
Skinny gene at 63560-63949 bp hits several LAGLIDADG endonuclease, homing endonuclease, HNH endonuclease, with low similarity (less than 60%). Wondering whether to call it with the general “Hydrolase” or “NKF”? Below are the relevant BLASTp and HHPred data:
The hit in PDB is (LAGLIDADG endonuclease):
https://www.rcsb.org/structure/1m5x
The amino acid sequence is:
MDLAYLGGFFDGEGNVGLYKSGGESPRLRVQVFQNHGASQDRLMHEIHDTFGGTLHDRGTGYLYSASGSRAVDLLTQLRPHLRLKLEQADEALEWWRNRTAERFRSRTAEEVAYDESAMTRLKELKRAGZ
BLASTp results from phagesDB
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HHPred data: https://toolkit.tuebingen.mpg.de/jobs/4283447 
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Sequences producing significant alignments:

Skinny_Draft_118, function unknown, 129
Pumpernickel_1706, homing endonuclease, 141
OneUp_64, homing endonuclease, 188
Sitar_5, HNH endonuclease, 155

Sedona_4, LAGLIDADG endonuclease, 258
Lennon_4, HNH endonuclease, 155
Keitabear_4, LAGLIDADG endonuclease, 258
Bibwit_5, LAGLIDADG endonuclease, 151
Samistil2_24, HNH endonuclease, 165
Hans_5, LAGLIDADG endonuclease, 151
Braelyn_25, LAGLIDADG endonuclease, 164
Sushi23_27, LAGLIDADG endonuclease, 164
Jada_185, LAGLIDADG endonuclease, 108
Forrest_188, LAGLIDADG endonuclease, 108
Inspectinfecti_Draft_4, function unknown, 142
Gilson_9, LAGLIDADG endonuclease, 157
Emmal919_9, LAGLIDADG endonuclease, 157
Ailee_5, LAGLIDADG endonuclease, 132
Faust_7, LAGLIDADG endonuclease, 145
Estavel_69, function unknown, 169
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Name

d.95.2.1 (A) DNA endonuclease I-Msol
{Monomastix sp. cl-1997 [Taxid: 1417161}

I-CREL; ENDONUCLEASE, GROUP 1 MOBILE
INTRON, INTRON HOMING, CHLOROPLAST
DNA, LAGLIDADG MOTIF; 3.0
{Chlamydomonas reinha

d.95.2.1 (A) DNA endonuclease I-Crel
{Green alga (Chlamydomonas reinhardtii)
[Taxid: 30551}

DNA ENDONUCLEASE I-CVUI; HYDROLASE-
DNA COMPLEX, GENE TARGETING,
‘GENETICS, PROTEIN-DNA INTERACTION,
HOMING ENDONUCLEASES;

DNA endonuclease I-Crel; protein, DNA,
HYDROLASE-DNA COMPLEX; 1.6A
{Chlamydomonas reinhardti} SCOP:
d9521

DNA ENDONUCLEASE 1-MSO; homing
endonuclease, dna, HYDROLASE-DNA
COMPLEX; 2.04 {Monomastix sp.}

Putative homing endonuclease; Homing
endonuclease, Maturase, HYDROLASE;
2.001A {Thermotoga neapolitana}
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DNA endonuclease I-Ceul; homing
endonuclease, LAGLIDADG, homodimer,
protein-DNA complex, Hydrolase-DNA
COMPLEX; 224 {Ch

RRNA intron-encoded endonuclease;
protein-DNA complex, LAGLIDADG, homing,
endonuclease, DNA recognition,
HYDROLASE-DNA C

Site-specific DNA endonuclease 1-Msol;
Protein-DNA complex, Chloroplast,
HYDROLASE-DNA COMPLEX; 2.69A
Monomastix sp. (s

SCV3V2(G195); PROTEIN-DNA COMPLEX,
HYDROLASE-DNA complex; HET: 1PE; 2.3A
{Chlamydomonas reinhardti}

Meganuclease 1-AabMI; Hydrolase-DNA
complex, LAGLIDADG, homing
endonuclease, meganuclease; 3.24A
{Gremmeniella abietina}

LAGLIDADG homing endonuclease I-
SmaMI; LHE, homing endonuclease,
protein-DNA complex, endonuclease, DNA
binding, Mitochr

4.95.2.0 (A390-517) automated matches
{Baker's yeast (Saccharomyces cerevisiae)
[Taxid: 49321}

LAGLIDADG endonuclease; HYDROLASE-
DNA complex, LAGLIDADG homing
endonuclease meganuclease; 2.84
{Fusarium graminearum PH
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