>Glaske16_gp98_(56773-57150 bp)
MALAGEAKREYQRQWRANRRAAWFAGKACVRCGSDEDLELDHVDPTLKVTNAVWSWSQERRDVELAKCQVLCNACHKAKTISQTVITIGLKAYRHGTCSMYEHHRCRCGLCRLWARNKKRRQRAAZ
From the yellow highlighted sequence above, we note that it has H-N-N-H in a 35 aa span (not exactly HNH), whereas the Official Function List states that HNH endonuclease “Must have H-N-H over a 30 aa span.” Since many previous annotators have called it HNH (Glaske16 gp98 at position 56773-57150 bp has more than 60 hits to HNH endonuclease in phagesDB!), could it help to state that every HNH endonuclease, “Must have H-N-H within a span of not more than 30 aa,” besides clarifying whether H-N-N-H could also be acceptable if it is within a 30 aa span?
This will help because in HHPRED, this same sequence matches the same hit 5H0M_A in PDB with the same everything as the HNH reference sequences in the Official Function list, and high probability (98%), alignment 52.4%, albeit with not as great an e value (0.000029). See data below:
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Score  E
Sequences producing significant alignments: (bits) Value

Slimdinmy_Draft_99, function unknown, 145 270 8e-73
Pegleg_96, HNH endonuclease, 125 270 8e-73
Glaskel6_Draft_95, function unknoun, 125 270 8e-73
Bricole 54, HNH endonuclease, 125 268 4e-72
Rabinovish_81, HNH endonuclease, 149 152 3e-37
LifeSavor_170, HNH endonuclease, 124 137 le-32
Zeenon_172, HNH endonuclease, 124 136 le-32
Yucca_170, HNH endonuclease, 124 136 le-32
Yassified Draft_170, function unknown, 124 136 1e-32
Wally_171, function unknown, 124 136 1e-32
ValleyTerrace_172, HiH endonuclease, 124 136 1e-32
Turret_167, HNH endonuclease, 124 36 le-32
Trinitium_170, HNH endonuclease, 124 136 le-32
Tortoisel6_170, HNH endonuclease, 124 136 1e-32
StubbySaigey_Draft_176, function unknown, 1. 136 le-32
Smallfry_172, HNH endonuclease, 124 136 1e-32
SilverDipper_174, HNH endonuclease, 124 136 le-32
Shrimp_174, HNH endonuclease, 124 136 1e-32
Shifa_162, HNH endonuclease, 124 136 le-32
Shelob_172, HNH endonuclease, 124 136 le-32
Sebata_172, function unknown, 124 136 le-32
Roots515_175, HNH endonuclease, 124 136 le-32
Quasimodo_175, HNH endonuclease, 124 136 1e-32
PurduePete_Draft_171, function unknown, 124 136 le-32
Pleione_174, HNH endonuclease, 124 136 1e-32
Pivoine_172, HNH endonuclease, 124 136 le-32
Pio_179, function unknown, 124 136 1e-32
Phusco_171, HNH endonuclease, 124 136 le-32
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Slimdinmy_Draft_99, function unknown, 145 270 8e-73
Pegleg_96, HNH endonuclease, 125 270 8e-73
Glaskel6_Draft_95, function unknoun, 125 270 8e-73
Bricole 54, HNH endonuclease, 125 268 4e-72
Rabinovish_81, HNH endonuclease, 149 152 3e-37
LifeSavor_170, HNH endonuclease, 124 137 le-32
Zeenon_172, HNH endonuclease, 124 136 le-32
Yucca_170, HNH endonuclease, 124 136 le-32
Yassified Draft_170, function unknown, 124 136 1e-32
Wally_171, function unknown, 124 136 1e-32
ValleyTerrace_172, HiH endonuclease, 124 136 1e-32
Turret_167, HNH endonuclease, 124 36 le-32
Trinitium_170, HNH endonuclease, 124 136 le-32
Tortoisel6_170, HNH endonuclease, 124 136 1e-32
StubbySaigey_Draft_176, function unknown, 1. 136 le-32
Smallfry_172, HNH endonuclease, 124 136 1e-32
SilverDipper_174, HNH endonuclease, 124 136 le-32
Shrimp_174, HNH endonuclease, 124 136 1e-32
Shifa_162, HNH endonuclease, 124 136 le-32
Shelob_172, HNH endonuclease, 124 136 le-32
Sebata_172, function unknown, 124 136 le-32
Roots515_175, HNH endonuclease, 124 136 le-32
Quasimodo_175, HNH endonuclease, 124 136 1e-32
PurduePete_Draft_171, function unknown, 124 136 le-32
Pleione_174, HNH endonuclease, 124 136 1e-32
Pivoine_172, HNH endonuclease, 124 136 le-32
Pio_179, function unknown, 124 136 1e-32
Phusco_171, HNH endonuclease, 124 136 le-32
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Template alignment | Template 3D Structure | PDBe
5HOM_A HNH endonuclease; Thermophilic bacteriophage, HNH Endonuclease, DNA nicking, HYDROLASE; 1.52A {Geobacillus virus E2}
Probability: 98%, E-value: 0.000029, Score:50.97, Aligned cols: 66, Identities: 29%, Similarity: 0.581, Template Neff: 11

Q ss_pred HHH - HHHHHHHHHHHHHC - CCCCccCCCCC- - - -CeeeeecCecccccccccccchHHHHhCHHh ceE c cCHHHHHHHDh

Q Q6840881 9 REY -QRQWRANRRAAWFA-GKACVRCGSDE - - - -DLELDHVDPTLKVTNAVWSWSQERRDVELAKCQVLCNACHKAKTIS 82 (126)

Q Consensus 9 = s L s CanC o= = = s\ nH Ll L L CnnChvssnan 82 (126
T T Y U [T Y L T

T Consensus 54 B L i lnnnCanChvssnas 124 (130)

T SHeM_A 54 AFYHSREWERTRLAVLAKDNYLCQHCLKEKKITRAVIVDHITPLLVDWS -~~~ ~~- -~ KRLDMDNLQSLCQACHNRKTAE 124 (130

T ss_dssp HHTTSHHHHHHHHHHHHHT TTBCHHHHHT TCCCBCCEEEESSCTTTCGG- - - - -~ - - GTTCGGGEEEECHHHHHHHHHH

T ss_pred hhhcCHHHHHHHHHHHHhCCCCchhccccCCCCeceeeeeeeeecCCHH-- -~ -~~~ HC CChHHHHhhCHHHHHHHNHH

Q ss_pred h

Q Q6840881 83 Q 83 (126)

Q Consensus 83 ~ 83 (126)

T Consensus 125~ 125 (130)

T SHeM_A 125 D 125 (130)

T ss_dssp H

T ss_pred H
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Template alignment | Template 3D Structure | PDBe
5HOM_A HNH endonuclease; Thermophilic bacteriophage, HNH Endonuclease, DNA nicking, HYDROLASE; 1.52A {Geobacillus virus E2}
Probability: 98%, E-value: 0.000029, Score:50.97, Aligned cols: 66, Identities: 29%, Similarity: 0.581, Template Neff: 11

Q ss_pred HHH - HHHHHHHHHHHHHC - CCCCccCCCCC- - - -CeeeeecCecccccccccccchHHHHhCHHh ceE c cCHHHHHHHDh

Q Q6840881 9 REY -QRQWRANRRAAWFA-GKACVRCGSDE - - - -DLELDHVDPTLKVTNAVWSWSQERRDVELAKCQVLCNACHKAKTIS 82 (126)

Q Consensus 9 = s L s CanC o= = = s\ nH Ll L L CnnChvssnan 82 (126
T T Y U [T Y L T

T Consensus 54 B L i lnnnCanChvssnas 124 (130)

T SHeM_A 54 AFYHSREWERTRLAVLAKDNYLCQHCLKEKKITRAVIVDHITPLLVDWS -~~~ ~~- -~ KRLDMDNLQSLCQACHNRKTAE 124 (130

T ss_dssp HHTTSHHHHHHHHHHHHHT TTBCHHHHHT TCCCBCCEEEESSCTTTCGG- - - - -~ - - GTTCGGGEEEECHHHHHHHHHH

T ss_pred hhhcCHHHHHHHHHHHHhCCCCchhccccCCCCeceeeeeeeeecCCHH-- -~ -~~~ HC CChHHHHhhCHHHHHHHNHH

Q ss_pred h

Q Q6840881 83 Q 83 (126)

Q Consensus 83 ~ 83 (126)

T Consensus 125~ 125 (130)

T SHeM_A 125 D 125 (130)

T ss_dssp H

T ss_pred H




