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Results for job clustalo-I20220207-164002-0568-45205873-p2m

CLUSTAL O(1.2.4) multiple sequence alignment


SEQ_ID_90_US11180769       MCVETENNDGIPTVEIAFDGERERAEANVKLSAEKMEPAALAKTFARRYVVIEGVEYDVT	60

SEQ_ID_2_WO2013153404      MCVETENNDGIPTVEIAFDGERERAEANVKLSAEKMEPAALAKTFARRYVVIEGVEYDVT	60

                           ************************************************************


SEQ_ID_90_US11180769       DFKHPGGTVIFYALSNTGADATEAFKEFHHRSRKARKALAALPSRPAKTAKVDDAEMLQD	120

SEQ_ID_2_WO2013153404      DFKHPGGTVIFYALSNTGADATEAFKEFHHRSRKARKALAALPSRPAKTAKVDDAEMLQD	120

                           ************************************************************


SEQ_ID_90_US11180769       FAKWRKELERDGFFKPSPAHVAYRFAELAAMYALGTYLMYARYVVSSVLVYACFFGARCG	180

SEQ_ID_2_WO2013153404      FAKWRKELERDGFFKPSPAHVAYRFAELAAMYALGTYLMYARYVVSSVLVYACFFGARCG	180

                           ************************************************************


SEQ_ID_90_US11180769       WVQHEGGHSSLTGNIWWDKRIQAFTAGFGLAGSGDMWNSMHNKHHATPQKVRHDMDLDTT	240

SEQ_ID_2_WO2013153404      WVQHEGGHSSLTGNIWWDKRIQAFTAGFGLAGSGDMWNSMHNKHHATPQKVRHDMDLDTT	240

                           ************************************************************


SEQ_ID_90_US11180769       PAVAFFNTAVEDNRPRGFSKYWLRLQAWTFIPVTSGLVLLFWMFFLHPSKALKGGKYEEL	300

SEQ_ID_2_WO2013153404      PAVAFFNTAVEDNRPRGFSKYWLRLQAWTFIPVTSGLVLLFWMFFLHPSKALKGGKYEEL	300

                           ************************************************************


SEQ_ID_90_US11180769       VWMLAAHVIRTWTIKAVTGFTAMQSYGLFLATSWVSGCYLFAHFSTSHTHLDVVPADEHL	360

SEQ_ID_2_WO2013153404      VWMLAAHVIRTWTIKAVTGFTAMQSYGLFLATSWVSGCYLFAHFSTSHTHLDVVPADEHL	360

                           ************************************************************


SEQ_ID_90_US11180769       SWVRYAVDHTIDIDPSQGWVNWLMGYLNCQVIHHLFPSMPQFRQPEVSRRFVAFAKKWNL	420

SEQ_ID_2_WO2013153404      SWVRYAVDHTIDIDPSQGWVNWLMGYLNCQVIHHLFPSMPQFRQPEVSRRFVAFAKKWNL	420

                           ************************************************************


SEQ_ID_90_US11180769       NYKVMTYAGAWKATLGNLDNVGKHYYVHGQHSGKTA	456

SEQ_ID_2_WO2013153404      NYKVMTYAGAWKATLGNLDNVGKHYYVHGQHSGKTA	456

                           ************************************


PLEASE NOTE: Showing colors on large alignments is slow.

CSIRO  Ex. 1020

https://www.ebi.ac.uk/Tools/
https://www.ebi.ac.uk/Tools/msa

