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m National Library of Medicine

National Center for Biotechnology Information

—
BLAST @ » blastp suite » results for RID-NU27V1MY014 Home Recent Results Saved Strategies Help (AL
< Edit Search Save Search Search Summary v @ How to read this report? E8 BLAST Help Videos “DBack to Traditional Results Page [+
Job Title Protein Sequence Filter Results
RID NU27VIMYQ14 Search expires on 01-07 20:07 pm Download All v
itati Organism only top 20 will appear IS4
Program BLASTP@ Citation v g (=) a8
. Type common name, binomial, taxid or group name ‘
Database ClusteredNR  See details v ‘ » eroue
+ Add organism
Query ID Icl|Query_3932045
Description unnamed protein product Percent Identity E value Query Coverage
Molecule type  amino acid ‘ ‘ to ‘ ‘ to ‘ ‘ to ‘
Query Length 1334
Other reports Distance tree of results Multiple alignment MSA viewer @ m
m Graphic Summary Alignments Taxonomy
Clusters producing significant alignments Download ¥ Select columns ~  Show e
select all 100 clusters selected GenPept  Graphics Distance tree of results  Multiple alignment MSA Viewer
: Max Total Query E Per. Acc.
Cluster Composition Cluster Ancestor Cluster Representative Sequence
- - - Score Score Cover value Ident Len Accession
Click the EHto see the cluster contents - - - - At -
1 member(s), 1 organism(s) g-proteobacteria type V CRISPR-associated protein Cas12a/Cpf1 [Succinivibrio dextrino... 2685 2685 100% 0.0 100.00% 1334 WP_031492824 1
1 member(s), 1 organism(s) g-proteobacteria type V CRISPR-associated protein Cas12a/Cpf1 [Succinivibrio sp.] 728 728 50% 0.0 57.86% 682 MGN1280677.1
1 member(s), 1 organism(s) g-proteobacteria type V CRISPR-associated protein Cas12a/Cpf1 [Succinivibrionaceae ... 1111 1111 89% 0.0 4687% 1301 MGN1382737.1 =
B3 member(s), 1 organism(s) g-proteobacteria type V CRISPR-associated protein Cas12a/Cpf1 [Succinivibrio sp.] 1116 1116  100% 0.0 46.11% 1301 MDD60684651 %
1 member(s), 1 organism(s) g-proteobacteria type V CRISPR-associated protein Cas12a/Cpf1 [Succinatimonas sp.] 1068 1088 100% 0.0 4536% 1302 MCI6345495.1 Lo
E1 member(s), 1 organism(s) g-proteobacteria type V CRISPR-associated protein Cas12a/Cpf1 [Ruminobacter sp.] 961 961  100% 0.0 4336% 1328 MBR1924181.1 m
1 member(s), 1 organism(s) firmicutes type V CRISPR-associated protein Cas12a/Cpf1 [Phascolarctobacteriu... 896 898 100% 00 41.26% 1297 MBQO764161.1 >
EH1 member(s), 1 organism(s) firmicutes type V CRISPR-associated protein Cas12a/Cpf1 [Anaerovoracaceaeb... 853 853 100% 0.0 3962% 1301 MEF9921705.1

% #ENCBI blast4: X * 42, &A169 K% 53| REL LT Casl2a/f 7!, bbaf L&y R 52— R & A57.86%
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R ILASa 3| F Casl2ast A 6JRECL. REC2. PIA=NUCZ M3k, J EH & HRUVCE 3

. . J L Feature Display Mode @
Entry matches to this protein® i options ~ | | Download ~ 2 visplay
(OSummary @ Full
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¥ Families
¥ Domains
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¥ Conserved Residues
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PIRSR
SITE: Binds DNA in crRNA-target DNA heteroduplex.
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Casi2a_B8SFH

Casi2a..t 1 37
Casi2a..t_1_47
Casi2a..t_1_45
Casi2a..t 1 70
Casiz2a..t_1_60
Casi2a..t 1 31
Casli2a..t_1_66
Casi2a..t_1_48
Casli2a..t_1_21
Casi2a..t 1 28
Casi2a..t_1_17
Casi2a..t 1 22
Casi2a..t_1_69
Casi2a_set 1 5
Casi2a..t 1 30
Casi2a..t_1_68
Casl2a..t_1_46
Casi2a..t 1 67
Casi2a..t_1_14
Casli2a_set 1 1
Casi2a_set 1 4
Casi2a..t_1_24
Casi2a..t 1 56
Casi2a..t 1 25
Casi2a..t_1_13
Casi2a..t 1 15
Casi2a..t_1_65
Casli2a..t_1_39
Casi2a..t 1 53
Casi2a..t_1_44
Casi2a..t_1_51
Casi2a..t 1 35
Casi2a..t_1_59
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LSFLRGNPD-INIIG
NAYLKEHPE-TPIIG
QGMIKDGEI-KHIIG
NENLGQF---THIIG
RDYIAQNDD-LQIIG
NAYLKEHPE-TPIIG
QEYLKENPD-TYIIG
IEKFLSDEK-AHIIG
RKFLKNNPE-VNIIG
LNYLKDNPD-VNIIG
NLFLRNNKD-VNIIG
LSFLRGNPD-INIIG
NSYLKHNKD-VKIIG
RNVLKNSED-TYVIG
RVLLKHDDN-PYVIG
RNLLKSCNN-NFIIG
IEAIRSNKG-TIHVIG
NRLIHDAEN-MHIIG
NETLKENFP--NIIG
NQFLKANPD-INIIG
LAYLKDNPE-VNIIG
LTYLKNNPN-VNIIG
TDYIRTADD-LHIIG
KRHIRSATD-LHIIG
NEYLKSNSD-VKIIG
LDHLKNNTD-VNIIG
LEYLQNNPE-VKIIG
NEYIKECDD-LHIIG
IDYLRTEDD-THIIG
QEVIRQNGI-THIIG
NDALRNDEK-VRVIG
NNAIRADKD-VNVIG
NDALRNDEK-VRVIG
NLLLKEAND-VHILS
NKYIAGNPD-IRIIG
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NLIYVTV
NLIYITV
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NLVYACV
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NLLYLSL
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HLVYLTL
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HLIYLTL
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} V Alphafold

Unkonwn_sequence
€ Back & Download ID Clone and reuse [3 Feedback on structure
Very high (pIDDT > 90) Confident (90 > pIDDT > 70) Low (70 > pIDDT > 50) Very low (pIDDT < 50)

ipTM=- pTM=0.84 learn more
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B 0000 ]
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Non-commercial use only, subject to AlphaFold Server Output Terms of Use; no use in docking or screening tools.
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’ VI Pymol

KM A B 50 R £
Casl2a® G £ #J8SFH Bt 47 25 44 & Ao
super(RMSD) £ X 4 2.319, LB &
A& B 6 2R FR AT AR 5

B unknown_sequence
Casl2a 8SHF

MatchAlign: aligning residues (1334 vs 1398)...

MatchAlign: score 4097.532

ExecutiveAlign: 7881 atoms aligned.

ExecutiveRMS: 475 atoms rejected during cycle 1 (RMSD=4.99).

ExecutiveRMS: 432 atoms rejected during cycle 2 (RMSD=3.93).

ExecutiveRMS: 396 atoms rejected during cycle 3 (RMSD=3.27).

ExecutiveRMS: 311 atoms rejected during cycle 4 (RMSD=2.890).
(RMSD=2.51).

ExecutiveRMS: 243 atoms rejected during cycle 5
Executive: RMSD = 2.319 (6024 to 6024 atoms)
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Unkonwn_sequence WP_031492824. 1 100
Unkonwn_sequence MGN1392737. 1 46. 6
Unkonwn_sequence MDD6068465. 1 45,9
Unkonwn_sequence MCI6345495. 1 45.1
Unkonwn_sequence MBR1924181. 1 43,3
Unkonwn_sequence MBQ9764161. 1 41.4
Unkonwn_sequence WP_407399469. 1 39.7
Unkonwn_sequence MEG1642078. 1 39.5
Unkonwn_sequence MEF9921705. 1 39. 4
Unkonwn_sequence WP _295861397. 1 39,3
Unkonwn_sequence WP _318697387. 1 39,3
Unkonwn_sequence NLMO8782. 1 39,2
Unkonwn_sequence MD09155116. 1 39.1
Unkonwn_sequence MBD5439500. 1 38.8
Unkonwn_sequence MCQ2584096. 1 38.5
Unkonwn_sequence WP _318675263. 1 38. 4
Unkonwn_sequence MCH5150260. 1 38. 4
Unkonwn_sequence WP_295359647. 1 38. 4
Unkonwn_sequence MBD5411347. 1 38.3
Unkonwn_sequence MEE1269210. 1 38. 2
Unkonwn_sequence MBR1591151.1 38.1
Unkonwn_sequence WP_370821459. 1 38.1
Unkonwn_sequence MCI7578025.1 38
Unkonwn_sequence WP_390603654. 1 37.

Unkonwn_sequence
Unkonwn_sequence
Unkonwn_sequence
Unkonwn_sequence
Unkonwn_sequence
Unkonwn_sequence
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Casl2a_8SFH
MBP5451644. 1
WP_184651713.1
MBR1537826. 1
MB04859624. 1
WP_290958800. 1
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