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BLAST Results

Job title: sp|014920|IKKB_HUMAN Inhibitor of nuclear...
RID M935M1FTO1R (Expires on 06-18 09:58 am)

Query ID Icl|Query_307256 Database Name nr
Description sp|014920|IKKB_HUMAN Inhibitor of nuclear Description All non-redundant GenBank CDS
factor kappa-B kinase subunit beta OS=Homo translations+PDB+SwissProt+PIR+PRF excluding
sapiens GN=IKBKB PE=1 SV=1 environmental samples from WGS projects
Molecule type amino acid Program BLASTP 2.6.1+

Query Length 756

Graphic Summary

Putative conserved domains have been detected, click on the image below for detailed results.
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Descriptions

Sequences producing significant alignments:

Description Max Total Query E Ident Accession
score score cover value
?gg/]IKICDPK protein kinase [Plasmodium falciparum 120 120 279% 46-28 349 EUR75227.1
gémzCDPK protein kinase [Plasmodium falciparum 120 120 27% 46-28 34% ETW31702.1
?a’*n"::rﬁ i'j(;gog;‘gg')? kinase [Plasmodium falciparum 119 119 27% 5e-28 34% ETW37897.1
Sg'\'pls(/f]:DPK protein kinase [Plasmodium falciparum 119 119 27% 6e-28 34% EWC77883.1
iﬁ,‘\’l’;‘;“;?:Fzﬁﬂ;fgg;g'depe“de“t protein kinase 2; 120 120 27% 6e-28 34% 015865.3
Chain A, Crystal Structure Of Plasmodium Falciparum o ~ o
Cdpk2 Complexed With Inhibitor Staurosporine 120 120 27% 6e-28 34% 4MVF_A
gi)l%um-dependent protein kinase [Plasmodium falciparum 120 120 27% 8e-28 349 XP 966095.1
B}(ljpz?thetlcal protein PFDG_04193 [Plasmodium falciparum 112 112 26% 26.25 35% KOB87759.1
ﬁﬁ;’\igl](/CDpK protein kinase [Plasmodium falciparum Santa 112 112 26% 66-25 35% EUT80064.1
;:::gipu:r\::geDr;;ent protein kinase, putative [Plasmodium M1 M1 26% 66-25 35% XP 001350105.1
E:A/;:\i/'IDIé/&I)DsPI;pH)tein kinase [Plasmodium falciparum 110 110 26% 8e-25 35% ETW46239 1
8QI;A4}§/CDPK protein kinase [Plasmodium falciparum IGH- 110 110 26% 1e-24 35% KNG78610.1
E}g):;)]thetlcal protein PFHG_03252 [Plasmodium falciparum 105 105 309, 3624 29% KOB61520.1
protein kinase [Plasmodium falciparum 3D7] 105 105 32% 4e-24 29% XP_002808785.1
CAMK/CAMKL protein kinase [Plasmodium falciparum o g o
Vietnam Oak-Kroll (FVO)] 106 106 27% 6e-24 33% ETW17165.1
;eDrin;e/threonine protein kinase [Plasmodium falciparum 105 105 27% 7e-24 33% XP 001349887.1
(C;/;\)l(\)/lolg(;))g;]tein kinase [Plasmodium falciparum Tanzania 108 108 27% 9e-24 33% ETW35934.1
l;pr?:)]thetlcaI protein PFHG_04713 [Plasmodium falciparum 108 108 29% 1e-23 309 KOB62953.1
gmg /,ﬁ’/{gr:;’;i;']”ase [Plasmodium falciparum 108 108 29% 2e-23 32% ETW60594.1
Eeg?g/?}reomne protein kinase [Plasmodium falciparum 101 101 279% 26.23 31% EWC77408.1
2;?0'\//{')(92?(:2']” kinase [Plasmodium falciparum Palo 108 108 29% 26.23 32% ETW52862.1
ﬁ’;;"'s'é /‘;“étf'oq kinase [Plasmodium falciparum 108 108 29% 2e-23 32% ETW41998.1
CAMK protein kinase [Plasmodium falciparum NF54] 108 108 29% 2e-23 32% EWC87970.1
8/z;\illl_lin;;rlcla'r(cle__|\r}él)r]1ase [Plasmodium falciparum Vietnam 108 108 29% 26.23 309 ETW15465.1
(LZS\CI\I/;}]( protein kinase [Plasmodium falciparum Santa 108 108 29% 26.23 309 EUT84242.1
CAMK protein kinase [Plasmodium falciparum 7G8] 108 108 29% 2e-23 32% EUR70174.1
CAMK protein kinase [Plasmodium falciparum FCH/4] 108 108 29% 2e-23 32% ETW30369.1
CAMK protein kinase [Plasmodium falciparum UGT5.1] 108 108 29% 2e-23 32% EWC75892.1
A poter 1‘%”639 [Plasmodium falciparum 108 108 29% 2e-23 32% ETW46031.1
;:;Egg:rinegeljr;(;ent protein kinase, putative [Plasmodium 108 108 29% 3623 309 XP 001347913.1
protein kinase B-like protein [Plasmodium falciparum] 104 104 28% 4e-23 35% AAT06260.1
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https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&OLD_VIEW=false&DISPLAY_SORT=4&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&OLD_VIEW=false&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&DISPLAY_SORT=3&HSP_SORT=3
https://www.ncbi.nlm.nih.gov/protein/579126729?report=genbank&log$=prottop&blast_rank=1&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574968672?report=genbank&log$=prottop&blast_rank=2&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574975841?report=genbank&log$=prottop&blast_rank=3&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583217048?report=genbank&log$=prottop&blast_rank=4&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/60391907?report=genbank&log$=prottop&blast_rank=5&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/675969832?report=genbank&log$=prottop&blast_rank=6&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/86170841?report=genbank&log$=prottop&blast_rank=7&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/914581342?report=genbank&log$=prottop&blast_rank=8&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/579329134?report=genbank&log$=prottop&blast_rank=9&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/124513498?report=genbank&log$=prottop&blast_rank=10&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574984862?report=genbank&log$=prottop&blast_rank=11&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/910275081?report=genbank&log$=prottop&blast_rank=12&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/914548491?report=genbank&log$=prottop&blast_rank=13&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/296004870?report=genbank&log$=prottop&blast_rank=14&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574748870?report=genbank&log$=prottop&blast_rank=15&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/124513062?report=genbank&log$=prottop&blast_rank=16&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574973771?report=genbank&log$=prottop&blast_rank=17&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/914550295?report=genbank&log$=prottop&blast_rank=18&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/575000120?report=genbank&log$=prottop&blast_rank=19&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583216478?report=genbank&log$=prottop&blast_rank=20&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574991743?report=genbank&log$=prottop&blast_rank=21&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574980226?report=genbank&log$=prottop&blast_rank=22&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583225256?report=genbank&log$=prottop&blast_rank=23&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574746966?report=genbank&log$=prottop&blast_rank=24&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/579333361?report=genbank&log$=prottop&blast_rank=25&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/579121538?report=genbank&log$=prottop&blast_rank=26&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574967249?report=genbank&log$=prottop&blast_rank=27&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583214547?report=genbank&log$=prottop&blast_rank=28&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574984505?report=genbank&log$=prottop&blast_rank=29&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/124804138?report=genbank&log$=prottop&blast_rank=30&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/46909485?report=genbank&log$=prottop&blast_rank=31&RID=M935M1FT01R
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Description

AUR protein kinase [Plasmodium falciparum Santa Lucia]
AGC/AKT protein kinase [Plasmodium falciparum NF54]

AGC/AKT protein kinase [Plasmodium falciparum Vietnam
Oak-Knoll (FVO)]

rac-beta serine/threonine protein kinase, PfPKB
[Plasmodium falciparum 3D7]

AGC/AKT protein kinase [Plasmodium falciparum FCH/4]

AGC/AKT protein kinase [Plasmodium falciparum
MaliPS096_E11]

AGC/AKT protein kinase [Plasmodium falciparum Santa
Lucia]

AGC/AKT protein kinase [Plasmodium falciparum IGH-
CR14]

AGC/AKT protein kinase [Plasmodium falciparum 7G8]

AGC/AKT protein kinase [Plasmodium falciparum Tanzania
(2000708)]

serine/threonine protein kinase [Plasmodium falciparum
UGT5.1]

AGC/AKT protein kinase [Plasmodium falciparum
CAMP/Malaysia)

AGC/AKT protein kinase [Plasmodium falciparum
NF135/5.C10]

AGC/AKT protein kinase [Plasmodium falciparum Palo
Alto/Uganda]

calcium/calmodulin-dependent protein kinase, putative
[Plasmodium falciparum 3D7]

NIMA-related protein kinase [Plasmodium falciparum]

NEK protein kinase [Plasmodium falciparum Tanzania
(2000708)]

CAMK/CDPK protein kinase [Plasmodium falciparum
RAJ116]

hypothetical protein PFHG_03763 [Plasmodium falciparum
HB3]

CAMK/CDPXK protein kinase [Plasmodium falciparum
MaliPS096_E11]

CAMK/CDPK protein kinase [Plasmodium falciparum
NF135/5.C10]

CAMK/CDPK protein kinase [Plasmodium falciparum Palo
Alto/Uganda]

CAMK/CDPK protein kinase [Plasmodium falciparum
UGT5.1]

CAMK/CDPK protein kinase [Plasmodium falciparum
7G8]

CAMK/CDPK protein kinase [Plasmodium falciparum
Tanzania (2000708)]

CAMK/CDPK protein kinase [Plasmodium falciparum
NF54]

CAMK/CDPXK protein kinase [Plasmodium falciparum
Vietnam Oak-Knoll (FVO)]

CAMK/CDPK protein kinase [Plasmodium falciparum
CAMP/Malaysia)

CAMK/CDPK protein kinase [Plasmodium falciparum
FCH/4]

calcium-dependent protein kinase, putative [Plasmodium
falciparum 3D7]

CAMK/CDPK protein kinase [Plasmodium falciparum IGH-
CR14]

other/NEK protein kinase [Plasmodium falciparum
RAJ116]

hypothetical protein PFDG_03020 [Plasmodium falciparum
Dd2]

https://blast.ncbi.nim.nih.gov/Blast.cgi

Max
score

101
105

104

105
104

104
105

105
105

105
105
105
105
104

99.4
101

102
103
103
103
103
103
103
103
103
103
103
103
103
103
103
102

97.8

Total
score

101
105

104

105
104

104
105

105
105

105
105
105
105
104

99.4
101

102
103
103
103
103
103
103
103
103
103
103
103
103
103
103
102

97.8

Query
cover

27%
28%

28%

28%
28%

28%
28%

28%
28%

28%
28%
28%
28%
28%

27%
30%

30%
21%
21%
21%
21%
21%
21%
21%
21%
21%
21%
21%
21%
21%
21%
30%

26%

E
value

6e-23
7e-23

1e-22

1e-22
1e-22

1e-22

1e-22

1e-22
1e-22

2e-22

2e-22

2e-22

2e-22

2e-22

3e-22
4e-22

5e-22

5e-22

6e-22

6e-22

6e-22

6e-22

Te-22

7e-22

7e-22

7e-22

Te-22

Te-22

Te-22

Te-22

7e-22

7e-22

9e-22

Ident

32%
35%

34%

35%

34%

34%

34%

34%

34%

34%

34%

34%

34%

34%

32%

31%

31%

35%

35%

35%

35%

35%

35%

35%

35%

35%

35%

35%

35%
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Accession

EUT92261.1
EWC87207.1

ETW17322.1

XP_001350854.1
ETW29796.1

ETWA47985.1
EUT81964.1

KNG78024.1
EUR67523.1

ETW35153.1
EWC75111.1
ETW59940.1
ETW41314.1
ETW56107.1

XP_001348401.2
CAB76949.1

ETW32733.1
KNC35220.1
KOB62013.1
ETW48768.1
ETWA41995.1
ETW52859.1
EWC75970.1
EUR70171.1
ETW35931.1
EWC87967.1
ETW15469.1
ETW60591.1
ETW30364.1
XP_001347910.1
KNG76578.1
KNC35171.1

KOB88610.1
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https://www.ncbi.nlm.nih.gov/protein/579341488?report=genbank&log$=prottop&blast_rank=32&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583224360?report=genbank&log$=prottop&blast_rank=33&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574749045?report=genbank&log$=prottop&blast_rank=34&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/124806872?report=genbank&log$=prottop&blast_rank=35&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574966646?report=genbank&log$=prottop&blast_rank=36&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574986675?report=genbank&log$=prottop&blast_rank=37&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/579331045?report=genbank&log$=prottop&blast_rank=38&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/910274495?report=genbank&log$=prottop&blast_rank=39&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/579118856?report=genbank&log$=prottop&blast_rank=40&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574972947?report=genbank&log$=prottop&blast_rank=41&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583213590?report=genbank&log$=prottop&blast_rank=42&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574999453?report=genbank&log$=prottop&blast_rank=43&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574979535?report=genbank&log$=prottop&blast_rank=44&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574995047?report=genbank&log$=prottop&blast_rank=45&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/258597716?report=genbank&log$=prottop&blast_rank=46&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/7209200?report=genbank&log$=prottop&blast_rank=47&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574969858?report=genbank&log$=prottop&blast_rank=48&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/906521594?report=genbank&log$=prottop&blast_rank=49&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/914549066?report=genbank&log$=prottop&blast_rank=50&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574987482?report=genbank&log$=prottop&blast_rank=51&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574980223?report=genbank&log$=prottop&blast_rank=52&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574991740?report=genbank&log$=prottop&blast_rank=53&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583214632?report=genbank&log$=prottop&blast_rank=54&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/579121535?report=genbank&log$=prottop&blast_rank=55&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574973768?report=genbank&log$=prottop&blast_rank=56&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583225253?report=genbank&log$=prottop&blast_rank=57&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574746970?report=genbank&log$=prottop&blast_rank=58&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/575000117?report=genbank&log$=prottop&blast_rank=59&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574967244?report=genbank&log$=prottop&blast_rank=60&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/124804129?report=genbank&log$=prottop&blast_rank=61&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/910273043?report=genbank&log$=prottop&blast_rank=62&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/906521527?report=genbank&log$=prottop&blast_rank=63&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/914582193?report=genbank&log$=prottop&blast_rank=64&RID=M935M1FT01R
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Description

CAMK/CDPK protein kinase [Plasmodium falciparum
RAJ116]

AUR protein kinase [Plasmodium falciparum NF54]
AUR protein kinase [Plasmodium falciparum UGT5.1]

AUR protein kinase [Plasmodium falciparum
CAMP/Malaysia)

AUR protein kinase [Plasmodium falciparum
MaliPS096_E11]

CAMK/CDPK protein kinase [Plasmodium falciparum
FCH/4]

NEK protein kinase [Plasmodium falciparum FCH/4]
NEK protein kinase [Plasmodium falciparum UGT5.1]

NEK protein kinase [Plasmodium falciparum Vietnam Oak-
Knoll (FVO)]

other/AUR protein kinase [Plasmodium falciparum
RAJ116]

NEK protein kinase [Plasmodium falciparum 7G8]

NEK protein kinase [Plasmodium falciparum Palo
Alto/Uganda]

NEK protein kinase [Plasmodium falciparum
MaliPS096_E11]

NEK protein kinase [Plasmodium falciparum Santa Lucia]
NEK protein kinase [Plasmodium falciparum NF54]

NEK protein kinase [Plasmodium falciparum
NF135/5.C10]

NEK protein kinase [Plasmodium falciparum
CAMP/Malaysia)

NIMA-related protein kinase, Pfnek-1 [Plasmodium
falciparum 3D7]

other/NEK protein kinase [Plasmodium falciparum IGH-
CR14]

hypothetical protein PFHG_00994 [Plasmodium falciparum
HB3]

hypothetical protein PFDG_01891 [Plasmodium falciparum
Dd2]

CAMK/CDPK protein kinase [Plasmodium falciparum
Tanzania (2000708)]

calcium-dependent protein kinase 4 [Plasmodium
falciparum HB3]

calcium-dependent protein kinase 4 [Plasmodium
falciparum 3D7]

AUR protein kinase [Plasmodium falciparum Viethnam Oak-
Knoll (FVO)]

AUR protein kinase [Plasmodium falciparum FCH/4]

Chain A, Apo Crystal Structure Of Cdpk4 From Plasmodium
Falciparum, Pf3d7_0717500

Chain A, Crystal Structure Of Cdpk4 From Plasmodium
Falciparum, Pf3d7_0717500

CAMK/CDPK protein kinase [Plasmodium falciparum
Vietnam Oak-Knoll (FVO)]

AUR protein kinase [Plasmodium falciparum
NF135/5.C10]

calcium-dependent protein kinase 1 [Plasmodium
falciparum HB3]

CAMK/CDPK protein kinase [Plasmodium falciparum IGH-
CR14]

hypothetical protein PFHG_01091 [Plasmodium falciparum
HB3]

Calcium-dependent protein kinase 1 [Plasmodium
falciparum 3D7]

serine/threonine protein kinase, putative [Plasmodium
falciparum 3D7]

https://blast.ncbi.nim.nih.gov/Blast.cgi

Max
score

100

102
101

101
101

97.8

100
100

100

100
100

100

100

100
100

100
100
100
100
100
100
97.8
98.6
98.6

100
100

98.6
98.6
98.2
100

98.6
98.2
99.8
98.2

99.8

Total
score

100

102
101

101
101

97.8

100
100

100

100
100

100

100

100
100

100
100
100
100
100
100
97.8
98.6
98.6

100
100

98.6
98.6
98.2
100

98.6
98.2
99.8
98.2

99.8

Query
cover

24%

27%
27%

27%
27%

26%

27%
30%

30%

27%
30%

30%

30%

30%
30%

30%
30%
30%
30%
30%
30%
26%
26%
26%

27%
27%

26%
26%
26%
27%
26%
26%
27%
26%

27%

E
value

1e-21

2e-21
2e-21

2e-21

2e-21

3e-21

4e-21
5e-21

5e-21

6e-21
6e-21

6e-21

6e-21

6e-21
6e-21

6e-21

6e-21

7e-21

7e-21

7e-21

Te-21

8e-21

8e-21

8e-21

9e-21
9e-21

9e-21

9e-21

9e-21

1e-20

1e-20

1e-20

1e-20

1e-20

1e-20

Ident

34%

32%
32%

32%

32%

29%

32%
31%

31%

32%

31%

31%

31%

31%
31%

31%

31%

31%

31%

31%

31%

29%

29%

29%

32%

32%

29%

29%

29%

32%

29%

29%

32%

29%

32%

Accession

KNC37045.1

EWC90792.1
EWC78760.1

ETW63718.1
ETW51515.1

ETW28056.1

ETW29991.1
EWC75333.1

ETW17530.1

KNC35815.1
EUR68017.1

ETW55970.1

ETWA48124.1

EUT82563.1
EWC89159.1

ETW41443.1
ETW60316.1
XP_001350680.1
KNG75858.1
KOB59238.1
KOB88360.1
ETW33296.1
KOB61436.1
XP_001349078.1

ETW20705.1
ETW32420.1

4RGJ_A
4Q0X_A
ETW20766.1
ETW45173.1
KOB60918.1
KNG74640.1
KOB59334.1
XP_001349680.1

XP_001351166.1
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https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&OLD_VIEW=false&DISPLAY_SORT=1&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&OLD_VIEW=false&DISPLAY_SORT=2&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&OLD_VIEW=false&DISPLAY_SORT=4&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&OLD_VIEW=false&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&DISPLAY_SORT=3&HSP_SORT=3
https://www.ncbi.nlm.nih.gov/protein/906524425?report=genbank&log$=prottop&blast_rank=65&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583228666?report=genbank&log$=prottop&blast_rank=66&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583218154?report=genbank&log$=prottop&blast_rank=67&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/575003301?report=genbank&log$=prottop&blast_rank=68&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574990311?report=genbank&log$=prottop&blast_rank=69&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574964827?report=genbank&log$=prottop&blast_rank=70&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574966849?report=genbank&log$=prottop&blast_rank=71&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583213854?report=genbank&log$=prottop&blast_rank=72&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574749291?report=genbank&log$=prottop&blast_rank=73&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/906522418?report=genbank&log$=prottop&blast_rank=74&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/579119355?report=genbank&log$=prottop&blast_rank=75&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574994909?report=genbank&log$=prottop&blast_rank=76&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574986818?report=genbank&log$=prottop&blast_rank=77&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/579331650?report=genbank&log$=prottop&blast_rank=78&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583226677?report=genbank&log$=prottop&blast_rank=79&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574979666?report=genbank&log$=prottop&blast_rank=80&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574999835?report=genbank&log$=prottop&blast_rank=81&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/124806285?report=genbank&log$=prottop&blast_rank=82&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/910272323?report=genbank&log$=prottop&blast_rank=83&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/914545959?report=genbank&log$=prottop&blast_rank=84&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/914581943?report=genbank&log$=prottop&blast_rank=85&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574970844?report=genbank&log$=prottop&blast_rank=86&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/914548391?report=genbank&log$=prottop&blast_rank=87&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/124511890?report=genbank&log$=prottop&blast_rank=88&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574752897?report=genbank&log$=prottop&blast_rank=89&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574969422?report=genbank&log$=prottop&blast_rank=90&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/700588410?report=genbank&log$=prottop&blast_rank=91&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/675970021?report=genbank&log$=prottop&blast_rank=92&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574752973?report=genbank&log$=prottop&blast_rank=93&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574983435?report=genbank&log$=prottop&blast_rank=94&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/914547806?report=genbank&log$=prottop&blast_rank=95&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/910271105?report=genbank&log$=prottop&blast_rank=96&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/914546059?report=genbank&log$=prottop&blast_rank=97&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/124801388?report=genbank&log$=prottop&blast_rank=98&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/124504847?report=genbank&log$=prottop&blast_rank=99&RID=M935M1FT01R

6/16/2017 NCBI Blast:sp|014920|IKKB_HUMAN Inhibitor of nuclear...
Description Max Total Query E Ident Accession
score score cover value

CAMK/CDPK protein kinase [Plasmodium falciparum

o, _ 0
NF135/5.C10] 98.2 98.2 26% 1e-20 29% ETW45429.1

Alignments

CAMK/CDPK protein kinase [Plasmodium falciparum 7G8]
Sequence ID: EUR75227.1 Length: 436 Number of Matches: 1

See 1 more title(s)
Range 1: 72 to 268

Score Expect Method Identities Positives Gaps Frame
120 bits(300) 4e-28() Compositional matrix adjust. 70/208(34%) 110/208(52%) 11/208(5%)
Features:

Query 15 WEMKERLGTGGFGNVIRWHNQETGEQIAIKQCRQELSPRNRERWCLEIQIMRRLTHPNW 74
E+LG +G V + T + AIK+ +N_ R+ EI+IM++L HPN+V
Sbjct 72 YIIDEKLGQGTYGCVYKGIDKVTNQLYAIKEEKKD RLKNINRFFQEIEIMKKLDHPNIV 130

Query 75 AARDVPEGMQNLAPNDLPLLAMEYEQSGDLRKYLNQFENCCGLREGAILTLLSDIAgALR 134
Sbjct 131 KLYETYEN------ DNYIYLIMELCSG---RELFDSITENGSFTEKNAATIMKQIFSAIF 181
Query 135 YLHENRITIHRDLKPENIVL QGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELL 194

YLH I+HRDLKPEN + KIID G +K L G T+ GT Y+AP++L
Sbjct 182 YLHSLNIVHRDLKPENFLF SENKDSLLKIIDFGLSKNLGTGEFTTTKAGTPYYVAPQVL 241
Query 195 EQQKYTVTVDYW%FGTLAFECITGFRPF 222

G+ + + G+ PF
Sbjct 242 D-GKYDKKCDIWSSGVIMYTLLCGYPPF 268

CAMKI/CDPK protein kinase [Plasmodium falciparum FCH/4]

Sequence ID: ETW31702.1 Length: 440 Number of Matches: 1
Range 1: 72 to 268

Score Expect Method Identities Positives Gaps Frame
120 bits(300) 4e-28() Compositional matrix adjust. 70/208(34%) 110/208(52%) 11/208(5%)
Features:

Query 15 WEMKERLGTGGFGNVIRWHNQETGEQIAIKQCRQELSPRNRERNCLEIQIMRRLTHPNVV 74
X + + E+LG G_+G V AIK+ +N_ R+ EI+IM++L HPN+V
Sbjct 72 YIIDEKLGQGTYGCWKGIDKVTNQLYAIKEEKKD RLKNINRFFQEIEIMKKLDHPNIV 130
Query 75 AARDVPEGMQNLAPNDLPLIEAmEYCQGGDLEKYLNQFENCCGLREGAILTLLSD%AgﬁLR 134
Sbjct 131 KLYETYEN------ DNYIYLIMELCSG---RELFDSITENGSFTEKNAATIMKQIFSAIF 181
Query 135 YLHENRIIHRDLKPENIVL QGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELL 194
YLH  I+HRDL D G + G GT Y+AP++L
Sbjct 182 YLHSLNIVHRDLKPENFLF SENKDSLLKIIDFGLSKNLGTGEFTTTKAGTPYYVAPQVL 241
Query 195 EQQKYTVTVDYH%FGTLAFECITGFRPF 222

KY G + G+ PF
Sbjct 242 D-GKYDKKCDIWSSGVIMYTLLCGYPPF 268

CAMKI/CDPK protein kinase [Plasmodium falciparum Tanzania (2000708)]

Sequence ID: ETW37897.1 Length: 452 Number of Matches: 1
Range 1: 72 to 268

Score Expect Method Identities Positives Gaps Frame
119 bits(299) 5e-28() Compositional matrix adjust. 70/208(34%) 110/208(52%) 11/208(5%)
Features:

Query 15 WEMKERLGTGGFGNVIRWHNQETGEQIAIKQCRQELSPRNRERWCLEIQIMRRLTHPNW 74
E+LG G +G V + T + AIK+ +N_ R+ EI+IM++L HPN+V
Sbjct 72 YIIDEKLGQGTYGCVYKGIDKVTNQLYAIKEEKKD RLKNINRFFQEIEIMKKLDHPNIV 130
Query 75 AARDVPEGMQNLAPNDLPLLAMEYEQgGDLEKYLNQFENCCGLREGAILTLLSDIA%ALR 134
Sbjct 131 KLYETYEN------ DNYIYLIMELCSG---RELFDSITENGSFTEKNAATIMKQIFSAIF 181
Query 135 YLHENRIIHRDLKPENIVL QGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELL 194
YLH I+HRDLKPEN + KIID G +K T+ GT  Y+AP++L
Sbjct 182 YLHSLNIVHRDLKPENFLF SENKDSLLKIIDFGLSKNLGTGEFTTTKAGTPYYVAPQVL 241
Query 195 EQQKYTVTVDYWSFGTLAFECITGFRPF 222

KY G + G+ PF
Sbjct 242 D GKYDKKCDIWSSGVIMYTLLCGYPPF 268

https://blast.ncbi.nim.nih.gov/Blast.cgi 5/11


https://www.ncbi.nlm.nih.gov/protein/579126729?report=genbank&log$=protalign&blast_rank=1&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574968672?report=genbank&log$=protalign&blast_rank=2&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574975841?report=genbank&log$=protalign&blast_rank=3&RID=M935M1FT01R
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&OLD_VIEW=false&DISPLAY_SORT=1&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&OLD_VIEW=false&DISPLAY_SORT=2&HSP_SORT=1
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&OLD_VIEW=false&DISPLAY_SORT=4&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&OLD_VIEW=false&DISPLAY_SORT=0&HSP_SORT=0
https://blast.ncbi.nlm.nih.gov/Blast.cgi?CMD=Get&ALIGNMENTS=100&ALIGNMENT_VIEW=Pairwise&CDD_RID=M935KUFZ01R&CDD_SEARCH_STATE=0&DATABASE_SORT=0&DESCRIPTIONS=100&DYNAMIC_FORMAT=on&ENTREZ_QUERY=txid5833%20[ORGN]&FIRST_QUERY_NUM=0&FORMAT_OBJECT=Alignment&FORMAT_PAGE_TARGET=&FORMAT_TYPE=HTML&GET_SEQUENCE=yes&I_THRESH=&LINE_LENGTH=60&MASK_CHAR=2&MASK_COLOR=1&NEW_VIEW=yes&NUM_OVERVIEW=100&PAGE=Proteins&QUERY_INDEX=0&QUERY_NUMBER=0&RESULTS_PAGE_TARGET=&RID=M935M1FT01R&SHOW_LINKOUT=yes&SHOW_OVERVIEW=yes&STEP_NUMBER=&WORD_SIZE=6&DISPLAY_SORT=3&HSP_SORT=3
https://www.ncbi.nlm.nih.gov/protein/574983693?report=genbank&log$=prottop&blast_rank=100&RID=M935M1FT01R
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CAMK/CDPK protein kinase [Plasmodium falciparum UGT5.1]

Sequence ID: EWC77883.1 Length: 447 Number of Matches: 1
Range 1: 83 to 279

Score Expect Method Identities Positives Gaps Frame
119 bits(299) 6e-28() Compositional matrix adjust. 70/208(34%) 110/208(52%) 11/208(5%)
Features:

Query 15 NEMKERLGTGGFGNVIRWHNQETGEQIAIKQCRQELSPRNRERNCLEIQIMRRLTHPNVV 74

+ + E+LG G +G V + ++ K+ +++ +N R+ EI+IM++L HPN+V
Sbjct 83 YIIDEKLGQGTYGCVYKGIDKVTNQLYAIKEEKKD RLKNINRFFQEIEIMKKLDHPNIV 141
Query 75 AARDVPEGMQNLAPNDLPLtAMEYEQgGDLEKYLNQFENCCGLREGAIL¥LLSD%A§QLR 134
Sbjct 142 KLYETYEN------ DNYIYLIMELCSG---RELFDSIIENGSFTEKNAATIMKQIFSAIF 192
Query 135 YLHENRIIHRDLKPENIVL QGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELL 194

YLH I+HRDLKPEN D G + G GT  Y+AP++L
Sbjct 193 YLHSLNIVHRDLKPENFLF SENKDSLLKIIDFGLSKNLGTGEFTTTKAGTPYYVAPQVL 252
Query 195 EQQK¥TVTVBYH§FGTLAFECITGFRPF 222

G G+ PF
Sbjct 253 D-GKYDKKCDIWSSGVIMYTLLCGYPPF 279

RecName: Full=Calcium-dependent protein kinase 2; AltName: Full=PfCDPK2
Sequence ID: 015865.3 Length: 513 Number of Matches: 1

See 2 more title(s)
Range 1: 72 to 268

Score Expect Method Identities Positives Gaps Frame
120 bits(301) 6e-28() Compositional matrix adjust. 70/208(34%) 110/208(52%) 11/208(5%)
Features:

Query 15 wEMKERLGTGGFGNVIRWHNQETGEQIAIKQCRQELSPRNRERNCLEIQIMRRLTHPNVV 74
LG G +G V T+ A +N R+ EI+IM++L HPN+V
Sbjct 72 YIIDEKLGQGTYGCVYKGIDKVTNQLYAIKEEKKD RLKNINRFFQEIEIMKKLDHPNIV 130
Query 75 AARDVPEGMQNLAPNDLPLtAMEYCQGGDLEKYLNQFENCCGLREGAILTLLSDIAgﬁLR 134
Sbjct 131 KLYETYEN------ DNYIYLIMELCSG---RELFDSIIENGSFTEKNAATIMKQIFSAIF 181
Query 135 YLHENRIIHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELL 194
YLH I+HRDLKPEN + + + KIID G +K L G T+ GT Y+AP++L
Sbjct 182 YLHSLNIVHRDLKPENFLFQSENKDSLLKIIDFGLSKNLGTGEFTTTKAGTPYYVAPQVL 241
Query 195 EQQKYTVTVDngFGTLAFECITGFRPF 222

G++ + G+ P
Sbjct 242 D-GKYDKKCDIWSSGVIMYTLLCGYPPF 268

Chain A, Crystal Structure Of Plasmodium Falciparum Cdpk2 Complexed With Inhibitor Staurosporine

Sequence ID: 4MVF_A Length: 506 Number of Matches: 1
Range 1: 59 to 255

Score Expect Method Identities Positives Gaps Frame
120 bits(301) 6e-28() Compositional matrix adjust. 70/208(34%) 110/208(52%) 11/208(5%)
Features:

Query 15 WEMKERLGTGGFGNVIRWHNQETGEQIAIKQCRQELSPRNRERNCLEIQIMRRLTHPNVV 74
+ + E+LG G +G V + T + AIK+ +N R+ EI+IM++L HPN+V

Sbjct 59 YIIDEKLGQGTYGCVYKGIDKVTNQLYAIKEEKKD RLKNINRFFQEIEIMKKLDHPNIV 117

Query 75  AARDVPEGMQNLAPNDLPLLAMEYCQGGDLRKYLNQFENCCGLREGAILTLLSDIASALR 134
+ E ++ L MECG R+ + E T++ I SA+

Sbjct 118 KLYETYEN------ DNYIYLIMELCSG---RELFDSIIENGSFTEKNAATIMKQIFSAIF 168

Query 135 YLHENRIIHRDLKPENIVL QGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELL 194
X YLH I+HRDL D G + G GT  Y+AP++L

Sbjct 169 YLHSLNIVHRDLKPENFLF SENKDSLLKIIDFGLSKNLGTGEFTTTKAGTPYYVAPQVL 228

Query 195 EQQKYTVTVDYH%FGTLAFECITGFRPF 222

KY G + G+ PF
Sbjct 229 D-GKYDKKCDIWSSGVIMYTLLCGYPPF 255

calcium-dependent protein kinase [Plasmodium falciparum 3D7]
Sequence ID: XP_966095.1 Length: 509 Number of Matches: 1

See 8 more title(s)
Range 1: 72 to 268

Score Expect Method Identities Positives Gaps Frame

120 bits(300) 8e-28() Compositional matrix adjust. 70/208(34%) 110/208(52%) 11/208(5%)

Features:
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https://www.ncbi.nlm.nih.gov/protein/583217048?report=genbank&log$=protalign&blast_rank=4&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/60391907?report=genbank&log$=protalign&blast_rank=5&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/675969832?report=genbank&log$=protalign&blast_rank=6&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/86170841?report=genbank&log$=protalign&blast_rank=7&RID=M935M1FT01R
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Query 15 NEMKERLGTGGFGNVIRWHNQETGEQIAIKQCRQELSPRNRERNCLEIQIMRRLTHPNVV 74

+ + E+LG G +G V + ++ K+ +++ +N R+ EI+IM++L HPN+V
Sbjct 72 YIIDEKLGQGTYGCVYKGIDKVTNQLYAIKEEKKD RLKNINRFFQEIEIMKKLDHPNIV 130
Query 75 AARDVPEGMQNLAPNDLPLtAMEYCQGGDLEKYLNQFENCCGLREGAIL$LLSD%A§§LR 134
Sbjct 131 KLYETYEN------ DNYIYLIMELCSG---RELFDSIIENGSFTEKNAATIMKQIFSAIF 181
Query 135 YLHENRIIHRDLKPENIVL QGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELL 194

YLH I+HRDLKPEN D G + G GT  Y+AP++L
Sbjct 182 YLHSLNIVHRDLKPENFLF SENKDSLLKIIDFGLSKNLGTGEFTTTKAGTPYYVAPQVL 241
Query 195 EQQKYTVTVDYWSFGTLAFECITGFRPF 222

D WS G+ PF

Sbjct 242 D GKYDKKCDIWSSGVIMYTLLCGYPPF 268

hypothetical protein PFDG_04193 [Plasmodium falciparum Dd2]

Sequence ID: KOB87759.1 Length: 478 Number of Matches: 1
Range 1: 130 to 321

Score Expect Method Identities Positives Gaps Frame
112 bits(280) 2e-25() Compositional matrix adjust. 71/203(35%) 107/203(52%) 11/203(5%)
Features:

+LG G +GNV++ ++ TG+ EI IM+++ HPN++ +V
Sbjct 130 KLGKGSYGNVVKAVSKRTGQQRAIKI-IEKKKIHNIERLKREILIMKQMDHPNIIKLYEV 188

Query 80 PEGMQNtAPNDLPLLAMEYCQGGDLRKYLNQFENCCGLREGAI LTLLSDIASALRYLHEN 139

Query 20 RLGTGGFGNVIRNHNQETGE%IQ%&QCRQELSPRNREEWCLEIQIMRRLTHPNVVAARDV 79

Sbjct 189 YEDNEKL------ YLVLELCDGGELFDKIVKYG---SFSEYEAYKIMKQIFSALYYCHSK 239
Query 140 RIIHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELLEQQKY 199
I+HRDLKPENI+ +IID G+A + S VGT Y+APE+L + KY

Sbjct 240 NIMHRDLKPENILYVDNTEDSPIOIIDNGFASKCMNNHNLKSVVGTPYYIAPEIL-RGKY 298
Query 200 TVTVDYWSFGTLAFECITGFRPF 222

DWS G+ + + G+ PF
Sbjct 299 DKRCDIWSSGVIMYILLCGYPPF 321

CAMKI/CDPK protein kinase [Plasmodium falciparum Santa Lucia]
Sequence ID: EUT80064.1 Length: 568 Number of Matches: 1

See 1 more title(s)
Range 1: 130 to 321

Score Expect Method Identities Positives Gaps Frame
112 bits(279) 6e-25() Compositional matrix adjust. 71/203(35%) 107/203(52%) 11/203(5%)
Features:

+LG G +GNV++ ++ TG+ M+++ HPN++ +V
Sbjct 130 KLGKGSYGNVVKAVSKRTGQURAIKI IEKKKIHNIERLKREILIMKQMDHPNIIKLYEV 188

Query 80 PEGMQNLAPNDLPLLAMEYCQGGDLRKYLNQFENCCGLREGAILTLLSDIASALRYLHEN 139
E L L +E C GG+ E I SAL Y H

Query 20 RLGTGGFGNVIRNHNQETGE§IA%§QCRQE LSPRNRERWC LEIQIMRRLTHPNVVAARDV 79

S
Sbjct 189 YEDNEKL ------ YLVLELCDGGELFDKIVKYG--—SFSEYEAYKIMKQIFSALYYCHSK 239
Query 140 RIIHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELLEQQKY 199
I+HRDLK D G+A S VGT Y+APE+L + KY

Sbjct 240 NIMHRDLKPENILYVDNTEDSPIQIIDWGFASKCMNNHNLKSWGTPYYIAPEIL RGKY 298
Query 200 TVTVDYWSFGTLAFECITGFRPF 222

DWS G+ + + G+ PF
Sbjct 299 DKRCDIWSSGVIMYILLCGYPPF 321

calcium-dependent protein kinase, putative [Plasmodium falciparum 3D7]
Sequence ID: XP_001350105.1 Length: 568 Number of Matches: 1

See 10 more title(s)
Range 1: 130 to 321

Score Expect Method Identities Positives Gaps Frame
111 bits(278) 6e-25() Compositional matrix adjust. 71/203(35%) 107/203(52%) 11/203(5%)
Features:

Query 20 RLGTGGFGNVIRWHNQETGEQIAIKQCRQELSPRNRERWCLEIQIMRRLTHPNVVAARDV 79
+LG G +GNV++ ++ TG+Q AI ++ EI IM+++ HPN++  +V

Sbjct 130 KLGKGSYGNVVKAVSKRTGQQRAIKI-IEKKKIHNIERLKREILIMKQMDHPNIIKLYEV 188

Query 80  PEGMQNLAPNDLPLLAMEYCQGGDLRKYLNQFENCCGLREGAILTLLSDIASALRYLHEN 139

3 E + L +E C GG+L  + ++ E ++ T SAL Y H
Sbjct 189 YEDNEKL------ YLVLELCDGGELFDKIVKYG---SFSEYEAYKIMKQIFSALYYCHSK 239
Query 140 RIIHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELLEQQKY 199

I+HRDLKPENI+ +IID G+A + S VGT Y+APE+L + KY

Sbjct 240 NIMHRDLKPENILYVDNTEDSPIQIIDWGFASKCMNNHNLKSWGTPYYIAPEIL RGKY 298

Query 200 TVTVDYWSFGTLAFECITGFRPF 222
WS G++ +G+P
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https://www.ncbi.nlm.nih.gov/protein/914581342?report=genbank&log$=protalign&blast_rank=8&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/579329134?report=genbank&log$=protalign&blast_rank=9&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/124513498?report=genbank&log$=protalign&blast_rank=10&RID=M935M1FT01R
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Sbjct 299 DKRCDIWSSGVIMYILLCGYPPF 321

CAMKI/CDPK protein kinase, partial [Plasmodium falciparum MaliPS096_E11]

Sequence ID: ETW46239.1 Length: 503 Number of Matches: 1
Range 1: 65 to 256

Score Expect Method Identities Positives Gaps Frame
110 bits(276) 8e-25() Compositional matrix adjust. 71/203(35%) 106/203(52%) 11/203(5%)
Features:

Query 20 RLGTGGFGNVIRNHNQETGE IAIKQCRQELSPRNRERWCLEIQIMRRLTHPNVVAARDV 79
LG G +GNV TG+ N ER M+++ HPN++ +V
Sbjct 65 KLGKGSYGNVVKAVSKRTGQ RAIKI IEKKKIHNIERLKREILIMKQMDHPNIIKLYEV 123
Query 80 PEGMQNtAPNDLPLtAMEYCQGGDtRKYLNQFENCCGLREGAILTLLSD%ASﬁtR¥LHEN 139
Sbjct 124 YEDNEKL------ YLVLELCDGGEL - - -FDKIVKYGSFSEYEAYKIMKQIFSALYYCHSK 174
Query 140 RIIHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELLEQQKY 199
I+HRDLKPENI+ +IID G+A + S VGT Y+APE+L + KY
Sbjct 175 NIMHRDLKPENILYVDNTEDSPIQIIDWGFASKCMNNHNLKSVVGTPYYIAPEIL RGKY 233
Query 200 TVTVDYWSFGTLAFECITGFREF 222

DWS G+ + + G+
Sbjct 234 DKRCDIWSSGVIMYILLCGYPPF 256

CAMK/CDPK protein kinase [Plasmodium falciparum IGH-CR14]

Sequence ID: KNG78610.1 Length: 540 Number of Matches: 1
Range 1: 102 to 293

Score Expect Method Identities Positives Gaps Frame
110 bits(276) 1e-24() Compositional matrix adjust. 71/203(35%) 106/203(52%) 11/203(5%)
Features:

. +LG G +GNV++ ++ TG+ EI IM+++ HPN++  +V
Sbjct 102 KLGKGSYGNVVKAVSKRTGQURAIKI IEKKKIHNIERLKREILIMKQMDHPNIIKLYEV 160

Query 80 PEGMQNLAPNDLPLLAMEYCQGGDLRKYLNQFENCCGLREGAILTLLSDIASALRYLHEN 139

Query 20 RLGTGGFGNVIRWHNQETGE%IAIKQCRQE LSPRNRERWC LEIQIMRRLTHPNWAARDV 79

E + L L +E C GG+L ++ E ++ I SAL Y H
Sbjct 161 YEDNEKL------ YLVLELCDGGEL - - -FDKIVKYGSFSEYEAYKIMKQIFSALYYCHSK 211
Query 140 RIIHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPELLEQQKY 199

I+HRDLK D G+A SV Y+APE+L + KY

Sbjct 212 NIMHRDLKPENILYVDNTEDSPIQIIDWGFASKCMNNHNLKSWGTPYYIAPEIL RGKY 270
Query 200 TVTVDYWSFGTLAFECITGFRPF 222

DWS G+ + + G+ PF
Sbjct 271 DKRCDIWSSGVIMYILLCGYPPF 293

hypothetical protein PFHG_03252 [Plasmodium falciparum HB3]

Sequence ID: KOB61520.1 Length: 310 Number of Matches: 1
Range 1: 2 to 238

Score Expect Method Identities Positives Gaps Frame

105 bits(263) 3e-24() Compositional matrix adjust. 74/251(29%) 128/251(50%) 23/251(9%)

Features:
Query 13 GAWEMKERLGTGGFGNVI- - - -RWHNQETGEQIAIKQCRQELSPRNRERWCL-EIQIMRR 67
+E +G G +GN I R ++ + I 1 + +R CL E++++ +
Sbjct 2 NKYEKIRDIGKGNYGNTILVRDRKNDHYVMKIINISQMSQK----- EKRQCLKEVELLSK 56
Query 68 LTHPNVVAARDVPEGMQNLAPNDLPLLAMEYEQSGDLRKYL NQFENCCGLREGAILTLL 126
Sbjct 57 LNHPFIVKY------ IESYIEGDTLRIVMKHCKGGDLYHYIQNKKKQNTPIKEKRILIWL 110
Query 127 SDIASALRYLHENRITIHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQG- SLCTSFVGT 185
+ I +AL++LH N I+HRD+K NI++ ++R+ ++ D G +K L+ +GT
Sbjct 111 TQILTALKFLHSNHILHRDMKSLNILI- DSDKRV-—RLCDFGISKVLENTLDYANTLIGT 167
Query 186 LQYLAPEkLEQQKYTVTVDYWSFgTLAFECI$GFRPFLPNWQPV§WHSKVRQKSEVDI-- 243
+ +KY+
Sbjct 168 PYYLSPELCKDKKYSWPSDVWATGCLIYELATFRTPFHSTKGIQQLCYNIRYAPIPDLPN 227
Query 244 VVSEDLNGTVK 254

+ S++LN K
Sbjct 228 TIYSKELNNIYK 238

protein kinase [Plasmodium falciparum 3D7]
Sequence ID: XP_002808785.1 Length: 310 Number of Matches: 1

See 5 more title(s)
Range 1: 2 to 238
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https://www.ncbi.nlm.nih.gov/protein/574984862?report=genbank&log$=protalign&blast_rank=11&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/910275081?report=genbank&log$=protalign&blast_rank=12&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/914548491?report=genbank&log$=protalign&blast_rank=13&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/296004870?report=genbank&log$=protalign&blast_rank=14&RID=M935M1FT01R
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Score Expect Method Identities Positives Gaps Frame
105 bits(262) 4e-24() Compositional matrix adjust. 74/251(29%) 128/251(50%) 23/251(9%)
Features:

Query 13 GANEMKERLGTGGFGNVI----RWHNQETGEQ%A%K%CR%ELSPRNRERWCL EIQIMRR 67

+E +G G +GN I R ++ + + CL E++++ +
Sbjct 2 NKYEKIRDIGKGNYGNTILVRDRKNDHYVMKIINISQMSQK----- EKRQCLKEVELLSK 56

Query 68 IETHBNVVAARDVPEGMQNLAPNDLPLLAMEYEQEEDLRKYL NQFENCCGLREGAILTLL 126
Sbjct 57 LNHPFIVKY------ IESYIEGDTLRIVMKHCKGGDLYHYIQNKKKQNTPIKEKRILIWL 110

Query 127 SDIASALRYLHENRITHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQG- SLCTSFVGT 185
+ I +AL++LH N I+HRD+K NI++ ++R+ ++ D G +K L+ +GT
Sbjct 111 TQILTALKFLHSNHILHRDMKSLNILI- DSDKRV--RLCDFGISKVLENTLDYANTLIGT 167
Query 186 LQYtAEEII:LEQQKYTVTVDYWSFSTLAFECITGFREFLPNNQPV§WHSKVRQKSEVDI-- 243
+ + +
Sbjct 168 PYYLSPELCKDKKYSWPSDVWATGCLIYELATFRTPFHSTKGIQQLCYNIRYAPIPDLPN 227
Query 244 VVSEDLNGTVK 254

+ S++LN
Sbjct 228 IYSKELNNIYK 238

CAMK/CAMKL protein kinase [Plasmodium falciparum Vietnam Oak-Knoll (FVO)]
Sequence ID: ETW17165.1 Length: 367 Number of Matches: 1

See 7 more title(s)
Range 1: 107 to 309

Score Expect Method Identities Positives Gaps Frame
106 bits(264) 6e-24() Compositional matrix adjust. 71/214(33%) 109/214(50%) 17/214(7%)
Features:

. + +++R+G+GGFG V + + +T +++A+K R +R L HN
Sbjct 107 YIVEKRIGSGGFGIVFQGVHIQTKQKVALKFIPKSNFLDVTDVHRVFIEI TLRGLIHNN 166

Query 73 VVAARDVPEGM§NLAPNDLPLLAMEYCQGgDI[RKYL NQFENCCGLREGAItTtLSD%AS 131
+ Y+ N+F
Sbjct 167 TIIKMYDVNH-F

Query 15 WEMKERLGTGGFGNVIRWHNQETGEQIAIKQCRQE -- II:SPRNRERNCLE%§IMRRLTHPN 72

N
NYV----- CLIMEYAINGDLKNYIKNKFNGFLSEKEAHDLFL--QIVK 218
Query 132 ALRYLHENRIIHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAP 191
+YH I+HRDLK ENI+L —~ ++++ KI D G + GT Y+AP
Sbjct 219 GVYYCHSKHIVHRDLKLENILL---DEKMTCKIADFGLSDFVNVDQNIKTEAGTKAYIAP 275
Query 192 ELLEQQOKYTVTV---DYWSFGTLAFECITGFRPF 222
E V. DWS GLF GF PF

++ +
Sbjct 276 EIIFNQTINYSVFKLDIWSLGILLFIMTQGFAPF 309

serine/threonine protein kinase [Plasmodium falciparum 3D7]
Sequence ID: XP_001349887.1 Length: 367 Number of Matches: 1

See 7 more title(s)
Range 1: 107 to 309

Score Expect Method Identities Positives Gaps Frame
105 bits(263) 7e-24() Compositional matrix adjust. 71/214(33%) 109/214(50%) 17/214(7%)
Features:

. + +++R+G+GGFG V +T +++A+K R +EIQ +R L H N
Sbjct 107 YIVEKRIGSGGFGIVFQGVHIQTKQKVALKFIPKSNFLDVTDVHRVFIEI TLRGLIHNN 166

Query 73 VVAARDVPEGHONLAPNDLPLLAMEYCQGGDLRKYL-NOFENCCGLREGAILTLLSDIAS 131
DV N L MEY ~ GDL+ Y+ N+F +E L L I
Sbjct 167 IIKMYDVNH-FQNYV----- CLIMEYAINGDLKNYIKNKFNGFLSEKEAHDLFL--QIVK 218
Query 132 ALRYLHENRITHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAP 191
+ ++++
Sbjct 219 GVYYCHSKHIVHRDLKLENILL---DEKMTCKIADFGLSDFVNVDQNIKTEAGTKAYIAP 275
Query 192 ELLEQ§KYTVTV---DYWSFGTLAFECITGFRPF 222
++ +

V. DWSGLF GF PF
Sbjct 276 EIIFNQTINYSVFKLDIWSLGILLFIMTQGFAPF 309

Query 15 WEMKERLGTGGFGNVIRWHNQETGEQIAIKQCRQE -- tSPRNRERNCLEI%lMRRLTHPN 72

CAMK protein kinase [Plasmodium falciparum Tanzania (2000708)]

Sequence ID: ETW35934.1 Length: 655 Number of Matches: 1
Range 1: 211 to 410

Score Expect Method Identities Positives Gaps Frame

108 bits(270) 9e-24() Compositional matrix adjust. 69/209(33%) 105/209(50%) 10/209(4%)

Features:

Query 15 WEMKERLGTGGFGNVIRWHNQETGEQIAIKQC RQELSPRNRERWCLEIQIMRRLTHPNV 73
V R +T + AIK +S +E EI I+R L

+E+ E+LG G I HPNV
Sbjct 211 YELHEQLGQGKFSTVYRGINKQTNSEFAIKVIDKRSVSIYEKELLRSEISILRLLRHPNV 270

https://blast.ncbi.nim.nih.gov/Blast.cgi
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https://www.ncbi.nlm.nih.gov/protein/574748870?report=genbank&log$=protalign&blast_rank=15&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/124513062?report=genbank&log$=protalign&blast_rank=16&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/574973771?report=genbank&log$=protalign&blast_rank=17&RID=M935M1FT01R
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Query 74 VAARDVPEGMONLAPNDLPLLAMEYCQGGDLRKYLNQFENCCGLREGALLTLLSDIASAL

+

Sbjct 271 TIYLKEIINTKETL------ YISMELVKGGELYDFLLAETRLSETHANKIITQL - - - IKTV

Query 134 RYLHENRIIHRDLKPENIVLOQGEQRLIHKIIDLGYAKELDQGSLCTSFVGTLQYLAPEL
YLH  TTHRD+KPENT+L K+ D G + L GTL Y+APE+

Sbjct 322 AVLHRCGIIHRDIKPENILLTDKSRDAQIKLTDFGLSTLCAPNELLKEPCGTLAYVAPEV

Query 194 LEQ§KYTVTVBYWSFGTLAFECITGFRPF 222

S G + +G
Sbjct 382 ITLQGYNHKVDAWSIGIILYLLLSGKLPF 410

hypothetical protein PFHG_04713 [Plasmodium falciparum HB3]

Sequence ID: KOB62953.1 Length: 1361 Number of Matches: 1
Range 1: 905 to 1116

Score Expect Method Identities Positives Gaps

133
321
193
381

Frame

108 bits(271) 1e-23() Compositional matrix adjust. 70/221(32%) 108/221(48%) 10/221(4%)

Features:

Query 3 WSPSLTTQTCGAWEMKERLGTGGFGNVIRWHNQETGEQIAIKQC RQELSPRNRERNCLE
+S + +E+ E+LG G F V R N++T AIK +E E

Sbjct 905 YSSTKQNTLYNLYELHEQLGQGKFSTVYRGINKQTNSEFAIKVIDKRSVSIYEKELLRSE

Query 62 %Q%MsRkTHPNVVAARDVPEGMQNLAPNDLPLLAMEYCQGGDLRKYLNQFENCCGLREGA
+

Sbjct 965 ISILRLLRHPNVIYLKEIINTKETL------ YISMELVKGGELYDFLLAETRLSEIHANK

Query 122 ILTLLSDIASALRYLHENRIIHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQGSLCTS
T IIHRD+KPENI+L K+ D G +

I+ YLH
Sbjct 1019 IITQL---IKTVAYLHRCGIIHRDIKPENILLTDKSRDAQIKLTDFGLSTLCAPNELLKE
Query 182 FVGTLQYLAPELLEQ§KYTVTVDYW§FGTLAFECITGFRPF 222

GTL Y+APE++ D G + + ++G
Sbjct 1076 PCGTLAYVAPEVITLQGYNHKVDAWSIGIILYLLLSGKLPF 1116

CAMK protein kinase [Plasmodium falciparum CAMP/Malaysia]

Sequence ID: ETW60594.1 Length: 1993 Number of Matches: 1
Range 1: 1537 to 1748

Score Expect Method Identities Positives Gaps

61
964
121
1018
181
1075

Frame

108 bits(271) 2e-23() Compositional matrix adjust. 70/221(32%) 108/221(48%) 10/221(4%)

Features:

Query 3 wgPSLTTQTCGAWEMKERLgTGGFGNVIEWHHQE;GEQIA%&QC RQEL%PRNRERWCLE
Sbjct 1537 YSSTKQNTLYNLYELHEQLGQGKFSTVYRGINKQTNSEFAIKVIDKRSVSIYEKELLRSE
Query 62 IQIMRRLTHPNWAARDVPEGMQNLAPNDLPLLAMEYCQGGDLRKYLNQFENCCGLREGA

I I+R L HPNV+ +++ L ++M +GG+L  +L +
Sbjct 1597 ISILRLLRHPNVIYLKEIINTKETL ------ YISMELVKGGELYDFLLAETRLSEIHANK
Query 122 ILTLLSDIASALRYLHENRHHEBLKPENIVLQQGEQRLIHKIIDLGYAKELDQGSLCTS
+K

Sbjct 1651 IITQL---IKTVAYLHRCGIIHRDIKPENILLTDKSRDAQIKLTDFGLSTLCAPNELLKE
Query 182 FVGTLQYLAPELLEQ§K¥TVT¥DY“§FGTLAFECITGFRPF 222

. GTL Y+APE++ D G+ + +4G
Sbjct 1708 PCGTLAYVAPEVITLQGYNHKVDAWSIGIILYLLLSGKLPF 1748

serine/threonine protein kinase [Plasmodium falciparum UGT5.1]

Sequence ID: EWC77408.1 Length: 224 Number of Matches: 1
Range 1: 4 to 204

Score Expect Method Identities Positives Gaps

61
1596
121
1650
181
1707

Frame

101 bits(251) 2e-23() Composition-based stats. 67/215(31%) 117/215(54%) 21/215(9%)

Features:

Query 15 WEMKERLGTGGFGNVI - - - -RWHNQETGEQIAIKQCRQELSPRNRERWCL -EIQIMRRLT
+E +G G +GN I R ++ + I 1 + +R CL E++++ +L
Sbjct 4 YEKIRDIGKGNYGNTILVRDRKNDHYVMKIINISQMSQK----- EKRQCLKEVELLSKLN
Query 70 HENV&AARDVPEGMQNLAPNDLPLLAMEYEQgthRKyL NQFENCCGLREGAILTLLSD
+ +
Sbjct 59 HPFIV------ KYIESYIEGDTLRIVMKHCKGGDLYHYIQNKKKQNTPIKEKRILIWLTQ
Query 129 IASALRYLHENRIIHRDLKPENIVLQQGEQRLIHKIIDLGYAKELDQG SLCTSFVGTLQ
+AL++LH N I+HRD+K NI++ ++R+ ++ D G +K L+ +GT
Sbjct 113 ILTALKFLHSNHILHRDMKSLNILIDS DKRV--RLCDFGISKVLENTLDYANTLIGTPY
Query 188 YLAPELLEQQKYTVTVDYWSFGTLAFECITGFRPF 222

YL+PEL + +KY+ D W+ G L +E T PF
Sbjct 170 YLSPELCKDKKYSWPSDVWATGCLIYELATFRTPF 204

BLAST is a registered trademark of the National Library of Medicine
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69
58
128
112
187
169
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https://www.ncbi.nlm.nih.gov/protein/914550295?report=genbank&log$=protalign&blast_rank=18&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/575000120?report=genbank&log$=protalign&blast_rank=19&RID=M935M1FT01R
https://www.ncbi.nlm.nih.gov/protein/583216478?report=genbank&log$=protalign&blast_rank=20&RID=M935M1FT01R
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