalieri strain E9 183 ribosomal RNA gene,_partial sequence; internal transcribed spacer 1, 5.8S ribosomal RNA gene,_and internal franscribed 848 848  98% 00  99% KX898373.1
Aspergillus pseudoglaucus internal transcribed spacer 1, partial sequence; 58S ribosomal RNA gene and internal transcribed spacer 2, complete sequence;, 848 848  98% 0.0  99% Kx253214.1
Aspergillus ruber genomic DNA containing ITS1, 5.85 rRNA gene and ITS2, isolate TUHTT4 848 848 98% 00 99% LN4324701
Aspergillus cristatus strain gxlbc3 internal transcribed spacer 1, parfial sequence; 5.85 ribosomal RNA gene and internal franscribed spacer 2, complete seqe 848 848 98% 00  99% KJ018706.1
Eurotium cristatum strain EN220 188 ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.8S ribosomal RMA gene, and infernal transcribe 8483 848 98% 0.0 99% JQ743649.1
Aspergillus montevidensis genomic DNA sequence contains ITS1, 5.85 rRNA gene, ITS2, isolate UTHSCSADI15-22 846 B46 98% 00 99% LT627260.1
Eurotium amstelodami strain SGE21 18S ribosomal RNA gene, partial sequence; internal transcribed spacer 1, 5.85 ribosomal RNA gene, and internal franss 846 846 98% 0.0 99% JX232288.1
Aspergillus sp. strain ALE-121 intemal franscribed spacer 1, partial sequence; 5.85 ribosomal RNA gene and internal franscriped spacer 2_complete sequen 845 845 99% 00  99% MF330314.1
Aspergillus chevalieri isolate 1100 internal franscribed spacer 1, partial sequence; 5.55 ribosomal RNA gene and internal transcribed spacer 2 complete seq 845 845 98% 00  99% KIS26616.1
Aspergillus chevalieri isolate BAB-6505 internal franscribed spacer 1._partial sequence; 5.25 ribosomnal RNA gene and internal transcribed spacer 2 _compleh 845 845 99% 00  99% MF319317.1
Aspergillus amstelodami genomic DNA containing ITS1, 5.8S rRNA gene and ITS2, strain TUHT140 845 B45 99% 00 99% LN4325361
Eurotium rubrum strain Mehrabifs 165 ribosomal RNA gene, partial sequence 845 B45 98% 00 99% JNO32757.1
Aspergillus cristatus isolate E6 138 ribosomal RNA gene, partial sequence; internal transcribed spacer 1,585 ribosomal ENA gene,_and internal transcribed 843 843 99% 0.0  99% MG199954.1
Aspergillus chevalieri isolate E3 135 ribosomal RNA gene,_partial sequence; internal franscribed spacer 1588 ribosomal RNA gene,_and internal transcribe 843 843 99% 00  99% MG199953.1
Aspergillus chevalieri isolate E2 135 ribosomal RNA gene,_partial sequence; internal franscribed spacer 1588 ribosomal RNA gene,_and internal franscribe 843 843 99% 00  99% MG199952.1
Query 1 GCGTGGCCACGGCCCGCCGGAGACTAACATTTGAACGCTGTCTGAAGTTTGCAGTCTGAG 60
Frrrrerrrrererrrrerrrrrrre et e e e e e
Sbjct 78 GCGTGGCCACGGCCCGCCGGAGACTAACATTTGAACGCTGTCTGAAGTTTGCAGTCTGAG 137
Query 61 TTTTTAGTTAAACAATCGTTAAAACTTTCAACAACGGATCTCTTGGTTCCGGCATCGATG 120
Frrrrerrrrererrrrerrrrrrre et ettt et r e
Sbjct 138 TTTTTAGTTAAACAATCGTTAAAACTTTCAACAACGGATCTCTTGGTTCCGGCATCGATG 197
Query 121 AAGAACGCAGCGAAATGCGATAATTAATGTGAATTGCAGAATTCAGTGAATCATCGAGTC 180
Frrrrerrrrererrrrerrrrrrre et ettt et r e
Sbjct 198 AAGAACGCAGCGAAATGCGATAATTAATGTGAATTGCAGAATTCAGTGAATCATCGAGTC 257
Query 181 TTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGGGCATGCCTGTCCGAGCGTCATTGC 240
Frrrrerrrrererrrrerrrrrrre et ettt et r e
Sbjct 258 TTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGGGCATGCCTGTCCGAGCGTCATTGC 317
Query 241 TGCCCTCAAGCACGGCTTGTGTGTTGGGCTTCCGTCCCTGGCAACGGGGACGGGCCCAAA 300
Frerrrrrrrrrrrrrrrrr e
Sbjct 318 TGCCCTCAAGCACGGCTTGTGTGTTGGGCTTCCGTCCCTGGCAACGGGGACGGGCCCARAA 377
Query 301 AGGCAGTGGCGGCACCATGTCTGGTCCTCGAGCGTATGGGGCTTTGTCACCCGCTCCCGT 360
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AGGCAGTGGCGGCACCATGTCTGGTCCTCGAGCGTATGGGGCTTTGTCACCCGCTCCCGT 437

AGGTCCAGCTGGCAGCTAGCCTCGCAACCAATCTTTTTAACCAGGTTGACCTCGGATCAG 420

Frrrrrrrrrrrrrrrrrrr e
AGGTCCAGCTGGCAGCTAGCCTCGCAACCAATCTTTTTAACCAGGTTGACCTCGGATCAG 497

GTAGGGATACCCGCTGAACTTAAGCATATCAAAAAACCGGAGGAA 465

fFrerrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
GTAGGGATACCCGCTGAACTTAAGCATATCAAAANNCCGGAGGAA 542
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