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RID OENEJBFGO1S (Expires on 10-20 19:12 pm)

QueryID |cljQuery 361058 Database Name nr
Description gene_678|GeneMarkhmm|316_aal-{36694|37644 Cry02|50.0| Description Al non-redundant GenBank CDS
Molecule type amino acid ranslations+PDB+SwissProt+PIR+PRF excluding environmental
Query Length 316 samples from WGS projects

Program BLASTP 251+ p Citation

Other reports: & Search Summary [Taxonomy reports] [Distance tree of resuits] [Related Stuctures] [Multipie alignment]
=] Summ
(©) Show Conserved Domains

Putative conserved domains have been detected, click on the image below for detailed results.
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SDescriptions
Select: All None Selected:0
i Alignments . =
s e o s

) transposase inibacillus macroides 483 483 7/% 3e169 97% WP 0539933951
) tan inibacillys macroi 470 470 T7T% 2e-164 94% WP 0539941921
) putative ransposase family protein [Bacillus coagulans DSM 1 = ATCC 7050] 450 450 T77% 4e-161 91% AJHTT7031

T ransposase [Bacillus amyloliguefaciens 458 458 7/ 1e-159 91% WP 0655225091
) an ill lan 456 456 T77% B8e-159 91% WP 0140970551
- transposase [Bacillus coagulans] 449 449 Ti% Te-156 90% WP 0425124061
T wransposase [Bacillus sp. 1NLA3E 431 431 7% 1e-148 86% WP 015594277.1
) tansposase [Bacillus coaguian 429 420 77% 3e148 86% WP 0138585081
" wansposase [Bacillus coaguians 423 423 TM% 1e-145 87% WP 0138583611
‘:- ransposase [Bacillus coagulans 419 419 7% Te-144 B86% WP 0425124021

2) Protein Sequence (71 letters)
RID OENTB34UOIN (Expires on 10-20 19:21 pm)
Query ID IcijQuery_91838 Database Name nr
Description None Description Al non-redundant GenBank CDS
QueryLength 71 samples from WGS projects

Program BLASTP 25.1+ p Citation

Other reports: b Search Summary [Taxonomy repors] [Distance ree of results] [Related Stuctures] [Multiple alignmend

# Graphic Summary

EDescriptions
Sequences producing significant alignments:
Select: All None Selected:0
i Alignments o

Description x ::): (i;-; v:ue Ident Accession

") hypothetical protein [Bacillus cereus] 90.1 90.1 B4% 3e-22 63% WP 688
? membrane protein [Bacillus cereus 894 894 88% 5e-22 59% WP 000877833.1
5 hypothefical protein cillus sp. FIAT-1801 894 894 B4% 6Ge22 63% WP 0535981321
& othetical protein [Bacillus cereu 89.4 894 B9% 7e-22 59% WP 0008778291
) MULTISPECIES: membrane protein [Bacillus cereus group] 890 800 B88% 7e22 50% WP 0008778281
) membrane protein [Bacillus cereus 890 89.0 88% Be22 59% WP 0021707191
") MULTISPECIES: membrane protein [Bacilly 890 89.0 83% B8e-22 59% WP 77827
T' membrane protein [Bacillus cereus 890 89.0 83% Oe-22 599% WP 0008778261
) hypothetical protein [Bacillus cecembensis 894 894 90% 1le2?1 61% WP 0579824681
) membrane protein [Kurthia massiliensi 886 886 88% 1e-21 63% WP 0102895601




3)

Coils output for Cry2Ac8

4)
Coils output for gene 678

[SREC-Sarver] Date: Wed Oct 19 18:09:45 2016
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NCOILS version

1.6

using MTIDK matrix

no weights

it file is COILS.16818.

2485.seq

Coils cutput for Cry2Rcd
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NCOILS wversion 1.8
ng MTIDK matrix

is COILS.20806.6174.seq

Coils sutput for umkhown
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