Gp78  - extended form – protein – MPKQQAHRVFQCERWVEFSETFPTSGTMRAGRLSPLPASERRTSGSESSSSPSLPTPSARDFKGPNPNARQGGDDLPTAILKLLPTPEAKSSTAGPDFARATRPGSGGDDLVTTLAKLERGMLDWAEYAPAIERWETITRPAPEPIDYSTGKPRLAAQFSEWMMGWDEGWVTDLVDTSRRRPAEGYISRSEALRMVGNGVCTQQAATALRDLLDTHZ
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Gp78 without significant overlap - MLDWAEYAPAIERWETITRPAPEPIDYSTGKPRLAAQFSEWMMGWDEGWVTDLVDTSRRRPAEGYISRSEALRMVGNGVCTQQAATALRDLLDTHZ
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Gp79 - MDLLVTRIGSLFSGVGGLDLAVEEAFGGRTIWQSEVNPHAATVLAKRFGVPNLGDITKIDWTNVPWVDVLCGGFPCQDVSHAGLKAGIESGTRSGLWAHFANAIDAMRPRYVVIENVRGLLSAKATGPQGVSMRAMGRVLGDLSDIGYDASWKTVAAASVGAPHKRERVFILAQPADALGZ
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Sequences producing significant alignments: (bits) Value

Steamy_76, DNA methylase, 219 404 e-113
Zaka_90, DNA methylase, 216 355 3e-98
Wiks_89, DNA methylase, 216 355 3e-98
CloudWang3_90, DNA methylase, 215 352 3e-97
Artemis2UCLA_89, DNA methylase, 215 352 3e-97
JewelBug_80, DNA Methylase, 216 351  5e-97
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>Zaka_90, DNA methylase, 216
Length = 216

//phagesdb.org/blast/results/blast.cqi#269062

Score = 355 bits (911), Expect = 3e-98
Identities = 179/216 (82%), Positives = 190/216 (87%), Gaps = 3/216 (1%)

Query: 1  MPKQQAHRVFQCERWVEFSETFPTSGTMRAGRLSPLPASERRTSGSESSSSPSLPTPSAR 60
M KQ H+VFQCERWVEFSETFPTSG M GRL PLP SE RT+ SESSSS LPTPSAR
Sbjct: 1 MRKQPGHKVFQCERWVEFSETFPTSGMMLDGRLLPLPESEHRTNESESSSSRPLPTPSAR 60

Query: 61 DFKGPNPNARQGGDDLPTAILKLLPTPEAKSSTAGPDFARATRPGSGGDDLVTTLAKLER 120
D+KG NPN RQGGDDLPTA+LKLLPTPEAKSSTAGPDFARA RPGSGGDDLVTT+AKL
Sbjct: 61 DWKGSNPN-RQGGDDLPTAVLKLLPTPEAKSSTAGPDFARANRPGSGGDDLVTTVAKLTL 119

Query: 121 GMLDWAEYAPAIERWETITRPAPEPIDYST-GKPRLAAQFSEWMMGHNDEGWVTDLVD-TS 178
G LDWAEYAPATERWE ITRPAP PI+ +T GKPRLAA+FSEWMMGNDEGWVTDLVD T
Sbjct: 120 GDLDWAEYAPATERWEVITRPAPYPIEENTKGKPRLAARFSEWMMGWDEGWVTDLVDPTP 179

Query: 179 RRRPAEGYISRSEALRMVGNGVCTQQAATALRDLLD 214
RRRPAEGY+SR+EALRMVGNGVCTQQA  ALRDLL+
Sbjct: 180 RRRPAEGYVSRTEALRMVGNGVCTQQATQALRDLLE 215

>Wiks_89, DNA methylase, 216
Length = 216

Score = 355 bits (911), Expect = 3e-98
Identities = 179/216 (82%), Positives = 190/216 (87%), Gaps = 3/216 (1%)

Query: 1  MPKQQAHRVFQCERWVEFSETFPTSGTMRAGRLSPLPASERRTSGSESSSSPSLPTPSAR 60
M KQ H+VFQCERWVEFSETFPTSG M GRL PLP SE RT+ SESSSS LPTPSAR
Sbjct: 1 MRKQPGHKVFQCERWVEFSETFPTSGMMLDGRLLPLPESEHRTNESESSSSRPLPTPSAR 60

Query: 61 DFKGPNPNARQGGDDLPTAILKLLPTPEAKSSTAGPDFARATRPGSGGDDLVTTLAKLER 120
D+KG NPN RQGGDDLPTA+LKLLPTPEAKSSTAGPDFARA RPGSGGDDLVTT+AKL
Sbjct: 61 DWKGSNPN-RQGGDDLPTAVLKLLPTPEAKSSTAGPDFARANRPGSGGDDLVTTVAKLTL 119

Query: 121 GMLDWAEYAPAIERWETITRPAPEPIDYST-GKPRLAAQFSEWMMGHNDEGWVTDLVD-TS 178
G LDWAEYAPAIERWE ITRPAP PI+ +T
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Sequences producing significant alignments: (bits) Value
Pharaoh_Draft_88, function unknown, 95 202 1e-52
Refuge_Draft_8@, function unknown, 138 179 1e-45
DarthPhader_79, DNA methylase, 190 177 3e-45
Steamy_76, DNA methylase, 219 177 6e-45
Zaka_90, DNA methylase, 216 165  2e-41
Wiks_89, DNA methylase, 216 165  2e-41
Koko_91, DNA methylase, 183 163 7e-41
Blue7_91, DNA methylase, 208 163 7e-41
ToneTone_87, DNA methylase, 178 162 1e-40
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>DarthPhader_79, DNA methylase, 190 B

Length = 190

Score = 177 bits (450), Expect = 3e-45
Identities = 83/96 (86%), Positives = 91/96 (94%), Gaps = 1/96 (1%)

Query: 1  MLDWAEYAPAIERWETITRPAPEPIDYST-GKPRLAAQFSEWMMGWDEGWVTDLVDTSRR 59
MLDWAEYAPAIERWE +TRPAPEPT+ +T GKPRLAA+FSEWMMGH EGWVTDLVD++RR
Sbjct: 95 MLDWAEYAPAIERWEELTRPAPEPTEENTVGKPRLAARFSEWMMGWPEGHVTDLVDSTRR 154

Query: 60 RPAEGYTSRSEALRMVGNGVCTQQAATALRDLLDTH 95
RPAEGY+SR+EALRMVGNGVCTQQAA ALRDLLDTH
Sbjct: 155 RPAEGYVSRTEALRMVGNGVCTQQAAQALRDLLDTH 190

>Steamy_76, DNA methylase, 219
Length = 219

Score = 177 bits (448), Expect = 6e-45
Identities = 84/96 (87%), Positives = 90/96 (93%), Gaps = 1/96 (1%)

Query: 1  MLDWAEYAPAIERWETITRPAPEPIDYST-GKPRLAAQFSEWMMGWDEGWVTDLVDTSRR 59
MLDW+EYAPAIERWE ~TRPAPEPI+ +T GKPRLAA+FSEWMMGH EGWVTDLVD SRR
Sbjct: 122 MLDWSEYAPAIERWEAETRPAPEPTEENTVGKPRLAARFSEWMMGNSEGHVTDLVDASRR 181

Query: 60 RPAEGYISRSEALRMVGNGVCTQQAATALRDLLDTH 95

RPAEGYISRSEALRMVGNGVCT+QAA+ALRDLLDTH
Sbjct: 182 RPAEGYISRSEALRMVGNGVCTKQAASALRDLLDTH 217

>Zaka_90, DNA methylase, 216
Length = 216

Score = 165 bits (417), Expect = 2e-41
Identities = 89/94 (85%), Positives = 86/94 (91%), Gaps = 2/94 (2%)
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Sequences producing significant alignments: (bits) Value

Pharaoh_Draft_81, function unknown, 176 357  5e-99

Refuge_Draft_81, function unknown, 176 342 2e-94

Steamy_77, DNA methylase, 177 322 2e-88

Priamo_9@, DNA methylase, 177 311 2e-85

Pmask_Draft_86, function unknown, 176 311 2e-85

Kipper29_Draft_86, function unknown, 176 311 2e-85

Jordennis_Draft_88, function unknown, 176 311 2e-85

JewelBug_81, DNA Methylase, 175 311 3e-85

Greedylawyer_82, function unknown, 175 311 3e-85
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>Steamy_77, DNA methylase, 177
Length = 177

Score = 322 bits (825), Expect = 2e-88
Identities = 158/173 (91%), Positives = 164/173 (94%)

Query: 7 RIGSLFSGVGGLDLAVEEAFGGRTIWQSEVNPHAATVLAKRFGVPNLGDITKIDWTNVPW 66
RIGSLFSGVGGLDLAVEE FGG+TIWQSEVN HAATVL KRFGVPNLGDIT+IDW NVP
Sbjct: 3 RIGSLFSGVGGLDLAVEEVFGGQTIWQSEVNKHAATVLDKRFGVPNLGDITQIDWHNVPA 62

Query: 67 VDVLCGGFPCQDVSHAGLKAGIESGTRSGLWAHFANAIDAMRPRYVVIENVRGLLSAKAT 126
+DVLCGGFPCQDVSHAGLKAGIESGTRSGLWAHFA AID +RP YVVIENVRGLLSAKAT
Sbjct: 63 IDVLCGGFPCQDVSHAGLKAGIESGTRSGLWAHFAQAIDVLRPSYVVIENVRGLLSAKAT 122

Query: 127 GPQGVSMRAMGRVLGDLSDIGYDASWKTVAAASVGAPHKRERVFILAQPADAL 179
GPQGVSMRAMGRVLGDL SD+GYDASHKTV-+AASVGAPHKRERVFILAQPA AL
Sbjct: 123 GPQGVSMRAMGRVLGDLSDLGYDASHKTVSAASVGAPHKRERVFILAQPAHAL 175

>Priamo_90, DNA methylase, 177
Length = 177

Score = 311 bits (798), Expect = 2e-85
Identities = 151/177 (85%), Positives = 162/177 (91%)

Query: 4  LVTRIGSLFSGVGGLDLAVEEAFGGRTIHQSEVNPHAATVLAKRFGVPNLGDITKIDNTN 63
+V RIGSLFSGVGGLDLAVEE FGG T+WQSEVN HA+ VLAKRFGVPNLGDIT++DW
Sbjct: 1 MVVRIGSLFSGVGGLDLAVEEVFGGITVWQSEVNKHASVVLAKRFGVPNLGDITQUDWKE 60

Query: 64 VPWVDVLCGGFPCQDVSHAGLKAGIESGTRSGLWAHFANAIDAMRPRYVVIENVRGLLSA 123
VP VDVLCGGFPCQDVSHAGLKAGIE GTRSGLW++FA AID +RPRYVVIENVRGLLSA
Sbjct: 61 VPPVDVLCGGFPCQDVSHAGLKAGIEIGTRSGLWSYFAEAIDILRPRYVVIENVRGLLSA 120

Query: 124 KATGPQGVSMRAMGRVLGDLSDIGYDASKKTVAAASVGAPHKRERVFILAQPADALG 180

KATGPQGVSMRAMGRVLGDLSD+GYDA WKT+AAA VGAPHKRERVFILA PAD +G
Sbjct: 121 KATGPQGVSMRAMGRVLGDLSDLGYDARWKTLAAARVGAPHKRERVFILATPADTVG 177
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