BLAST

3adaHue 1
Hangute cxogHble nocregoBaTenbHOCTU B 6a3e gaHHbIX Refseq_protein.

S Hawra nocaedoBamenvHocmu, 8 komopbix Haxooumes Mol 0eAOK ¢

udeHmugukamopom NP_a50114.1

AAs ucxodHozo 3anpoca dbiau BeidpaHel kpumepuu E-value max = 0.001 u 100000
Haxodok

TMepBas nocaedoBamerbHocmb: Aydquas HAX0OKA

Haxodka oyeHb xopowas, o Yem cBbudemerocmbyrom nokasameau E-value u ldent.

Max | Total | Query| E

Description i | it | s Ident Accession
¥ phosphate ABC transporter substrate-binding protein [Rhodopseudomonas palustris 669 669 100% 0.0 100% WP 0111603121
phosphate ABC transporter substrate-binding protein [Rhodopseudomaonas palustris 664 664 100% 0.0 99% WP 0124978851
high-affinity phosphate tfransport protein. ABC superfamily. peri bind [Bradyrhizobium oligotrophicum 603 603 100% 00 87% WP 0156689281
MULTISPECIES: phosphate ABC transparter substrate-binding protein [Bradyrhizobium| 599 599 100% 0.0 86% WP 0445410821
phosphate ABC fransporter substrate-binding protein [Afipia birgiae 593 593 100% 0.0 85% WP 0191976281
phosphate ABC ransporter substrate-binding protein [Rhodopseudomonas palustris 592 592 100% 0.0 90% WP 0114753211
phosphate ABC fransporter substrate-binding protein [Bradyrhizobium sp. 523321 592 582 100% 0.0 86% WP 015689159.1

Mepexod us 70% 6 69%: 3eAeHbIM nocAedHas B3amas Haxooka, KpacHbiM nepBas He

B3sgmas

Buoro, umo e-value He koppeAupyem ¢ Query cover

putative serinefthreonine-protein kinase/receptor [Acanthamoeba polyphaga mimivirus] 905 905 T70% 2e-16 28% YP 0039873581
periplasmic binding protein-like Il [Coccomyxa subellipsoidea C-169] 863 863 T70% 1e15 30% XP 0056451361
hypaothetical protein [Ruminococcus sp. JC304] 720 720 70% 1e-10 25% WP 0449974031
hypothetical protein [actinobacterium SCGC AAAD23-D18] 76 7.6 70% 1e-10 2%% WP 0182272291
serinefhreonine protein kinase [Acanth castellanii str. Neff] 701 139 T0% Te-10 30% XP 0043350561
serinefthreonine kinase [Acanthamoeba castellanii str. Neff] 643 643 T0% 5e08 28% XP 0043350591
phosphate ABC transporter substrate-binding protein [Desulfovibrio salexigens] 547 547 T0% 3e05 31% WP 0158533371
phosphate ABC transporter substrate-hinding protein [Salmonella enterica 254 254 69% Be-B80 54% WP 0457135701
MULTISPECIES: phosphate ABC transporter substrate-binding protein [Prochlorococcus] 140 140 69% 4e-35 38% WP 0111257251
phosphate ABC transporter substrate-binding protein [Synechococcus sp. KORDI-52 136 136 69% 2e-33 39% WP 0385553961
phosphate binding protein [Leptospirillum ferriphilum] 137 137 B9% 2e-33 35% WP 0149621481
Dbutative phosphate ABC transporter substrate-binding protein [Actinoplanes friuliensis 19 119 B9% 3e-27 35% WP 0233622541

Dhosphate ABC transporter substrate-binding protein [Herbaspirillum sp. B501 18 118 69% 4e-27 33% WP 0343123991




3adaHue 2

HanguTte cxogHble nocneaoBaTeNIbHOCTHU cpeaun 6enkoB U3 KaKOﬁ-HVIG)’D,b TaKCOHOMMUYECKOMN

rpynnsi.

Boira Boidpara cucmemamudeckas kamezopus Escherichia coli

OpaarHusmel us Escherichia coli npucymemByrom 8 ucxodHom pesyromame 3anpoca

ABC transporter substrate-binding protein [Pasteurella betyae] 516
ABC transporter substrate-binding protein [Mannheimia sp. MG13 50.8
phosphate ABC transporter substrate-binding protein [Lactococcus garvieae 50.8
| phosphate ABC transporter substrate-binding protein [Escherichia coli] 223
phosphate ABC transporter substrate-binding protein [Herbaspirillum sp. B39] 213
phosphate ABC transporter substrate-binding protein [Burkholderia pseudomallei] 180
phosphate ABC transporter substrate-binding protein [Kineosphaera limosal 115

Mocae amozo npoBeau nouck B kamezopuu Escherichia coli:

516
50.8
50.8
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180
15

51%
51%
51%
50%
50%
50%
50%

Je-04
5e-04
Se-04
468
Se-64
Te51
8e-26

30%
30%
29%
62%
65%
51%
44%

BudHo, umo E-value cman mMeHbuwe, nOCKOAbKY cama 0a3a cmara MeHbwe.

#l phosphate ABC transporter. phosphate-binding protein PstS [Escherichia coli 365
#| phosphate-binding protein PstS [Escherichia coli] 364
# phosphate ABC transporter substrate-binding protein [Escherichia coli 364
¥ phosphate ABC transporter substrate-binding protein [Escherichia colf 364
¥l phosphate ABC transporter substrate-binding protein [Escherichia coli 364
#| phosphate-hinding protein PstS [Escherichia coli] 364
# phosphate ABC transporter substrate-binding protein [Escherichia coli 364
¥ phosphate ABC transporter substrate-binding protein [Escherichia coli 364
# phosphate ABC transporter. phosphate-binding protein PstS [Escherichia coli 363
| MULTISPECIES: phosphate ABC transporter substrate-binding protein [Enterobacteriaceae] 363
# phosphate ABC transporter substrate-binding protein [Escherichia colf 363
¥ phosphate ABC transporter substrate-binding protein [Escherichia coli 363
3adaHue 3

365
364
364
364
364
364
364
364
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95%
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95%
95%
95%
95%
95%
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6e-123
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56%
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56%
56%
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56%
56%
56%

WP _005760590.1

WP

0444706771

WP

003134993.1

WP

WP 0421066431

WP

WP

034332664 .1

wp

0387588021

Wp

0405628221

WP
wp
WP
WP
WP
WP
WP
WP
WP
WP
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[nsa ogHOW U3 HaOEeHHbIX NocneAoBaTeNIbHOCTEN COXpPaHUTe KapTy NIoKarbHOro cxXxoacTea.

UcxodHas nocaedoBamenoHocme NP_950114.1 dvira BoipoBHeHa ¢

nocaedoBamenrvHocmoro WP_000867121.1 6 pexxume napHozo Boipabrubarus

BLAST

0017129481
VP _021514062.1
033545264 1
0322576381
0242316771
VP 0008671551
0322214491
0008671371
0017191491
VP 0390803581
0322867721
0338026731
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MP 9501141 ED BD 1DD 1ZD 14D 1ED 180 ZDD ZZD 24D ZED ZBD BDD 335

Y Hac o4eHb xopowue E-value u npoueHm udeHmu4HoCMuU, NOIMOMY Y HAC XOpPOuas

Kapma AOKaAbHo20 cxodcmBa.

3adaHue 4

Ucnonb3ynte BLAST gns noucka B cBoen 6a3e AaHHbIX.

Bbina cgenaHa 6a3a, coctosiwasn us 40 6enkoB B acumausx (cdamn sequence.fasta)

K.oMaHowb!:

makeblastdb -dbtype prot -in seguence.fasta -out
my align

blastp -db my align -query my first.fasta

319446115 | dbj | BA
in [Ascidia sydneiensis bdmcd]

LLAAGETGRAVNVKKGQFLAP DHLHMHDBMH\TGHRRILLFERGT FGYNTLVTDFRGL 186
+LHHG++ WF+ M+ D H +L R + G L+ F

FTHHHTGHFMMFDHTH_'
+ TG + +
QHL - -TGMNDL LNV QLPFAL 475

BudHo, Ymo nAoxol E-value, naoxoii Identities u Positives, u BoipaBruBarue He

umeem cMolicra



