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+ 140528 Klebsormidium faccidum genome V1.0 released
Sequence data have been deposited in GenBank/EMBL/DDBJ Accession number: DF236950-DF238763

CEPHALAE) BioProject ID: PRJDB718 BLAST <Klebsormidium flaccidum v1.0>
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>kf 100047 0200
ATGGCGTCTCTCTCTCTCGCCCTTTCCCATGCCTCTCATCACCTCTTCGAAGCCGCACTG
AGCAGGAGCAAAAGCACTTCCGCAAAGCACCGTTCT TTAGAGCGAGTCTCCTGCAACCCC
DCB[:TTGEGEAGTEACCCGTTTTGCTGAEAECAAAAEBCGTDCBCCTCETTBAAAAACEG
GGTTTGT ACCCCAAAAG AACC
CCCACCCACATGGCCGTTCCTGADCCDGTDCTTADTCCTAGCAGCTCCGCTCTCGADAAG
TTGCTCGAAAGAAGCATGCGCTTAAACCCGTTTTCG T TgGGGGGGGEGAGCAATGCACCG
ACGGACGCCGGGGGTGCCAACGGCTTGGATTTTGACCCCCTATTGCTGGCGTCGGLGGGA
GGGGCGARAGGAAMGECGOTAGTGGAACGGGGAGGCCCTAAAACAGTGCTCATTTTGATG
AGCGACACGDGAGGGDGGGATDGDGCAAGDGGGCAAGGGGTGAAGTCAGCATTCTTTCTG
GAGTTTGGGABGCAGTATGAGGTGATEATDGTAGATATGTGGMBGAGEAEACCEEGTG
COGTTCAACACGTTCOCCGACAGCTACAGCTTCATGGTGAAGCACGAGTGGATCTGGAAG
CTCGCGT CGAGTTCAGGAGCDDDAAATTTATCGAECAGCCGCACTTTGTCGDGACDADC
GCCTTCGTTGCCAGGGAGATGGCCAAGGCGTTCGTCAAGTACAAGCCTGACATCATCGTT
AGCGTGCACCCGCTGATGCAGCACGTGCCCCTGCGCGTCCTCCGCTCGCGCGGCCTCCTC
CACCGCATCCCCTTCACCACCGTCATTACCGACCTCGACACCTGCCACCCCACCTGGTTC
CACAAGCTGGTGACGACGTGTTTCTGCCCCACGGACAGGGTGGGCGAGCGCGCGLTCAAG
GCGGGCCTCOAACCGRGCCAGGTCCGAG TGCACGGTCTGCCCAT TCGCCCAGATTTCGCG
CGCAAGTTACCGCCCAGGAAAGAGCTTCGGCAGCAGCTCGLGATGCACCCGACGCTGCTA
GCTGTCATTCTCATCGGCGGGGGEGAGGGCATGGGCCCOGTAGAAGCGACGGCCCGEGCA
CTTGCGGACGTCCTCGGGGGGACGAGCGGAACCGCCCCOTTGGGGCAGCTGATCATCATT
TGCGGGCGAAACAAGAAGCTGCAGTCCATCCTAGAAGCGGTGGATTGGCCCATGCCGACG
CAGGTGCAGGGCTTCGTGAAGAACATGCCDGAGTGGATGGCCGDCTCGGATTGCGTCATC

AGGGCCeGOGACGATCOCTGAGGCGCTCATCCGGGGACTGCCCATCGTGCTG
AACGACTTCATCGCTDGACAGGAGACGGGAAACGTGCCGTTCGTCGTGGAGAA GGCTGT
GGCAAGTACAGTGACGTACCCACCGAGATCGCCACCATTGTGGCCGAGTGGTTCGGGGAG
AAGAAGGGCGAGCTGACCGCGATGAAGGAGCGGGC TCTCAAGC TGGCCAGGCCGGACGCT
GTGTTCAACATTGTTAGGGACCTAGACAAGCTAGTGAGGAAGGCACAAGAAGCGTACGGT
AGCAAGGGCGTTGTTTATGTA

>kf 100047 0200

MASLSLAL SHASHHLFE AALSRSKSTSAKHRSLERYSCNPPYAQSPYLLRPKAVPLLOKP
GLLTEENDAAPCKRRFKRR TP THMAVPEPYL TPSSSALDKLLERSVMRLNPFSLGGGSNAP
TOAGGANGLDFOPLLLASAGGAKGKAVVERGGPKTYL ILMSDTGGGHRASADAL KSAFF|
EFGTQYEY I VOMWKEHTPWPFNTFPDS YSFMVKHE W [ WKLAF DF SSPKF THOPHF VA
AFVAREMAKAFVKYKPD | IVSYHPLMOHYPLRVLRSRGLLHR [PETTV I TOLDTCHPTHF
HKLVTTCFCPTORVGERALKAGLOPGOVRVHGLP [RPDF ARKLPPRKELRCOL AMHPTLP
AVIL IGGGEGMGPVEATARAL ADVLGGTSGTAPLGOL [ 1 ICGRNKKLOS [LEAVDWPMPT
QVOGFVKNMPEWMAASDCY | TKAGPGT ] AEAL IRGLP IVLNDF [ AGCE TGNVPFVWENGC
gﬁgg%ﬁ [ ATIVAEWFGEKKGEL TAMKERALKLARPDAVEN [ VRDLOKLVRKACEAYG
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