Dr. Fray’s aiiA

A further twist to the tale – our new aiiA is aiiA, however it is not the one we believed we had been sent.

The one we have is:

Bacillus sp. 240B1 putative metallohydrolase (aiiA) gene

Dong,Y.H., Xu,J.L., Li,X.Z. and Zhang,L.H.
Sequencing results:

ATGACAGTAAAGAAGCTTTATTTCGTCCCAGCAGGTCGTTGTATGTTGGATCATTCGTCTGTTAATAGTACATTAACACCAGGAGAATTATTAGACTTACCGGTTTGGTGTTATCTTTTGGAGACTGAAGAAGGACCTATTTTAGTAGATACAGGTATGCCAGAAAGTGCAGTTAATAATGAAGGTCTTTTTAACGGTACATTTGTCGAAGGGCAGGTTTTACCGAAAATGACTGAAGAAGATAGAATCGTGAATATTTTAAAACGGGTTGGTTATGAGCCGGAAGACCTTCTTTATATTATTAGTTCTCACTTGCATTTTGATCATGCAGGAGGAAATGGCGCTTTTATAAATACACCAATCATTGTACAGCGTGCTGAATATGAGGCGGCGCAGCATAGCGAAGAATATTTGAAAGAATGTATATTGCCGAATTTAAACTACAAAATCATTGAAGGTGATTATGAAGTCGTACCAGGAGTTCAATTATTGCATACACCAGGCCATACTCCAGGGCATCAATCGCTATTAATTGAGACAGAAAAATCCGGTCCTGTATTATTAACGATTGATGCATCGTATACGAAAGAGAATTTTGAAAATGAAGTGCCATTTGCGGGATTTGATTCAGAATTAGCTTTATCTTCAATTAAACGTTTAAAAGAAGTGGTGATGAAAGAGAAGCCGATTGGTTTCCTTGGACATGATATAGAGCAGGAAAGGGGATGTAAA

Expected results:

ATGACAGTAAAGAAGCTTTATTTCGTACCAGCAGGTCGTTGTATGTTGGATCATTCGTCTGTTAACAGTACATTAACACGAGGGGAATTATTAGACTTACCGGTTTGGTGTTATCTTTTGGAGACTGAAGAAGGACCTATTTTAGTAGATACAGGTATGCCAGAAAGTGCGGTTAATAATGAAGGCCTTTTTAACGGTACATTTGTTGAAGGACATATTTTACCAAAAATGACTGAAGAAGATAGAATCGTGAATATTTTAAAACGCGTTGGTTATGAGCCGGAAGACCTTCTTTATATTATTAGTTCTCACTTACATTTTGATCATGCAGGAGGAAATGGTGCTTTTACAAATACACCGATTATTGTGCAGCGTGCTGAATACGAGGCGGCACAACATAGTGAAGAATATATGAAAGAATGTATATTGCCGAATTTGAAATACAAGATCATTGAAGGGGATTATGAAGTCGTACCAGGAGTTCAATTATTGTATACACCAGGACATACTCCGGGGCATCAGTCGCTATTAATTGAGACAGAAAAATCCGGTCCTGTGTTATTAACGATTGATGCATCTTATACGAAAGAAAATTTTGAAGATGAAGTGCCGTTCGCTGGATTTGATTCGGAATTAGCTTTATCTTCAATTAAACGTTTAAAAGAAGTTGTTAGGAAAGAGAACCCAATTGTTTTCTTTGGACATGATATAGAGCAGGAAAAGAGTTGTAAA

# Aligned_sequences: 2

# 1: EMBOSS_001

# 2: EMBOSS_001

# Matrix: EBLOSUM62

# Gap_penalty: 10.0

# Extend_penalty: 0.5

#

# Length: 732

# Identity:     683/732 (93.3%)

# Similarity:   683/732 (93.3%)

# Gaps:           0/732 ( 0.0%)

# Score: 3688.0

# 

#

#=======================================

EMBOSS_001         1 ATGACAGTAAAGAAGCTTTATTTCGTCCCAGCAGGTCGTTGTATGTTGGA     50

                     ||||||||||||||||||||||||||.|||||||||||||||||||||||

EMBOSS_001         1 ATGACAGTAAAGAAGCTTTATTTCGTACCAGCAGGTCGTTGTATGTTGGA     50

EMBOSS_001        51 TCATTCGTCTGTTAATAGTACATTAACACCAGGAGAATTATTAGACTTAC    100

                     |||||||||||||||.|||||||||||||.|||.||||||||||||||||

EMBOSS_001        51 TCATTCGTCTGTTAACAGTACATTAACACGAGGGGAATTATTAGACTTAC    100

EMBOSS_001       101 CGGTTTGGTGTTATCTTTTGGAGACTGAAGAAGGACCTATTTTAGTAGAT    150

                     ||||||||||||||||||||||||||||||||||||||||||||||||||

EMBOSS_001       101 CGGTTTGGTGTTATCTTTTGGAGACTGAAGAAGGACCTATTTTAGTAGAT    150

EMBOSS_001       151 ACAGGTATGCCAGAAAGTGCAGTTAATAATGAAGGTCTTTTTAACGGTAC    200

                     ||||||||||||||||||||.||||||||||||||.||||||||||||||

EMBOSS_001       151 ACAGGTATGCCAGAAAGTGCGGTTAATAATGAAGGCCTTTTTAACGGTAC    200

EMBOSS_001       201 ATTTGTCGAAGGGCAGGTTTTACCGAAAATGACTGAAGAAGATAGAATCG    250

                     ||||||.|||||.||..|||||||.|||||||||||||||||||||||||

EMBOSS_001       201 ATTTGTTGAAGGACATATTTTACCAAAAATGACTGAAGAAGATAGAATCG    250

EMBOSS_001       251 TGAATATTTTAAAACGGGTTGGTTATGAGCCGGAAGACCTTCTTTATATT    300

                     ||||||||||||||||.|||||||||||||||||||||||||||||||||

EMBOSS_001       251 TGAATATTTTAAAACGCGTTGGTTATGAGCCGGAAGACCTTCTTTATATT    300

EMBOSS_001       301 ATTAGTTCTCACTTGCATTTTGATCATGCAGGAGGAAATGGCGCTTTTAT    350

                     ||||||||||||||.||||||||||||||||||||||||||.|||||||.

EMBOSS_001       301 ATTAGTTCTCACTTACATTTTGATCATGCAGGAGGAAATGGTGCTTTTAC    350

EMBOSS_001       351 AAATACACCAATCATTGTACAGCGTGCTGAATATGAGGCGGCGCAGCATA    400

                     |||||||||.||.|||||.||||||||||||||.||||||||.||.||||

EMBOSS_001       351 AAATACACCGATTATTGTGCAGCGTGCTGAATACGAGGCGGCACAACATA    400

EMBOSS_001       401 GCGAAGAATATTTGAAAGAATGTATATTGCCGAATTTAAACTACAAAATC    450

                     |.|||||||||.|||||||||||||||||||||||||.||.|||||.|||

EMBOSS_001       401 GTGAAGAATATATGAAAGAATGTATATTGCCGAATTTGAAATACAAGATC    450

EMBOSS_001       451 ATTGAAGGTGATTATGAAGTCGTACCAGGAGTTCAATTATTGCATACACC    500

                     ||||||||.|||||||||||||||||||||||||||||||||.|||||||

EMBOSS_001       451 ATTGAAGGGGATTATGAAGTCGTACCAGGAGTTCAATTATTGTATACACC    500

EMBOSS_001       501 AGGCCATACTCCAGGGCATCAATCGCTATTAATTGAGACAGAAAAATCCG    550

                     |||.||||||||.||||||||.||||||||||||||||||||||||||||

EMBOSS_001       501 AGGACATACTCCGGGGCATCAGTCGCTATTAATTGAGACAGAAAAATCCG    550

EMBOSS_001       551 GTCCTGTATTATTAACGATTGATGCATCGTATACGAAAGAGAATTTTGAA    600

                     |||||||.||||||||||||||||||||.|||||||||||.|||||||||

EMBOSS_001       551 GTCCTGTGTTATTAACGATTGATGCATCTTATACGAAAGAAAATTTTGAA    600

EMBOSS_001       601 AATGAAGTGCCATTTGCGGGATTTGATTCAGAATTAGCTTTATCTTCAAT    650

                     .||||||||||.||.||.|||||||||||.||||||||||||||||||||

EMBOSS_001       601 GATGAAGTGCCGTTCGCTGGATTTGATTCGGAATTAGCTTTATCTTCAAT    650

EMBOSS_001       651 TAAACGTTTAAAAGAAGTGGTGATGAAAGAGAAGCCGATTGGTTTCCTTG    700

                     ||||||||||||||||||.||.|.|||||||||.||.||||.||||.|||

EMBOSS_001       651 TAAACGTTTAAAAGAAGTTGTTAGGAAAGAGAACCCAATTGTTTTCTTTG    700

EMBOSS_001       701 GACATGATATAGAGCAGGAAAGGGGATGTAAA    732

                     |||||||||||||||||||||.|.|.||||||

EMBOSS_001       701 GACATGATATAGAGCAGGAAAAGAGTTGTAAA    732

