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PA14_18870 PGD1653857 PGD1653858 hypothetical p -1.404815237 -2.375280874 1627576 1627755 - TTGTCGCTATAAGGTGCGCCATTACCACCCCATAAGTTGGAGTGAATGTCATGGCAAAAGCCAAAGATTGTCGCTATAAGGTGCGCCATTA ATG [Alignment(seqA='---------------------------------------------------------------AAGAAGAA------------------------------', seqB='TTGTCGCTATAAGGTGCGCCATTACCACCC    8 AAGAAGAA 63 71 AAGAAGAA
PA14_01290 PGD1651049 coxB PGD1651050 cytochrome c   -0.110515807 -2.001343259 125293 126417 + GGCCGTTGGCGTCTGCCGGCGGGATAAAAACAACGATAAGGGGAACCCGAATGCTGCGACATCCACGGCCGTTGGCGTCTGCCGGCGGG ATG [Alignment(seqA='-------------------------AAAAACAA--------------------------------------------------------------------', seqB='GGCCGTTGGCGTCTGCCGGCGGGATAAAA    8 AAAAACAA 25 33 AAAAACAA
PA14_39670 PGD1657230 PGD1657231 hypothetical p -0.628706653 -1.916083394 3535826 3535948 - GTAGCCTTCCGGGGCTGGATCATTTCAACTTCTCCACAACATGATGTGTTTTGATTTTGCAAAACAAC GTAGCCTTCCGGGGCTGGATCATTTTG [Alignment(seqA='--------------------------------------------------------------AACAACAA-------------------------------', seqB='GTAGCCTTCCGGGGCTGGATCATTTCAACT    8 AACAACAA 62 70 AACAACAA
PA14_52840 PGD1659400 PGD1659401 C4-dicarboxyl   0.296486656 -1.861343686 4684070 4685065 - GTCAGGCTCGTCGATACCTCGAAAGCACAACAACAATCTGAGGTCACGAAATGTTCAAGACGATGGTGTCAGGCTCGTCGATACCTCGAAAATG [Alignment(seqA='----------------------------AACAACAA-----------------------------------------------------------------', seqB='GTCAGGCTCGTCGATACCTCGAAAGCACA    8 AACAACAA 28 36 AACAACAA
PA14_22110 PGD1654399 PGD1654400 hypothetical p 0.106640821 -1.818026999 1927460 1928419 - GAGTTTAATTAGGAGCGGGGCTGCCTTGGGCTTAATGAACAGGAATCAAGATGCCGCAACAACAATCGAGTTTAATTAGGAGCGGGGCTGCATG [Alignment(seqA='---------------------------------------------------------AACAACAA------------------------------------', seqB='GAGTTTAATTAGGAGCGGGGCTGCCTTGG    8 AACAACAA 57 65 AACAACAA
PA14_22120 PGD1654401 PGD1654402 hypothetical p -0.205714925 -1.780017722 1929042 1931366 - AACAAGAAGAAGCTCACGCTAAAGCCAACCAATAAGAACAAGGTGAACCAATGATCCAAGAAACTATAACAAGAAGAAGCTCACGCTAAAGATG [Alignment(seqA='AACAAGAA---------------------------------------------------------------------------------------------', seqB='AACAAGAAGAAGCTCACGCTAAAGCCAAC    8 AACAAGAA 0 8 AACAAGAA
PA14_44950 PGD1658096 PGD1658097 transporter -0.238983016 -1.679194641 4007119 4008486 + TTCCGGTGTCCGCCTGCGACTGACAACAATAAAAACGCCTGAGGTGTTGCATGTCCGTGGTAACTGATTCCGGTGTCCGCCTGCGACTGACATG [Alignment(seqA='------------------------AACAATAA---------------------------------------------------------------------', seqB='TTCCGGTGTCCGCCTGCGACTGACAACAAT    8 AACAATAA 24 32 AACAATAA
PA14_32270 PGD1656060 PGD1656061 porin -0.456151931 -1.606154954 2803427 2804773 + GGCATGGCCGCAGAAGAAAAACAGACATGAACCGATCTGGAGCAATCGCCATGCAAGGGGATGGAAGGCATGGCCGCAGAAGAAAAACAGATG [Alignment(seqA='-------------AAGAAAAA--------------------------------------------------------------------------------', seqB='GGCATGGCCGCAGAAGAAAAACAGACATG    8 AAGAAAAA 13 21 AAGAAAAA
PA14_21580 PGD1654299 PGD1654300 hypothetical p -0.686167332 -1.582867912 1870475 1871329 + GCAACTGCGGCGCCGACAAGAAGAAGTCGTAAGGCCTGAGGAGACGGACCATGCAACGGGAATTCGGCAACTGCGGCGCCGACAAGAAG ATG [Alignment(seqA='-----------------AAGAAGAA----------------------------------------------------------------------------', seqB='GCAACTGCGGCGCCGACAAGAAGAAGTCG    8 AAGAAGAA 17 25 AAGAAGAA
PA14_21480 PGD1654281 tli1 PGD1654282 type VI secret    -0.401380119 -1.547752191 1862506 1863060 + TTTCATCCTGAATATCCGAATAAAGGTTACTTTGATATGAGGGGTATGTCATGCAGAAGTTGATGAACTTTCATCCTGAATATCCGAATAAAGATG [Alignment(seqA='-----------------------------------------------------------------------------------AATAAAAA----------', seqB='TTTCATCCTGAATATCCGAATAAAGGTTAC    8 AATAAAAA 83 91 AATAAAAA
PA14_20940 PGD1654193 PGD1654194 acyl carrier pr -0.141997258 -1.539582876 1803293 1803532 - CCTGCGCTGGCCGAAGATCGTTCCGACAATGGACTGAAGAGGGAAGAACAATGCCCAACGACATGGCCTGCGCTGGCCGAAGATCGTTCCATG [Alignment(seqA='-------------------------------------------AAGAACAA--------------------------------------------------', seqB='CCTGCGCTGGCCGAAGATCGTTCCGACAA    8 AAGAACAA 43 51 AAGAACAA
PA14_18565 PGD1653803 alg8 PGD1653804 alginate biosy   -0.431896795 -1.521816791 1592374 1593867 - CATAACAACAACAAGCGCACGCCGGCGTCGAGGCCAAGGTCCCCAGCCCGATGGAACTGATGATGGCATAACAACAACAAGCGCACGCCGATG [Alignment(seqA='------AACAACAA---------------------------------------------------------------------------------------', seqB='CATAACAACAACAAGCGCACGCCGGCGTC    8 AACAACAA 6 14 AACAACAA
PA14_39000 PGD1657128 PGD1657129 hypothetical p -0.151140013 -1.472747022 3475025 3476224 - AATCGGCTCCGCCACGACCGGCCCGGTCGTTTCACCTCGCGGAGTGCGCCATGAACAAGAACAACA AATCGGCTCCGCCACGACCGGCCCATG [Alignment(seqA='-----------------------------------------------------AACAAGAA----------------------------------------', seqB='AATCGGCTCCGCCACGACCGGCCCGGTCG    8 AACAAGAA 53 61 AACAAGAA
PA14_45960 PGD1658248 lasR PGD1658249 transcriptiona   -0.401656011 -1.405563795 4085339 4086058 - CGAATCCATATTTGGCTGATTGGTTAATAGTTTAAGAAGAACGTAGCGCTATGGCCTTGGTTGACGGTCGAATCCATATTTGGCTGATTGGTTATG [Alignment(seqA='---------------------------------AAGAAGAA------------------------------------------------------------', seqB='CGAATCCATATTTGGCTGATTGGTTAATAG    8 AAGAAGAA 33 41 AAGAAGAA
PA14_04220 PGD1651511 PGD1651512 ABC transport   -0.295811435 -1.403255895 377448 378491 - TGAGAATCTGCCTCCACGAAGAAAAAACAGAAGATCGCCAGGAGTCCACCATGACCTACCGCACACCTGAGAATCTGCCTCCACGAAGAAAATG [Alignment(seqA='------------------AAGAAAAA---------------------------------------------------------------------------', seqB='TGAGAATCTGCCTCCACGAAGAAAAAACA    8 AAGAAAAA 18 26 AAGAAAAA
PA14_55940 PGD1659930 PGD1659931 hypothetical p -0.805920055 -1.399476948 4994409 4994621 + GGAGGCAGGGCTCTGTCTCGGTGATTGCCGCGTTCGAGGAGCAAACAAGAATGAAGAACCTGACTCGGAGGCAGGGCTCTGTCTCGGTGAATG [Alignment(seqA='-------------------------------------------AACAAGAA--------------------------------------------------', seqB='GGAGGCAGGGCTCTGTCTCGGTGATTGCC    8 AACAAGAA 43 51 AACAAGAA
PA14_55380 PGD1659824 PGD1659825 hypothetical p -0.200683806 -1.394423955 4915106 4916740 - GGACTTGTTGCATTAGAACAATAAGTCCCGATGGAACTTCGGGGGACCGTGTGAAGCGTTCGCTGTTGGACTTGTTGCATTAGAACAATAA GTG [Alignment(seqA='----------------AACAATAA-----------------------------------------------------------------------------', seqB='GGACTTGTTGCATTAGAACAATAAGTCCCG    8 AACAATAA 16 24 AACAATAA
PA14_70300 PGD1662268 sphA PGD1662269 SphA 0.156183161 -1.384754195 6268955 6269905 + ATTCCTATGCCGTACCCCGAGCCACGCCAAACAATAATAAGAGCCCGCCCATGAATCCGACCCACCCATTCCTATGCCGTACCCCGAGCCA ATG [Alignment(seqA='-----------------------------AACAATAA----------------------------------------------------------------', seqB='ATTCCTATGCCGTACCCCGAGCCACGCCAA    8 AACAATAA 29 37 AACAATAA
PA14_64750 PGD1661396 PGD1661397 MFS transport 0.190830324 -1.36985692 5768719 5770059 - GCCGACCGACGCCCGCGTGCGCCCATAACAAGAACAAGAGAGAGGTTGGTATGAACAGGCAATCCGGCCGACCGACGCCCGCGTGCGCC ATG [Alignment(seqA='--------------------------AACAAGAA-------------------------------------------------------------------', seqB='GCCGACCGACGCCCGCGTGCGCCCATAAC    8 AACAAGAA 26 34 AACAAGAA
PA14_66510 PGD1661662 PGD1661663 MFS transport -1.535769039 -1.293627916 5931759 5933075 + GGTGGCGCGGCCTCGTTGTGCCTGCTCGCCACCGTCCCCAGAGGTGCCCCGTGAGCAATCCGCAAGGGTGGCGCGGCCTCGTTGTGCCTGGTG [Alignment(seqA='---------------------------------------------------------------------------------AAGAAGAA------------', seqB='GGTGGCGCGGCCTCGTTGTGCCTGCTCGC    8 AAGAAGAA 81 89 AAGAAGAA
PA14_14060 PGD1653083 PGD1653084 AMP-binding -1.383147168 -1.284911539 1204817 1206715 + AGCGATCCGGCGAGTGTCCGCCCACTCACCAACGGAAGAACAAGAAAACCATGAATCCGTCCCCATCAGCGATCCGGCGAGTGTCCGCCCAATG [Alignment(seqA='--------------------------------------AACAAGAA-------------------------------------------------------', seqB='AGCGATCCGGCGAGTGTCCGCCCACTCAC    8 AACAAGAA 38 46 AACAAGAA
PA14_24310 PGD1654759 PGD1654760 BNR/Asp-box  -0.543310792 -1.252725972 2111927 2113024 + TATATAACGCTCACCACGAACCACTAATAACAACAACGGGGACGGTATCCATGCGTGAGCCCATGACTATATAACGCTCACCACGAACCAC ATG [Alignment(seqA='----------------------------AACAACAA-----------------------------------------------------------------', seqB='TATATAACGCTCACCACGAACCACTAATAA    8 AACAACAA 28 36 AACAACAA
PA14_51510 PGD1659172 PGD1659173 hypothetical p 0.216451556 -1.165172743 4579750 4580154 - GGACTTTCATAGAGTGAAGCTCCTTTCCTCGCGACTGGATTAGTGACGCGATGCCGACCCCGGTTTT GGACTTTCATAGAGTGAAGCTCCT ATG [Alignment(seqA='----------------------------------------------------------------------AAAAAGAA-----------------------', seqB='GGACTTTCATAGAGTGAAGCTCCTTTCCTC    8 AAAAAGAA 70 78 AAAAAGAA
PA14_46230 PGD1658288 aphA PGD1658289 acetylpolyami  -0.721461852 -1.153484417 4109939 4110979 - CGCTGGGCAGAATCCCTCCACCAAGAACAAGAAACCTGCGAGGTCTCTCCATGCTGAGCGTCTACAGCGCTGGGCAGAATCCCTCCACCAAATG [Alignment(seqA='-------------------------AACAAGAA--------------------------------------------------------------------', seqB='CGCTGGGCAGAATCCCTCCACCAAGAACA    8 AACAAGAA 25 33 AACAAGAA
PA14_66880 PGD1661724 PGD1661725 hypothetical p -0.475669562 -1.128146021 5973082 5973498 - GTTCCGGCGGCGCCTGCGGTTTCTTCAACCCAACGAGCGTGAGGTGCCCCATGGCCAAGATTGCCCTGTTCCGGCGGCGCCTGCGGTTTCTATG [Alignment(seqA='--------------------------------------------------------------------AAGAAAAA-------------------------', seqB='GTTCCGGCGGCGCCTGCGGTTTCTTCAAC    8 AAGAAAAA 68 76 AAGAAAAA
PA14_11980 PGD1652767 PGD1652768 hypothetical p -0.397283354 -1.121892555 1035752 1036609 + GGACCATGGCAGTCATAGGCTGGCGAATGATAACAACAAGAGCCTGAATCATGGTTGAACGAGAGC GGACCATGGCAGTCATAGGCTGGCATG [Alignment(seqA='-------------------------------AACAACAA--------------------------------------------------------------', seqB='GGACCATGGCAGTCATAGGCTGGCGAATG    8 AACAACAA 31 39 AACAACAA
PA14_10940 PGD1652593 PGD1652594 AraC family tr  0.005204849 -1.109625962 945954 946913 + CTTGCCTGAGGTCCGGGAGGTCCACGCAGCGTTCGACGAGAAGAATAAAAATGCCCGCACATGCCT CTTGCCTGAGGTCCGGGAGGTCCAATG [Alignment(seqA='-------------------------------------------AATAAAAA--------------------------------------------------', seqB='CTTGCCTGAGGTCCGGGAGGTCCACGCAG    8 AATAAAAA 43 51 AATAAAAA
PA14_54870 PGD1659738 PGD1659739 hypothetical p -0.236741376 -1.099953221 4861608 4862516 - TGATTCTTATTCGCAACAAAAAGCGAAATAAACATGGCGAGCCTCAAATCATGGAAGGTGCAGCACATGATTCTTATTCGCAACAAAAAGCGATG [Alignment(seqA='--------------AACAAAAA-------------------------------------------------------------------------------', seqB='TGATTCTTATTCGCAACAAAAAGCGAAATA    8 AACAAAAA 14 22 AACAAAAA
PA14_25060 PGD1654889 PGD1654890 hypothetical p -0.025001301 -1.096453208 2191504 2192322 - ATCGGCCACGGGCCGTTACAAAAGAACAACAAGAAGGCCTCCAGGGCCACATGGAGATGGAACCCAATCGGCCACGGGCCGTTACAAAAGATG [Alignment(seqA='------------------------AACAACAA---------------------------------------------------------------------', seqB='ATCGGCCACGGGCCGTTACAAAAGAACAA    8 AACAACAA 24 32 AACAACAA
PA14_60480 PGD1660696 PGD1660697 hypothetical p -1.183262757 -1.092040578 5390436 5390660 + GATAATAAGAATTATTCTCATCTCACAGTCTTGTCACGGAGATGAGCGCCATGACTTATTTGATCGAT GATAATAAGAATTATTCTCATCTCAATG [Alignment(seqA='---AATAAGAA------------------------------------------------------------------------------------------', seqB='GATAATAAGAATTATTCTCATCTCACAGTC    8 AATAAGAA 3 11 AATAAGAA
PA14_18860 PGD1653855 PGD1653856 hypothetical p 0.008914597 -1.083353537 1626303 1627376 + AATCACCCGCCGCCAGAGGCGGCGGTACTGCACATCAACGGAGAACAAGAATGACAAAGGCTAACGAATCACCCGCCGCCAGAGGCGGCGATG [Alignment(seqA='-------------------------------------------AACAAGAA--------------------------------------------------', seqB='AATCACCCGCCGCCAGAGGCGGCGGTACT    8 AACAAGAA 43 51 AACAAGAA
PA14_10440 PGD1652517 PGD1652518 porin 0.44197703 -1.08312277 899938 901194 - GCAATCGGCGTCACCCATACCTACAAGAACAACAACCAAGGGAAGAATCGATGATCACGGCATGCCCGCAATCGGCGTCACCCATACCTACATG [Alignment(seqA='---------------------------AACAACAA------------------------------------------------------------------', seqB='GCAATCGGCGTCACCCATACCTACAAGAA    8 AACAACAA 27 35 AACAACAA
PA14_06420 PGD1651855 PGD1651856 hypothetical p -0.528519367 -1.061076323 564699 565457 + GCTTTTACCGTGGCTCCATCCAACAACAAGGCAGATGAGGCCAGCGGGCAATGACTGAAGTCGACTTGCTTTTACCGTGGCTCCATCCAACAATG [Alignment(seqA='---------------------AACAACAA------------------------------------------------------------------------', seqB='GCTTTTACCGTGGCTCCATCCAACAACAAG    8 AACAACAA 21 29 AACAACAA
PA14_17790 PGD1653695 PGD1653696 LysR family tr  -0.257173067 -1.0361425 1528469 1529356 - AAAAAATCATCGACGATAAGAAAAACAGATCGTAGAACCAGGTGCCTGCCATGGATCTCAGACAGCTAAAAAATCATCGACGATAAGAAAAATG [Alignment(seqA='-----------------AAGAAAAA----------------------------------------------------------------------------', seqB='AAAAAATCATCGACGATAAGAAAAACAGA    8 AAGAAAAA 17 25 AAGAAAAA
PA14_71330 PGD1662434 PGD1662435 transcriptiona  0.436860866 -1.035275526 6355782 6355988 + CGAAGCCAGGAAACTGGACGAAGAAGTAAGAGCCTTCATATGACGACCCCATGATCATCATCCGACTCGAAGCCAGGAAACTGGACGAAG ATG [Alignment(seqA='-----------------------------------------------------------------------------------AAGAACAA----------', seqB='CGAAGCCAGGAAACTGGACGAAGAAGTAA    8 AAGAACAA 83 91 AAGAACAA
PA14_20560 PGD1654129 amiE PGD1654130 acylamide am 0.244321904 -1.030010507 1768608 1769648 + CGGGAGGGCCTTTTTTCGTCCCGAAAAAATAACAACAAGAGGTGATATCCATGCGTCACGGCGATATCGGGAGGGCCTTTTTTCGTCCCGAATG [Alignment(seqA='------------------------AAAAATAA---------------------------------------------------------------------', seqB='CGGGAGGGCCTTTTTTCGTCCCGAAAAAAT    8 AAAAATAA 24 32 AAAAATAA
PA14_66660 PGD1661690 pilM PGD1661691 type 4 fimbria    -0.415106823 -1.006740335 5951039 5952103 - GAAAAAAGAAGAATCGTTCGTAAGTATTGAACGCTAATAGGGAATTGGTCGTGCTAGGGCTCATAAAGAAAAAAGAAGAATCGTTCGTAAGGTG [Alignment(seqA='--AAAAAGAA-------------------------------------------------------------------------------------------', seqB='GAAAAAAGAAGAATCGTTCGTAAGTATTG    8 AAAAAGAA 2 10 AAAAAGAA
PA14_35900 PGD1656638 PGD1656639 dehydrogenas 0.030567323 -0.961178507 3195183 3196103 + CCGGAGACCTGTTGGACATCAGCCAGAACAATAATCAGGAGACCTCGAGCGTGCGTGAACACAATG CCGGAGACCTGTTGGACATCAGCCGTG [Alignment(seqA='--------------------------AACAATAA-------------------------------------------------------------------', seqB='CCGGAGACCTGTTGGACATCAGCCAGAAC    8 AACAATAA 26 34 AACAATAA
PA14_53620 PGD1659530 PGD1659531 hypothetical p 0.203531562 -0.957449878 4756330 4756968 + TTCCAAAACACGATAAACCGGCCTCCACAGACGCTCGAAGGACAAGAAAAATGAAAAAGGAACCGAATTCCAAAACACGATAAACCGGCCT ATG [Alignment(seqA='-------------------------------------------AAGAAAAA--------------------------------------------------', seqB='TTCCAAAACACGATAAACCGGCCTCCACAG    8 AAGAAAAA 43 51 AAGAAAAA
PA14_68940 PGD1662054 PGD1662055 hypothetical p 0.882973957 -0.94367372 6150109 6150930 + GGAAGACCGTAACCATCGCAAGAACAACAAGAACCGACAGGAGGTTAGCCATGAACCATGTCATCACGGAAGACCGTAACCATCGCAAGAAATG [Alignment(seqA='----------------------AACAACAA-----------------------------------------------------------------------', seqB='GGAAGACCGTAACCATCGCAAGAACAACA    8 AACAACAA 22 30 AACAACAA
PA14_31560 PGD1655966 PGD1655967 LysR family tr  -0.389048174 -0.941014301 2743301 2744233 - TGGGGGTCATCCAAGCCCCCAATAACAAGAAAAGTCGCGGAGCCAGTGCCATGAACCTGAACAAAG TGGGGGTCATCCAAGCCCCCAATAATG [Alignment(seqA='-----------------------AACAAGAA----------------------------------------------------------------------', seqB='TGGGGGTCATCCAAGCCCCCAATAACAAG    8 AACAAGAA 23 31 AACAAGAA
PA14_19810 PGD1654005 PGD1654006 hypothetical p -0.130473529 -0.922710143 1706618 1708375 + TCGGGTCGCTGGGTAGGGTGTAGCCACCTCGACCCTGTCAGGAGAGCCGCATGACAACAACAAAAATCGGGTCGCTGGGTAGGGTGTAGCATG [Alignment(seqA='----------------------------------------------------------AACAAAAA-----------------------------------', seqB='TCGGGTCGCTGGGTAGGGTGTAGCCACCT    8 AACAAAAA 58 66 AACAAAAA
PA14_64720 PGD1661392 PGD1661393 porin -0.169140127 -0.890277368 5765866 5767119 - GCAGAGGCTGCCGGGGCCCGGTCGTCCCTGAAAAACGGAGCACAATAACAATGAAAATCCGTCGTAGCAGAGGCTGCCGGGGCCCGGTCATG [Alignment(seqA='-------------------------------------------AATAACAA--------------------------------------------------', seqB='GCAGAGGCTGCCGGGGCCCGGTCGTCCCT    8 AATAACAA 43 51 AATAACAA
PA14_23340 PGD1654599 ihfB PGD1654600 integration ho    -0.150751187 -0.863654184 2025973 2026257 + GCTAAAAGAGACCTGAGCTGATCTAGCCGCTTGAAAAAGAAGGGAAAACCATGACCAAGTCGGAGT GCTAAAAGAGACCTGAGCTGATCTATG [Alignment(seqA='---------------------------------AAAAAGAA------------------------------------------------------------', seqB='GCTAAAAGAGACCTGAGCTGATCTAGCCG    8 AAAAAGAA 33 41 AAAAAGAA
PA14_53520 PGD1659510 oruR PGD1659511 transcriptiona   -0.426556158 -0.859806921 4744858 4745877 - CTGCCAATTTTCCGGTCATATCCGGCCAGCGGTCAGAACAATAAACAGCCATGAAACAACCGCTCAACTGCCAATTTTCCGGTCATATCCGGATG [Alignment(seqA='------------------------------------AACAATAA---------------------------------------------------------', seqB='CTGCCAATTTTCCGGTCATATCCGGCCAGC    8 AACAATAA 36 44 AACAATAA
PA14_53540 PGD1659514 PGD1659515 hydrolase -0.428069128 -0.856883744 4746970 4747911 - GGCCATGCTCTGATGCCCTGTCATAACAACAAGACGGGAGACGTGCGTCCATGTCCGCGACACCCTAGGCCATGCTCTGATGCCCTGTCAT ATG [Alignment(seqA='------------------------AACAACAA---------------------------------------------------------------------', seqB='GGCCATGCTCTGATGCCCTGTCATAACAAC    8 AACAACAA 24 32 AACAACAA
PA14_10660 PGD1652551 PGD1652552 transcriptiona  0.127811967 -0.847059906 918509 919420 + CGCGACGGCTTGCGTGCGCAGCCGGGAAGAACAACAAAGAGAAGATCGCCATGCCAGAGCGCCAG CGCGACGGCTTGCGTGCGCAGCCGATG [Alignment(seqA='-----------------------------AACAACAA----------------------------------------------------------------', seqB='CGCGACGGCTTGCGTGCGCAGCCGGGAAG    8 AACAACAA 29 37 AACAACAA
PA14_07660 PGD1652049 PGD1652050 hypothetical p -0.29302913 -0.844944088 658179 659450 - ACCTCGGCGCCTCCGCTCCGGCGGGGCGCCACAGGCCCTGAGGAGCATTCATGAGCTACGTCATCGACCTCGGCGCCTCCGCTCCGGCGGATG [Alignment(seqA='-----------------------------------------------------------------------------------AAGAACAA----------', seqB='ACCTCGGCGCCTCCGCTCCGGCGGGGCGC    8 AAGAACAA 83 91 AAGAACAA
PA14_18410 PGD1653785 algF PGD1653786 alginate o-ace  -0.184930825 -0.832895324 1580299 1580949 - ACCCACGGGGCCGAGCGCCCCGCTGAAGAAGAAGCAACGGAGGAATACCCATGAACCCGATGACCCACCCACGGGGCCGAGCGCCCCGC ATG [Alignment(seqA='-------------------------AAGAAGAA--------------------------------------------------------------------', seqB='ACCCACGGGGCCGAGCGCCCCGCTGAAG    8 AAGAAGAA 25 33 AAGAAGAA
PA14_60630 PGD1660722 PGD1660723 hypothetical p -0.300684437 -0.799677298 5403895 5405040 + TCGACGGGCCGGCAACACCGGCACCACGGAAGAATGAAAGGAATGAAGAGATGAAAATGCTGAAGCTCGACGGGCCGGCAACACCGGCA ATG [Alignment(seqA='-----------------------------------------------------------------------------AAGAAGAA----------------', seqB='TCGACGGGCCGGCAACACCGGCACCACG    8 AAGAAGAA 77 85 AAGAAGAA
PA14_63620 PGD1661216 lipC PGD1661217 lipase LipC -0.505920603 -0.777947622 5672656 5673585 - TCAGCACGTGCCTTGCCAACTGCCTGTCCAATCCGAACGGAGTCTCGACGATGAACAAGAACAAGACTCAGCACGTGCCTTGCCAACTGCCATG [Alignment(seqA='-----------------------------------------------------AACAAGAA----------------------------------------', seqB='TCAGCACGTGCCTTGCCAACTGCCTGTCCA    8 AACAAGAA 53 61 AACAAGAA
PA14_46100 PGD1658268 PGD1658269 transporter 0.564573317 -0.770595337 4098409 4099920 + CGATGCCGGAGTATCTGCCATCGACTAGCTAGCTCTCCCGGGAGAACGTCATGGATAACAACAATAACGATGCCGGAGTATCTGCCATCGAATG [Alignment(seqA='--------------------------------------------------------AACAACAA-------------------------------------', seqB='CGATGCCGGAGTATCTGCCATCGACTAGC    8 AACAACAA 56 64 AACAACAA
PA14_38680 PGD1657078 PGD1657079 LysR family tr  -0.466702361 -0.758695246 3448793 3449713 + CTGATTTGTTAAGTTTGTTTTTCCAATCCATTGATGAGAAAAACAAATAAATGACCGTCAAGCAGTTGCCTGATTTGTTAAGTTTGTTTTTCCAATG [Alignment(seqA='--------------------------------------AAAAACAA-------------------------------------------------------', seqB='CTGATTTGTTAAGTTTGTTTTTCCAATCCAT    8 AAAAACAA 38 46 AAAAACAA
PA14_61940 PGD1660932 PGD1660933 hypothetical p -0.291484848 -0.748593351 5522562 5523608 - AGGTCGCAGTGTCTCTGCCGTCGGCCACGAGAAGAACAAGAGGTGAGCCCATGTCCCGTCGTCTGC AGGTCGCAGTGTCTCTGCCGTCGGATG [Alignment(seqA='-------------------------------AAGAACAA--------------------------------------------------------------', seqB='AGGTCGCAGTGTCTCTGCCGTCGGCCACG    8 AAGAACAA 31 39 AAGAACAA
PA14_41760 PGD1657568 PGD1657569 hypothetical p 0.134490487 -0.746801651 3727851 3728876 - CACCAAGTAGCAGATACCCAAAAACAAGAACAATCTCTGGGGATAGCGCCATGAGAATCAGGGGGT CACCAAGTAGCAGATACCCAAAAAATG [Alignment(seqA='-------------------AAAAACAA--------------------------------------------------------------------------', seqB='CACCAAGTAGCAGATACCCAAAAACAAGA    8 AAAAACAA 19 27 AAAAACAA
PA14_51070 PGD1659094 PGD1659095 porin 0.721495915 -0.740652471 4537734 4538984 - GAGTGGCCGCGGCGCCGTGTCTATCCACTGACGACGAAGAGACAACAACAATGAAAATTCTTCCCGTGAGTGGCCGCGGCGCCGTGTCTATATG [Alignment(seqA='-------------------------------------------AACAACAA--------------------------------------------------', seqB='GAGTGGCCGCGGCGCCGTGTCTATCCACT    8 AACAACAA 43 51 AACAACAA
PA14_68060 PGD1661914 PGD1661915 ABC transport   -0.013852409 -0.735963255 6072697 6073470 + TTGCCTTCGCCAGGAAGGCCCTTCCAATCCGAATAACAAGAGGAAAATCCATGGCCGAGGCCACCCCTTGCCTTCGCCAGGAAGGCCCTTCATG [Alignment(seqA='-------------------------------AATAACAA--------------------------------------------------------------', seqB='TTGCCTTCGCCAGGAAGGCCCTTCCAATCC    8 AATAACAA 31 39 AATAACAA
PA14_30770 PGD1655830 PGD1655831 AsnC family tr  -1.355530296 -0.723625035 2669350 2669787 - GACGACCTTTTTTATCAGGGCTATTTTGAAAAAAAACTTTCGAGGCCGACATGACCGACGACATCGACGACGACCTTTTTTATCAGGGCTATTATG [Alignment(seqA='----------------------------AAAAAAAA-----------------------------------------------------------------', seqB='GACGACCTTTTTTATCAGGGCTATTTTGAA    8 AAAAAAAA 28 36 AAAAAAAA
PA14_22640 PGD1654489 PGD1654490 AraC family tr  -0.682428758 -0.69248127 1968939 1969952 + CCAGGCCGGTCGACGGTCGGCGTGCCTCCCGCCAGAACAAGAAGAGACCGATGCCGGAACGTACAACCAGGCCGGTCGACGGTCGGCGT ATG [Alignment(seqA='-----------------------------------AACAAGAA----------------------------------------------------------', seqB='CCAGGCCGGTCGACGGTCGGCGTGCCTCC    8 AACAAGAA 35 43 AACAAGAA
PA14_68260 PGD1661946 PGD1661947 c4-dicarboxyla  -0.429158601 -0.680664372 6089362 6090357 + GGACATCTGTCCTCTTCATAAAAGACAGACAAGAACAAAGAGGAAGTCTCATGCTCAAGCACACCGCGGACATCTGTCCTCTTCATAAAAGAATG [Alignment(seqA='------------------------------AAGAACAA---------------------------------------------------------------', seqB='GGACATCTGTCCTCTTCATAAAAGACAGAC    8 AAGAACAA 30 38 AAGAACAA
PA14_17890 PGD1653707 PGD1653708 porin 0.426073462 -0.670872658 1536090 1537340 + CACCGTTCCCCCTAGAAAAAGAGGCGCCCAGGCGCCCGTTCGGAGTGCGTATGAACAACAACAAGA CACCGTTCCCCCTAGAAAAAGAGGATG [Alignment(seqA='--------------------------------------------------------AACAACAA-------------------------------------', seqB='CACCGTTCCCCCTAGAAAAAGAGGCGCCC    8 AACAACAA 56 64 AACAACAA
PA14_49610 PGD1658848 PGD1658849 MFS family tra -0.085328457 -0.665105756 4413782 4415116 + AGCACAACAAGAACAACCTCCCCGCACTGTCTAGACCCATAGGGACCCACATGAACAACCACAACGGAGCACAACAAGAACAACCTCCCCGATG [Alignment(seqA='-----AACAAGAA----------------------------------------------------------------------------------------', seqB='AGCACAACAAGAACAACCTCCCCGCACTG    8 AACAAGAA 5 13 AACAAGAA
PA14_51200 PGD1659114 PGD1659115 hypothetical p 0.247823755 -0.658441646 4550259 4550645 - AGCGCGATGCACTTTGCAGCAAAGGTCGACAAGAACAAAGGAGAAACCTCGTGGCAGATCTTCCCG AGCGCGATGCACTTTGCAGCAAAGGTG [Alignment(seqA='------------------------------AAGAACAA---------------------------------------------------------------', seqB='AGCGCGATGCACTTTGCAGCAAAGGTCGA    8 AAGAACAA 30 38 AAGAACAA
PA14_23460 PGD1654623 orfN PGD1654624 group 4 glycos  0.519811384 -0.65169548 2040149 2041165 + GATGAAGCCTTGCATAAGACTGTGCATCACTTCTTGGAGCATCAACAATAATGAACTTCTGGTTTTGGGATGAAGCCTTGCATAAGACTGTGATG [Alignment(seqA='-------------------------------------------AACAATAA--------------------------------------------------', seqB='GATGAAGCCTTGCATAAGACTGTGCATCAC    8 AACAATAA 43 51 AACAATAA
PA14_70980 PGD1662378 betT1 PGD1662379 choline transp  -0.017893758 -0.647301056 6324563 6326113 + GTACTGCTTCGCCAATAAAAACAAACGAGCAGGTACGTCTGAATCCGATCGTGTTCTTCGGCTCGAC GTACTGCTTCGCCAATAAAAACAA GTG [Alignment(seqA='----------------AAAAACAA-----------------------------------------------------------------------------', seqB='GTACTGCTTCGCCAATAAAAACAAACGAGC    8 AAAAACAA 16 24 AAAAACAA
PA14_57930 PGD1660241 PGD1660242 ABC transport   -0.026000598 -0.632488522 5155510 5156235 + CCGCGCCCGCGCATCGACATGGTCATCCAGCCGAAGAAAAAGGCCCAGTAATGGCAACGCTCAAAGCCGCGCCCGCGCATCGACATGGTCATG [Alignment(seqA='---------------------------------AAGAAAAA------------------------------------------------------------', seqB='CCGCGCCCGCGCATCGACATGGTCATCCA    8 AAGAAAAA 33 41 AAGAAAAA
PA14_53340 PGD1659480 PGD1659481 hypothetical p 0.130717165 -0.628592396 4727802 4729814 + GACCACCGTCCCCAGCCCGCCCAGCGGCGGAAAACAAGAAGAGGGTCGCCATGTCACGTTCCGCATGACCACCGTCCCCAGCCCGCCCAGATG [Alignment(seqA='--------------------------------AACAAGAA-------------------------------------------------------------', seqB='GACCACCGTCCCCAGCCCGCCCAGCGGCG    8 AACAAGAA 32 40 AACAAGAA
PA14_01640 PGD1651105 PGD1651106 LysR family tr  -0.206982745 -0.615941183 148823 149740 + TAGATAAAGCTTATTCTTCTCACGTTTAGTTTCGACTGGGTAAAACAATAATGGCCAAATCCCGCAAC TAGATAAAGCTTATTCTTCTCACGTATG [Alignment(seqA='-------------------------------------------AACAATAA--------------------------------------------------', seqB='TAGATAAAGCTTATTCTTCTCACGTTTAGTT    8 AACAATAA 43 51 AACAATAA
PA14_44240 PGD1657978 PGD1657979 glutamine syn 0.598762863 -0.601020302 3935985 3937349 + GCCGCTGCCAGCGTCGCGACGCTACCGGACAAGACCGACAAGAGAGCCCCATGAACTTCGCCTGCGGCCGCTGCCAGCGTCGCGACGCTAATG [Alignment(seqA='------------------------------------------------------------------AACAAGAA---------------------------', seqB='GCCGCTGCCAGCGTCGCGACGCTACCGGA    8 AACAAGAA 66 74 AACAAGAA
PA14_28140 PGD1655383 PGD1655384 hypothetical p 0.150443488 -0.597355669 2436828 2437226 + AGCTTCGCCTCCCAGGGCTGATAGTCGGGTTTCACGCAGAGGTCATTCCCATGAGAACAACAACAAGAGCTTCGCCTCCCAGGGCTGATAGATG [Alignment(seqA='----------------------------------------------------------AACAACAA-----------------------------------', seqB='AGCTTCGCCTCCCAGGGCTGATAGTCGGG    8 AACAACAA 58 66 AACAACAA
PA14_64800 PGD1661404 vanA PGD1661405 vanillate O-de  -0.673749916 -0.592350848 5774457 5775512 + GCCTCGCGAATCATTGGATCCAATTACAAAAAAAACGAGAGGATCCGACGATGTTTCCGAAGAACGCGCCTCGCGAATCATTGGATCCAAT ATG [Alignment(seqA='---------------------------AAAAAAAA------------------------------------------------------------------', seqB='GCCTCGCGAATCATTGGATCCAATTACAAA    8 AAAAAAAA 27 35 AAAAAAAA
PA14_04790 PGD1651599 laoB PGD1651600 LaoB -0.609228884 -0.590399411 423650 424198 - GGGCGCGTGCGGCGCCCCCTCATTCCTACGCTGCAGGTGACATAACAACAATGAGCGACACCACTCTGGGCGCGTGCGGCGCCCCCTCATTATG [Alignment(seqA='-------------------------------------------AACAACAA--------------------------------------------------', seqB='GGGCGCGTGCGGCGCCCCCTCATTCCTAC    8 AACAACAA 43 51 AACAACAA
PA14_29420 PGD1655612 PGD1655613 hypothetical p -0.276113451 -0.590017087 2551476 2552717 - TCGCTTTCCCGTTTTCCCACTCCAACAACAACCCGATGAGGAATCCAGGCATGGGACAGTACGTCAG TCGCTTTCCCGTTTTCCCACTCCAAATG [Alignment(seqA='-----------------------AACAACAA----------------------------------------------------------------------', seqB='TCGCTTTCCCGTTTTCCCACTCCAACAACA    8 AACAACAA 23 31 AACAACAA
PA14_22980 PGD1654541 PGD1654542 sugar ABC tra   0.482086034 -0.578905199 1992306 1993568 + AGCATTGCAAGCGCAGACTTGCTCCGAATAACAAGAAGAAGGTTTTCCTCATGAATGCGATCCGTCGAGCATTGCAAGCGCAGACTTGCTCATG [Alignment(seqA='-----------------------------AACAAGAA----------------------------------------------------------------', seqB='AGCATTGCAAGCGCAGACTTGCTCCGAAT    8 AACAAGAA 29 37 AACAAGAA
PA14_01430 PGD1651073 PGD1651074 short chain de 0.269325011 -0.552007675 135162 135890 + TATCGTCTCTATTGGGTTCTAAAAAAGAACTAACAAGAGAGGCCTCTGCAATGACCCAGCGCAAAGC TATCGTCTCTATTGGGTTCTAAAAAATG [Alignment(seqA='---------------------AAAAAGAA------------------------------------------------------------------------', seqB='TATCGTCTCTATTGGGTTCTAAAAAAGAAC    8 AAAAAGAA 21 29 AAAAAGAA
PA14_28630 PGD1655473 PGD1655474 hydrolase 0.016447699 -0.550820193 2466106 2466969 + ATCACCGTTCGTCGCGCTGAGTCGAAAAAGAAACCGAAAGGGTTGCGTGCATGAGTGGCGAACTCG ATCACCGTTCGTCGCGCTGAGTCGATG [Alignment(seqA='------------------------AAAAAGAA---------------------------------------------------------------------', seqB='ATCACCGTTCGTCGCGCTGAGTCGAAAAA    8 AAAAAGAA 24 32 AAAAAGAA
PA14_02930 PGD1651299 PGD1651300 oxidoreductas 0.230915386 -0.547930289 257439 258482 + GAAGTTCTGGAATCCTGAGACGAACAAGAAAACAACGATTGGGGACCGCCTTGGACGCACCGCTTCGGAAGTTCTGGAATCCTGAGACGAATTG [Alignment(seqA='----------------------AACAAGAA-----------------------------------------------------------------------', seqB='GAAGTTCTGGAATCCTGAGACGAACAAGA    8 AACAAGAA 22 30 AACAAGAA
PA14_53070 PGD1659438 hpd PGD1659439 4-hydroxyphe  -0.249026976 -0.546287306 4704698 4705771 - GCCGCCTGGACCGGCGGCGGTCCATTCAACAAGAACAACGAGGAGGCCGGATGAACGCCGTGGCC GCCGCCTGGACCGGCGGCGGTCC ATG [Alignment(seqA='---------------------------AACAAGAA------------------------------------------------------------------', seqB='GCCGCCTGGACCGGCGGCGGTCCATTCAA    8 AACAAGAA 27 35 AACAAGAA
PA14_54520 PGD1659676 PGD1659677 porin -0.353955393 -0.542062754 4833756 4835039 + CCCTGCAGCGTGGTGCTCGGCGTACAAGAACAAGAATCGGAGACCACTGCATGTCGACTTCCCTGCCCCCTGCAGCGTGGTGCTCGGCGTAATG [Alignment(seqA='----------------------------AACAAGAA-----------------------------------------------------------------', seqB='CCCTGCAGCGTGGTGCTCGGCGTACAAGA    8 AACAAGAA 28 36 AACAAGAA
PA14_07630 PGD1652045 PGD1652046 hypothetical p 0.114590549 -0.529132764 656028 656534 - TCGGGGCCGCCCACAGCAGAACAAGAAGCCGGCCGTCCACGGGAGCCGCCATGCGCCTGTTCGCCATCGGGGCCGCCCACAGCAGAACAAATG [Alignment(seqA='-------------------AACAAGAA--------------------------------------------------------------------------', seqB='TCGGGGCCGCCCACAGCAGAACAAGAAGC    8 AACAAGAA 19 27 AACAAGAA
PA14_68570 PGD1661996 PGD1661997 hypothetical p 0.045190138 -0.518686108 6116265 6116621 + GGACGCACGAACGCAGAAAAATAAGGATGAACTCACGTAGGAGTAAGCTCATGAACAGGATGGGCCGGACGCACGAACGCAGAAAAATAAATG [Alignment(seqA='----------------AAAAATAA-----------------------------------------------------------------------------', seqB='GGACGCACGAACGCAGAAAAATAAGGATG    8 AAAAATAA 16 24 AAAAATAA
PA14_17480 PGD1653639 rpoS PGD1653640 RNA polymera    -0.150923853 -0.515690033 1499097 1500101 + GGGAAAGGAATCGCCCGGGCTTGAGTCGAACTCATGCAAGGGATAACGACATGGCACTCAAAAAAGGGGAAAGGAATCGCCCGGGCTTG ATG [Alignment(seqA='------------------------------------------------------------AAAAAGAA---------------------------------', seqB='GGGAAAGGAATCGCCCGGGCTTGAGTCGA    8 AAAAAGAA 60 68 AAAAAGAA
PA14_62720 PGD1661064 rpsO PGD1661065 30S ribosoma   0.455640061 -0.511616064 5597582 5597851 - TTAAAACACGGGAAGCGATTCCCGGCCTGTTCACTCAGAGGAAGCCCATCATGGCACTGAGCGTTGATTAAAACACGGGAAGCGATTCCCGATG [Alignment(seqA='------------------------------------------------------------------AAGAAAAA---------------------------', seqB='TTAAAACACGGGAAGCGATTCCCGGCCTG    8 AAGAAAAA 66 74 AAGAAAAA
PA14_58390 PGD1660319 dppA3 PGD1660320 dipeptide ABC    0.351301584 -0.500720009 5200657 5202258 + AAGGCCGATCCTCAGACGATGCCCTTAGAAAAAGAAAAAATGAGGTTTGCATGCGTAAGATCCTTCCAAGGCCGATCCTCAGACGATGCCCATG [Alignment(seqA='----------------------------AAAAAGAA-----------------------------------------------------------------', seqB='AAGGCCGATCCTCAGACGATGCCCTTAGA    8 AAAAAGAA 28 36 AAAAAGAA
PA14_38750 PGD1657092 PGD1657093 iron-containin   0.153388694 -0.495743314 3456053 3457216 - ATGCAGTAGGCTGCCGGCAATGTCCGATAACAATAAGAATGGTCTGTCAGATGAGCCACGACCTCAGATGCAGTAGGCTGCCGGCAATGTCATG [Alignment(seqA='----------------------------AACAATAA-----------------------------------------------------------------', seqB='ATGCAGTAGGCTGCCGGCAATGTCCGATA    8 AACAATAA 28 36 AACAATAA
PA14_31870 PGD1656012 PGD1656013 RND efflux me   0.069302958 -0.492859636 2772055 2773335 + TATCGTGCAGCCTGGAAAAAGCGCCTCCGTTCTAAGCCTGAAGAAGAACCATGACTCCAACGACCGGTATCGTGCAGCCTGGAAAAAGCGCATG [Alignment(seqA='----------------------------------------AAGAAGAA-----------------------------------------------------', seqB='TATCGTGCAGCCTGGAAAAAGCGCCTCCG    8 AAGAAGAA 40 48 AAGAAGAA
PA14_45240 PGD1658140 PGD1658141 amino acid pe 0.359918261 -0.485736294 4032702 4034069 - GCGAGTCTCCGTTACTGCCTCAACTTCAATAACAATCAGAGGACAACGACATGAGCTCTTCCCCCGCGGCGAGTCTCCGTTACTGCCTCAAC ATG [Alignment(seqA='---------------------------AATAACAA------------------------------------------------------------------', seqB='GCGAGTCTCCGTTACTGCCTCAACTTCAAT    8 AATAACAA 27 35 AATAACAA
PA14_35370 PGD1656550 ptxS PGD1656551 transcriptiona   -0.611373011 -0.460566145 3144097 3145119 - AAGACCAGCCGGACACACCAATAAGAACAGCACCAAGAGGTACCAGGTCCGTGAATGGTTCAGTAC AAGACCAGCCGGACACACCAATAAGTG [Alignment(seqA='-------------------AATAAGAA--------------------------------------------------------------------------', seqB='AAGACCAGCCGGACACACCAATAAGAACA    8 AATAAGAA 19 27 AATAAGAA
PA14_01300 PGD1651051 coxA PGD1651052 cytochrome c   0.428171205 -0.460470941 126427 128019 + CCCCGAAAGACGTCGTCGCCTACAAGCAGAAACAACAATAGGAGACCGCCATGAGTGCTGTGATCG CCCCGAAAGACGTCGTCGCCTACAATG [Alignment(seqA='------------------------------AACAACAA---------------------------------------------------------------', seqB='CCCCGAAAGACGTCGTCGCCTACAAGCAG    8 AACAACAA 30 38 AACAACAA
PA14_13130 PGD1652937 PGD1652938 hypothetical p -0.597722567 -0.458088722 1126214 1128139 + TAGCTATAGTCCACGCACTCATAACAAAAAACACACATGGAGTAGCGTCGATGACAACCCGTAATCC TAGCTATAGTCCACGCACTCATAACATG [Alignment(seqA='----------------------AACAAAAA-----------------------------------------------------------------------', seqB='TAGCTATAGTCCACGCACTCATAACAAAAA    8 AACAAAAA 22 30 AACAAAAA
PA14_43610 PGD1657872 PGD1657873 AMP-binding 0.147548139 -0.448941584 3881119 3882786 - CAAGCAAGTGCTTGGTCGATCTCCCAGAACAACAACAACGGAGGCGGTACGTGGTCACTGCAAATCGCAAGCAAGTGCTTGGTCGATCTCCGTG [Alignment(seqA='------------------------------AACAACAA---------------------------------------------------------------', seqB='CAAGCAAGTGCTTGGTCGATCTCCCAGAA    8 AACAACAA 30 38 AACAACAA
PA14_55810 PGD1659910 PGD1659911 two-compone   -0.528454193 -0.437907306 4983977 4984804 + CAATGCACGTCCCCTGTTAAAAACAAAATAAGCAAATGGAGCGTATGACCATGGACAAACCGGCCTCCAATGCACGTCCCCTGTTAAAAAC ATG [Alignment(seqA='------------------AAAAACAA---------------------------------------------------------------------------', seqB='CAATGCACGTCCCCTGTTAAAAACAAAATA    8 AAAAACAA 18 26 AAAAACAA
PA14_10870 PGD1652583 PGD1652584 hypothetical p 0.828326138 -0.428105092 940586 941890 - GGCGGACAGCGATTCGCACGACAGAACAACAACAAGACGAGTGCCTTGCCATGAAAACCCTCCGCAGGCGGACAGCGATTCGCACGACAGATG [Alignment(seqA='---------------------------AACAACAA------------------------------------------------------------------', seqB='GGCGGACAGCGATTCGCACGACAGAACAA    8 AACAACAA 27 35 AACAACAA
PA14_25630 PGD1654981 rpmF PGD1654982 50S ribosoma   0.123848578 -0.425752494 2240959 2241141 + CGTACTGGCACAGTTGAAGCGTGACCCAAACGTTTAGGAGTTAATCAATCATGGCTGTTCAGCAGAACGTACTGGCACAGTTGAAGCGTGAATG [Alignment(seqA='-----------------------------------------------------------------AACAAAAA----------------------------', seqB='CGTACTGGCACAGTTGAAGCGTGACCCAA    8 AACAAAAA 65 73 AACAAAAA
PA14_61560 PGD1660872 PGD1660873 MFS transport 0.44786176 -0.412675603 5492827 5494200 - GTCGACCCTCCCTTCGCATCCGCCGCTTCGGCGGCGTCCAGGAGTTCGGCATGCATAACAACAATAAGTCGACCCTCCCTTCGCATCCGCC ATG [Alignment(seqA='--------------------------------------------------------AACAACAA-------------------------------------', seqB='GTCGACCCTCCCTTCGCATCCGCCGCTTCG    8 AACAACAA 56 64 AACAACAA
PA14_36090 PGD1656670 PGD1656671 porin 0.087509398 -0.404998626 3215363 3216613 - AGCCGCAGCGCTCCACGGCTCGCTTCGGCCTGGGAAAAGGAAAAACAACAATGACCCGTTCCGCTC AGCCGCAGCGCTCCACGGCTCGCTATG [Alignment(seqA='----------------------------------------AAAAACAA-----------------------------------------------------', seqB='AGCCGCAGCGCTCCACGGCTCGCTTCGGC    8 AAAAACAA 40 48 AAAAACAA
PA14_51060 PGD1659092 PGD1659093 hypothetical p 0.338893165 -0.404308605 4536881 4537357 + TCTTTCCCGTACCATGCACGCCTTCGCCGGCCAGCCCTCGCCTACCCGACATGGACAAGAAAAAGCTTCTTTCCCGTACCATGCACGCCTTCATG [Alignment(seqA='--------------------------------------------------------AAGAAAAA-------------------------------------', seqB='TCTTTCCCGTACCATGCACGCCTTCGCCGG    8 AAGAAAAA 56 64 AAGAAAAA
PA14_69770 PGD1662188 sutA PGD1662189 SutA -0.469285238 -0.381100406 6223248 6223565 - GCGCGGCTGGGCTATAACTAACCTGCTTTTGCAGCACCGAGAGGTTGACCATGAGCGAAGAAGAAC GCGCGGCTGGGCTATAACTAACCTATG [Alignment(seqA='---------------------------------------------------------AAGAAGAA------------------------------------', seqB='GCGCGGCTGGGCTATAACTAACCTGCTTT    8 AAGAAGAA 57 65 AAGAAGAA
PA14_11990 PGD1652769 PGD1652770 hydrolase -0.591722726 -0.377602323 1036617 1037840 - ACCCGCTCGGCAGAACAACAATAACGACGCACACACCGCGGGGCCTCACCATGCGCTACCGTACCG ACCCGCTCGGCAGAACAACAATAAATG [Alignment(seqA='-------------AACAACAA--------------------------------------------------------------------------------', seqB='ACCCGCTCGGCAGAACAACAATAACGACG    8 AACAACAA 13 21 AACAACAA
PA14_71160 PGD1662404 PGD1662405 hypothetical p -0.066772451 -0.373726419 6338774 6339712 - CGGCGCCCACCTCGCAGAAAAACAATCAATAGCCGCACGAGGGGAGACCGATGAAGACGACGATTCCGGCGCCCACCTCGCAGAAAAACAATG [Alignment(seqA='-----------------AAAAACAA----------------------------------------------------------------------------', seqB='CGGCGCCCACCTCGCAGAAAAACAATCAA    8 AAAAACAA 17 25 AAAAACAA
PA14_05010 PGD1651637 PGD1651638 hypothetical p -0.147582198 -0.371738696 440240 441586 + GATCCAATAATAAGAGCGGCACGGCTCGGCCGGCTGCAAAGGAGACTGCTGTGTTGAAGAAACTGGGATCCAATAATAAGAGCGGCACGGGTG [Alignment(seqA='-----AATAATAA----------------------------------------------------------------------------------------', seqB='GATCCAATAATAAGAGCGGCACGGCTCGG    8 AATAATAA 5 13 AATAATAA
PA14_17730 PGD1653687 PGD1653688 hypothetical p 0.594993731 -0.36794875 1523344 1524159 + ATACGAACAGCGCGCGTGCCGAACAGCGCCGAGAACAACAAGGAATTCCGATGAAAGTCGAACTCGATACGAACAGCGCGCGTGCCGAACATG [Alignment(seqA='---------------------------------AACAACAA------------------------------------------------------------', seqB='ATACGAACAGCGCGCGTGCCGAACAGCGC    8 AACAACAA 33 41 AACAACAA
PA14_18810 PGD1653847 PGD1653848 hypothetical p 0.523984856 -0.362256219 1621282 1622319 + GGCAAGCTTTACGGTCGCCCCGCACAACAACAAAAACAAGGGTGATCCAAATGACTTCAAATCCGTTGGCAAGCTTTACGGTCGCCCCGCAATG [Alignment(seqA='-------------------------------AAAAACAA--------------------------------------------------------------', seqB='GGCAAGCTTTACGGTCGCCCCGCACAACA    8 AAAAACAA 31 39 AAAAACAA
PA14_23070 PGD1654555 zwf PGD1654556 glucose-6-pho  0.569640667 -0.34527038 2000159 2001628 + TTGCGCAGTGGATGGCTCAATATCACTCAATATTTGGTTGGTAACAACAAATGCCTGATGTCCGCGTTTTGCGCAGTGGATGGCTCAATATCATG [Alignment(seqA='------------------------------------------AACAACAA---------------------------------------------------', seqB='TTGCGCAGTGGATGGCTCAATATCACTCAA    8 AACAACAA 42 50 AACAACAA
PA14_57980 PGD1660251 PGD1660252 phosphoryl ca  0.004953989 -0.334250144 5159710 5159982 + CACCGCGATCTCAGCAGCTAGCCCATAACAAGAAGGACAGACTCCCCAAGATGCCCGCCCTCGAGATCACCGCGATCTCAGCAGCTAGCCCATG [Alignment(seqA='--------------------------AACAAGAA-------------------------------------------------------------------', seqB='CACCGCGATCTCAGCAGCTAGCCCATAAC    8 AACAAGAA 26 34 AACAAGAA
PA14_60790 PGD1660746 PGD1660747 ABC transport   -0.308645961 -0.320161844 5418186 5418872 - GGGATGCGAGCGGTCGGGTGCGAATGCCAACAACAAACAAGCACGAATCATTGATCTCCCTGCAGGGGGATGCGAGCGGTCGGGTGCGATTG [Alignment(seqA='----------------------------AACAACAA-----------------------------------------------------------------', seqB='GGGATGCGAGCGGTCGGGTGCGAATGCC    8 AACAACAA 28 36 AACAACAA
PA14_07840 PGD1652077 PGD1652078 two-compone   0.015579326 -0.319798797 675575 676207 + CGTGACAAGAACAACCGCCGGCAAGGCGGAACAGCGTGAGGCAGCAAAGAGTGGTGATCCGAGTC CGTGACAAGAACAACCGCCGGCAAGTG [Alignment(seqA='------AAGAACAA---------------------------------------------------------------------------------------', seqB='CGTGACAAGAACAACCGCCGGCAAGGCGG    8 AAGAACAA 6 14 AAGAACAA
PA14_46770 PGD1658386 PGD1658387 hypothetical p 0.135517637 -0.313556198 4166280 4166705 + AGGCGGGCCAGAACGGGCCGTCATTGCGCAGAACAACAAGGAGAACGCAGATGAGATTCATGGTGAAGGCGGGCCAGAACGGGCCGTCAATG [Alignment(seqA='-------------------------------AACAACAA--------------------------------------------------------------', seqB='AGGCGGGCCAGAACGGGCCGTCATTGCGC    8 AACAACAA 31 39 AACAACAA
PA14_15850 PGD1653371 PGD1653372 hypothetical p -0.504566951 -0.302377923 1351402 1351956 - CCTCCCGGCCAGCCGAGCAAGATAGGCCTTTCCCCGAAGAAGAACCTGGCATGAAATTCTGCAGCCTCCTCCCGGCCAGCCGAGCAAGATAATG [Alignment(seqA='------------------------------------AAGAAGAA---------------------------------------------------------', seqB='CCTCCCGGCCAGCCGAGCAAGATAGGCCT    8 AAGAAGAA 36 44 AAGAAGAA
PA14_02380 PGD1651215 PGD1651216 acid phosphat 0.519607447 -0.29708181 213891 214616 + GGGCGGGAGCCTAGGCTCCCGATGCAACCTCGCCTCAGGGAATACGCTTCATGAACAACAAGACCC GGGCGGGAGCCTAGGCTCCCGAT ATG [Alignment(seqA='-----------------------------------------------------AACAACAA----------------------------------------', seqB='GGGCGGGAGCCTAGGCTCCCGATGCAACC    8 AACAACAA 53 61 AACAACAA
PA14_04250 PGD1651517 PGD1651518 ABC transport   -0.273273467 -0.297053551 380250 381299 - AAACCGCAAAACCTCAACAATAACAACTGCTTGACTGCATGGAATTCAGCATGACCAGCGCGATAGCAAACCGCAAAACCTCAACAATAAC ATG [Alignment(seqA='---------------AACAATAA------------------------------------------------------------------------------', seqB='AAACCGCAAAACCTCAACAATAACAACTGC    8 AACAATAA 15 23 AACAATAA
PA14_32080 PGD1656034 xylX PGD1656035 toluate 1 0.217442819 -0.269837148 2791292 2792659 + GCGCTACCTAACCTGACCGGGCCTGAACAATAACAACGGAGGCCCCGGCCATGTCCCTGGGTAGCGGCGCTACCTAACCTGACCGGGCCTATG [Alignment(seqA='-------------------------AACAATAA--------------------------------------------------------------------', seqB='GCGCTACCTAACCTGACCGGGCCTGAACA    8 AACAATAA 25 33 AACAATAA
PA14_52800 PGD1659394 acsA PGD1659395 acetyl-CoA sy 0.60232614 -0.245283544 4679966 4681921 - GCTACAACTGGGCACAACAAAAACAACACTCACGTACCGAGGTTAAAGCCATGTCTGCGGCATCCCTGCTACAACTGGGCACAACAAAAACATG [Alignment(seqA='------------------AAAAACAA---------------------------------------------------------------------------', seqB='GCTACAACTGGGCACAACAAAAACAACAC    8 AAAAACAA 18 26 AAAAACAA
PA14_45030 PGD1658112 PGD1658113 hypothetical p 0.226698981 -0.24484598 4016053 4017318 + CGACCGCCGGCCCGACCGGCGGCACGACAACAAGAAATTCGGAGCCTGTCATGAGTACCGATCCACCGACCGCCGGCCCGACCGGCGGCATG [Alignment(seqA='----------------------------AACAAGAA-----------------------------------------------------------------', seqB='CGACCGCCGGCCCGACCGGCGGCACGAC    8 AACAAGAA 28 36 AACAAGAA
PA14_65740 PGD1661546 thiC PGD1661547 thiamine bios   0.440674843 -0.230938341 5853158 5855041 - GGTGGCCCCGCGTGCCAGGTTCTCCCGACAATCACCCAGGAGAGCCATCGATGAGCGCAACGCAGAGGTGGCCCCGCGTGCCAGGTTCTCATG [Alignment(seqA='-----------------------------------------------------------------AAGAACAA----------------------------', seqB='GGTGGCCCCGCGTGCCAGGTTCTCCCGAC    8 AAGAACAA 65 73 AAGAACAA
PA14_35460 PGD1656564 PGD1656565 AGCS sodium/  0.156912234 -0.230840544 3152097 3153542 - CGCTGCCGCAGCGCACGCCGACACCAGAATAAGAACCGAGGTAGACCTCCATGCTTGAAATGCTCAACGCTGCCGCAGCGCACGCCGACACATG [Alignment(seqA='---------------------------AATAAGAA------------------------------------------------------------------', seqB='CGCTGCCGCAGCGCACGCCGACACCAGAA    8 AATAAGAA 27 35 AATAAGAA
PA14_71210 PGD1662414 PGD1662415 hypothetical p -0.393804117 -0.230803476 6343184 6344536 - CCATCACGCAACCGCAGAACAAGAACGACCAGAGTCCGAGGAACCGAGCCATGACCGACCTGAATCCCATCACGCAACCGCAGAACAAGAATG [Alignment(seqA='-----------------AACAAGAA----------------------------------------------------------------------------', seqB='CCATCACGCAACCGCAGAACAAGAACGAC    8 AACAAGAA 17 25 AACAAGAA
PA14_25250 PGD1654917 PGD1654918 glyceraldehyd  0.11299087 -0.220442688 2208690 2210075 + CCGACCAGTGTCTCGGTGAATGGATCGATCGTGAAGCCATCGCGGAAGCCATGATCCCGCTGATTGGCCGACCAGTGTCTCGGTGAATGGAATG [Alignment(seqA='--------------------------------------------------------------------------------AATAACAA-------------', seqB='CCGACCAGTGTCTCGGTGAATGGATCGAT    8 AATAACAA 80 88 AATAACAA
PA14_04560 PGD1651563 PGD1651564 hypothetical p -0.099786637 -0.216096307 405267 406361 + GGGGCAGGGTATAGGGTGACGGCGCTCGCATAACAATAAGAGGATCGGTGATGGCTTCCGCGCAACGGGGCAGGGTATAGGGTGACGGCATG [Alignment(seqA='-------------------------------AACAATAA--------------------------------------------------------------', seqB='GGGGCAGGGTATAGGGTGACGGCGCTCG    8 AACAATAA 31 39 AACAATAA
PA14_17780 PGD1653693 PGD1653694 major facilitat  0.064496962 -0.20631777 1526841 1528250 - CGGTAGGGAGCGGCGTGTCGGCGAGAACAACAATAAACAGGACTCGACCCATGCCGCGCACGCCCTCGGTAGGGAGCGGCGTGTCGGCGATG [Alignment(seqA='-------------------------AACAACAA--------------------------------------------------------------------', seqB='CGGTAGGGAGCGGCGTGTCGGCGAGAAC    8 AACAACAA 25 33 AACAACAA
PA14_38610 PGD1657070 PGD1657071 hypothetical p 0.024224713 -0.198209069 3444304 3445728 - ACAGGCGGCCCCATAGTCGCCGAATAACAATAAAACCGAGAGAATCCGCGATGACCGCTATCCTTCCACAGGCGGCCCCATAGTCGCCGAAATG [Alignment(seqA='-------------------------AACAATAA--------------------------------------------------------------------', seqB='ACAGGCGGCCCCATAGTCGCCGAATAACA    8 AACAATAA 25 33 AACAATAA
PA14_44710 PGD1658062 xdhA PGD1658063 xanthine dehy -0.222028882 -0.182479364 3985489 3986943 + TCTCCTGCAAGGCCTAGAATTCAATAACAAGAACCGCCTGGAGGCACGCCTTGATCAGGTTCCTGCT TCTCCTGCAAGGCCTAGAATTCAA TTG [Alignment(seqA='-------------------------AACAAGAA--------------------------------------------------------------------', seqB='TCTCCTGCAAGGCCTAGAATTCAATAACAA    8 AACAAGAA 25 33 AACAAGAA
PA14_27100 PGD1655199 lipA PGD1655200 lactonizing lip -1.013359641 -0.179926517 2354166 2355101 - TGGCTGGCAGGACGCGCCCCTCGGCCCCATCAACCTGAGATGAGAACAACATGAAGAAGAAGTCTC TGGCTGGCAGGACGCGCCCCTCGGATG [Alignment(seqA='-----------------------------------------------------AAGAAGAA----------------------------------------', seqB='TGGCTGGCAGGACGCGCCCCTCGGCCCCA    8 AAGAAGAA 53 61 AAGAAGAA
PA14_09770 PGD1652407 souR PGD1652408 sarcosine oxid     0.012334696 -0.177214575 841579 842601 + GGCGTCGCGGCCCGCTGGCCGGGAACAAGAAGAACAAGAGGCACGAATCGATGGAAAGAAGGCGTGGCGTCGCGGCCCGCTGGCCGGGATG [Alignment(seqA='-----------------------AACAAGAA----------------------------------------------------------------------', seqB='GGCGTCGCGGCCCGCTGGCCGGGAACAA    8 AACAAGAA 23 31 AACAAGAA
PA14_44510 PGD1658026 PGD1658027 hypothetical p 0.179737397 -0.166043852 3963327 3964163 + CGAGGAAACCTGCGCGTTTCCCCTCCCCAGAACAACAAAAGGAGTTAGCCATGACTGCCACTGGCACCGAGGAAACCTGCGCGTTTCCCCTATG [Alignment(seqA='------------------------------AACAACAA---------------------------------------------------------------', seqB='CGAGGAAACCTGCGCGTTTCCCCTCCCCA    8 AACAACAA 30 38 AACAACAA
PA14_60950 PGD1660770 PGD1660771 hypothetical p -0.078486468 -0.144182571 5436245 5438311 - AGAATTTTCGCTGCAGAACTGCGCCCTCCATCTGTCGGAAGCCAAACACTATGAACAATAACAATAGCAGAATTTTCGCTGCAGAACTGCGCATG [Alignment(seqA='-----------------------------------------------------AACAATAA----------------------------------------', seqB='AGAATTTTCGCTGCAGAACTGCGCCCTCCA    8 AACAATAA 53 61 AACAATAA
PA14_67340 PGD1661802 PGD1661803 cytosine/purin     -0.767042731 -0.143238666 6013782 6015224 - CAGGCCACAACAAGAATGGCGGCGCGCGAGCCGCAGCGGAGTACAGCAGCATGACCCAGGGCAGCCAGGCCACAACAAGAATGGCGGCGATG [Alignment(seqA='--------AACAAGAA-------------------------------------------------------------------------------------', seqB='CAGGCCACAACAAGAATGGCGGCGCGCG    8 AACAAGAA 8 16 AACAAGAA
PA14_03760 PGD1651437 PGD1651438 sodium:solute 0.467910754 -0.1366603 336327 337712 + AGGCGCCACGCCGGGCGTCACGCAGAACAACAAGAAAAGGAGCGCGGGCGATGTTGCTGGATTACCAGGCGCCACGCCGGGCGTCACGC ATG [Alignment(seqA='-------------------------AACAACAA--------------------------------------------------------------------', seqB='AGGCGCCACGCCGGGCGTCACGCAGAACA    8 AACAACAA 25 33 AACAACAA
PA14_08500 PGD1652197 PGD1652198 hypothetical p 0.172739797 -0.13608005 727721 728143 + ATGGCCAGTCCAAACCGCTACAGCGCCGTTTCGATTGGCCGAAGCAGTGAGTGAGCATTATGTGGAGATGGCCAGTCCAAACCGCTACAGCGTG [Alignment(seqA='--------------------------------------------------------------------AAGAACAA-------------------------', seqB='ATGGCCAGTCCAAACCGCTACAGCGCCGT    8 AAGAACAA 68 76 AAGAACAA
PA14_63480 PGD1661198 PGD1661199 amino acid pe -0.126190475 -0.132908836 5659342 5660739 - AAGCGCCGGGGCGCCGCCGGCGCCCCACCCGAACATTCAGGAGAACCCCAATGGACGACAACAAGAAAGCGCCGGGGCGCCGCCGGCGCATG [Alignment(seqA='-----------------------------------------------------------AACAAGAA----------------------------------', seqB='AAGCGCCGGGGCGCCGCCGGCGCCCCAC    8 AACAAGAA 59 67 AACAAGAA
PA14_65200 PGD1661470 rnr PGD1661471 exoribonuclea   0.075860468 -0.11519318 5810076 5812799 - AATAGAGCGATGGCAGCAAACGCTAAAGAAGAAAAGGTGACCTACCTCTAATGGCCGATTGGCAAAAAATAGAGCGATGGCAGCAAACGCTATG [Alignment(seqA='-------------------------AAGAAGAA--------------------------------------------------------------------', seqB='AATAGAGCGATGGCAGCAAACGCTAAAGA    8 AAGAAGAA 25 33 AAGAAGAA
PA14_62630 PGD1661048 acsB PGD1661049 acetyl-CoA sy 0.21356629 -0.099695256 5587464 5589401 + GCGTGCGGTCTCTCGACACCTTGCGGAGCAGAAAAACAAAGGAAACCGCCATGTTCGAGATCAGCG GCGTGCGGTCTCTCGACACCTTGCATG [Alignment(seqA='-------------------------------AAAAACAA--------------------------------------------------------------', seqB='GCGTGCGGTCTCTCGACACCTTGCGGAGC    8 AAAAACAA 31 39 AAAAACAA
PA14_02980 PGD1651305 PGD1651306 porin 0.633373155 -0.099054235 260374 261639 - GCTCGCCGGGCGCCTCCCTGCCTAGAGAACAAGAACGAAGGGACACTCCCATGTCGCACCCGAGCCGCTCGCCGGGCGCCTCCCTGCCTAATG [Alignment(seqA='---------------------------AACAAGAA------------------------------------------------------------------', seqB='GCTCGCCGGGCGCCTCCCTGCCTAGAGAA    8 AACAAGAA 27 35 AACAAGAA
PA14_02630 PGD1651255 PGD1651256 malonate carr  0.118530596 -0.098849027 233582 233986 + GTTCGAGGCATAAAAACAACAACATCGATCCGCAACCGAGGACAACAATAATGATTATCTACGGTGT GTTCGAGGCATAAAAACAACAACAATG [Alignment(seqA='-----------AAAAACAA----------------------------------------------------------------------------------', seqB='GTTCGAGGCATAAAAACAACAACATCGATC    8 AAAAACAA 11 19 AAAAACAA
PA14_15780 PGD1653359 PGD1653360 PTS system N-   0.191297309 -0.09576786 1343444 1345156 - GCCTGCAACACTGGCCGCTGGCCTGACAAGAACAATCGGAGACCACCGCCATGCCCCCGTTCCTGATGCCTGCAACACTGGCCGCTGGCCTATG [Alignment(seqA='---------------------------AAGAACAA------------------------------------------------------------------', seqB='GCCTGCAACACTGGCCGCTGGCCTGACAA    8 AAGAACAA 27 35 AAGAACAA
PA14_58650 PGD1660359 PGD1660360 chemotaxis tr 0.162527591 -0.080977095 5225436 5227457 - CCACGCGGCGGCATCTCTCAGAACGATAAGAACAATCAGGAGACGTCTGGGTGAAGACCGTACTCTACCACGCGGCGGCATCTCTCAGAACGTG [Alignment(seqA='---------------------------AAGAACAA------------------------------------------------------------------', seqB='CCACGCGGCGGCATCTCTCAGAACGATAA    8 AAGAACAA 27 35 AAGAACAA
PA14_69370 PGD1662122 algP PGD1662123 alginate regul   -0.39414573 -0.074831937 6187256 6188314 - GGGTTTGCGGGTCTAGTATGGGCGCAACCACGTCCGCCTGGAGGCACGTCATGTCGGCCAACAAGAGGGTTTGCGGGTCTAGTATGGGCGATG [Alignment(seqA='-----------------------------------------------------------AACAAGAA----------------------------------', seqB='GGGTTTGCGGGTCTAGTATGGGCGCAACC    8 AACAAGAA 59 67 AACAAGAA
PA14_38850 PGD1657108 exaB PGD1657109 cytochrome c5 -0.497973484 -0.040839509 3464290 3464727 - GCGCCGTTTGGCGCCCGTGCCTTGTCCTGTCTCCCCGGAGGAATGAAGTGATGAACAAGAACAACGCGCGCCGTTTGGCGCCCGTGCCTTGATG [Alignment(seqA='-----------------------------------------------------AACAAGAA----------------------------------------', seqB='GCGCCGTTTGGCGCCCGTGCCTTGTCCTG    8 AACAAGAA 53 61 AACAAGAA
PA14_47420 PGD1658498 PGD1658499 hypothetical p -0.754494044 -0.031511779 4225361 4225636 - AGACGTCGAAAATATACTATACCCCAGTATATTACCTGGAGGAGAGAGCGGTGGCCCATACCATCCAAGACGTCGAAAATATACTATACCC GTG [Alignment(seqA='-----------------------------------------------------------------------AAGAAGAA----------------------', seqB='AGACGTCGAAAATATACTATACCCCAGTAT    8 AAGAAGAA 71 79 AAGAAGAA
PA14_62900 PGD1661096 greA PGD1661097 transcription e   0.143919984 -0.029362664 5611320 5611796 - CCCGAGAAGACCGTTCGGCGTCTGCAGGATCTCCACGCAGGAATCAAGGCATGAGCAAGTTCCCCA CCCGAGAAGACCGTTCGGCGTCTGATG [Alignment(seqA='---------------------------------------------------------------------------------------------AAGAAGAA', seqB='CCCGAGAAGACCGTTCGGCGTCTGCAGGA    8 AAGAAGAA 93 101 AAGAAGAA
PA14_32060 PGD1656032 xylS PGD1656033 transcriptiona   0.859656296 -0.024037801 2790219 2791175 + TGGCGCCGCGCGGCGATAACAACAACGATAGCAGCCTGAGTGTCCTGCCCATGAATGCCTCCTTGCTTGGCGCCGCGCGGCGATAACAACAATG [Alignment(seqA='-----------------AACAACAA----------------------------------------------------------------------------', seqB='TGGCGCCGCGCGGCGATAACAACAACGAT    8 AACAACAA 17 25 AACAACAA
PA14_51150 PGD1659106 mucK PGD1659107 cis -0.183640088 -0.022755721 4544567 4545922 - TCGGGCTGCCGTGAAGATCAACCGAAATCCTGCTTGCGAGAACAAGAATAATGAATGCAACCGCGCTTCGGGCTGCCGTGAAGATCAACCGATG [Alignment(seqA='----------------------------------------AACAAGAA-----------------------------------------------------', seqB='TCGGGCTGCCGTGAAGATCAACCGAAATC    8 AACAAGAA 40 48 AACAAGAA
PA14_69130 PGD1662084 glpT PGD1662085 sn-glycerol-3-  0.207429394 -0.016255352 6165123 6166469 + TGTTCGCAACCGCGTAAAAAGGCGCGACACAACAACAAGCGGAGCTCGCGATGTTCGGAATCTTTCGTGTTCGCAACCGCGTAAAAAGGCGATG [Alignment(seqA='------------------------------AACAACAA---------------------------------------------------------------', seqB='TGTTCGCAACCGCGTAAAAAGGCGCGACA    8 AACAACAA 30 38 AACAACAA
PA14_70290 PGD1662266 sphR PGD1662267 Sphingosine-r  0.42852781 -0.012875851 6267659 6268729 - ATCCACCGCCAGAACAAGAACGAAGCCGAGACCGGCTCAGGATTTCGCCCATGCACAACAATGCCG ATCCACCGCCAGAACAAGAACGAAATG [Alignment(seqA='------------AACAAGAA---------------------------------------------------------------------------------', seqB='ATCCACCGCCAGAACAAGAACGAAGCCGA    8 AACAAGAA 12 20 AACAAGAA
PA14_45790 PGD1658220 fliN PGD1658221 flagellar moto   -0.007213369 -0.0067447 4070205 4070678 - AAGCGGTCGAGCGCTCGCGCTGACCGCTTCCCCCGGAGGAAAGACGAACCATGGCAGACGAAGAAAAAGCGGTCGAGCGCTCGCGCTGACATG [Alignment(seqA='------------------------------------------------------------AAGAAAAA---------------------------------', seqB='AAGCGGTCGAGCGCTCGCGCTGACCGCTT    8 AAGAAAAA 60 68 AAGAAAAA
PA14_58980 PGD1660423 PGD1660424 hypothetical p -1.606580766 0 5255897 5256121 + CGCAATCCGCGTCATCAGCAAGCTCAAACGCACCATTCAGGAGGTCGAGCATGAAGAACAAGATTGACGCAATCCGCGTCATCAGCAAGCTATG [Alignment(seqA='-----------------------------------------------------AAGAACAA----------------------------------------', seqB='CGCAATCCGCGTCATCAGCAAGCTCAAAC    8 AAGAACAA 53 61 AAGAACAA
PA14_58040 PGD1660261 PGD1660262 hypothetical p -0.52235172 0.000334419 5163500 5163895 - TGCCAAGAAGAAAACAATAATCAATCTCATTATCGTCTGGTGAGGTTGCCATGTCCTTCGAGGCGCACTGCCAAGAAGAAAACAATAATCAAATG [Alignment(seqA='------------AACAATAA---------------------------------------------------------------------------------', seqB='TGCCAAGAAGAAAACAATAATCAATCTCAT    8 AACAATAA 12 20 AACAATAA
PA14_69980 PGD1662220 PGD1662221 transcriptiona  0.3711989 0.002752055 6243236 6243784 - TGCGGCCTCGTTTTGCCTTGCCTGCCAGAAGAATAAGGAGGACTCCACCCTTGGACGTCGGTGCTCGTGCGGCCTCGTTTTGCCTTGCCTG TTG [Alignment(seqA='----------------------------AAGAATAA-----------------------------------------------------------------', seqB='TGCGGCCTCGTTTTGCCTTGCCTGCCAGAA    8 AAGAATAA 28 36 AAGAATAA
PA14_22340 PGD1654437 PGD1654438 hypothetical p 1.054119292 0.003220026 1945626 1945937 + CAGTGGATATCGACGACATTCCGCGTCACCCCGCTGTGAGGATAAAAACAATGAACGACAGCATCTACAGTGGATATCGACGACATTCCGCATG [Alignment(seqA='-------------------------------------------AAAAACAA--------------------------------------------------', seqB='CAGTGGATATCGACGACATTCCGCGTCAC    8 AAAAACAA 43 51 AAAAACAA
PA14_39750 PGD1657242 PGD1657243 amino acid pe 0.827018174 0.012100942 3540887 3542119 + GACTGACCCCGAAGAACCGAACTCCACCGCCCTGACAGAGGAAACAAGAAATGGGTATGCGAGAAGGACTGACCCCGAAGAACCGAACTCATG [Alignment(seqA='------------------------------------------AACAAGAA---------------------------------------------------', seqB='GACTGACCCCGAAGAACCGAACTCCACCG    8 AACAAGAA 42 50 AACAAGAA
PA14_36080 PGD1656668 PGD1656669 MFS transport -0.291088318 0.017913701 3213855 3215177 - AAGCGGCCATGCCGCCTCCGCGTCGAACAACAACAAGAAGGAAGCCCTCCATGAGCGCCATGAACGAAGCGGCCATGCCGCCTCCGCGTCATG [Alignment(seqA='----------------------------AACAACAA-----------------------------------------------------------------', seqB='AAGCGGCCATGCCGCCTCCGCGTCGAACA    8 AACAACAA 28 36 AACAACAA
PA14_66820 PGD1661714 phaC1 PGD1661715 poly(3-hydrox    -0.036732009 0.035748591 5966750 5968429 + CCGGTTTCGTTGCGGTCCCCTGTTTCGCCTCGAACAATGGAGCGTTGCCGATGAGTCAAAAGAACAACCGGTTTCGTTGCGGTCCCCTGTT ATG [Alignment(seqA='--------------------------------------------------------------AACAATAA-------------------------------', seqB='CCGGTTTCGTTGCGGTCCCCTGTTTCGCCT    8 AACAATAA 62 70 AACAATAA
PA14_26020 PGD1655043 PGD1655044 aminopeptida -0.656150602 0.041149698 2273468 2275078 - CCATGCCATCAACGGCTTATCGATCATCGCCTCACAAGGAACGGAGTCTCATGAGCAACAAGAACAACCATGCCATCAACGGCTTATCGAT ATG [Alignment(seqA='--------------------------------------------------------AACAAGAA-------------------------------------', seqB='CCATGCCATCAACGGCTTATCGATCATCGC    8 AACAAGAA 56 64 AACAAGAA
PA14_52990 PGD1659424 phhA PGD1659425 phenylalanine -0.373096753 0.044161368 4698197 4698985 + CAACGACAACAACAAAGACCCCGCGGCCACAAGCCGCTCATGGAGTCCGTATGAAAACGACGCAGT CAACGACAACAACAAAGACCCCGCATG [Alignment(seqA='-------AACAACAA--------------------------------------------------------------------------------------', seqB='CAACGACAACAACAAAGACCCCGCGGCCA    8 AACAACAA 7 15 AACAACAA
PA14_49150 PGD1658772 PGD1658773 transcriptiona  -0.046038622 0.056823578 4364836 4365837 + TCTTCCGGGTGGCGCCCTACCATCGCCGTTCCAACAACAAGGACGCCGCCATGCGTGAGCGCACCATTCTTCCGGGTGGCGCCCTACCATCATG [Alignment(seqA='--------------------------------AACAACAA-------------------------------------------------------------', seqB='TCTTCCGGGTGGCGCCCTACCATCGCCGT    8 AACAACAA 32 40 AACAACAA
PA14_21340 PGD1654263 fadD2 PGD1654264 long-chain-fat  -0.023867502 0.057613625 1848101 1849789 + ATACCCCGCACACGCGGGCCAGACCCGCTCAGGTAAGAGGACAAGAATAAATGCAACCTGAATTCTGATACCCCGCACACGCGGGCCAGACATG [Alignment(seqA='------------------------------------------AAGAATAA---------------------------------------------------', seqB='ATACCCCGCACACGCGGGCCAGACCCGCT    8 AAGAATAA 42 50 AAGAATAA
PA14_35330 PGD1656544 PGD1656545 2-ketoglucona  0.935784787 0.059383808 3140930 3142237 - CGCGGCACCTGTTGCGACAAGAACAAGACAAGCTCAGGAGATACCCGACCATGACCATGCCTCGCC CGCGGCACCTGTTGCGACAAGAACATG [Alignment(seqA='------------------AAGAACAA---------------------------------------------------------------------------', seqB='CGCGGCACCTGTTGCGACAAGAACAAGAC    8 AAGAACAA 18 26 AAGAACAA
PA14_52000 PGD1659262 PGD1659263 hypothetical p 0.249940467 0.060675006 4614957 4615376 + CGCGCTGGGCAAACGCCTGGCGGAAACCGCCGGCAAGCTGGGGAGTTGAAATGGCCCGCAAGAAC CGCGCTGGGCAAACGCCTGGCGG ATG [Alignment(seqA='-----------------------------------------------------------AAGAACAA----------------------------------', seqB='CGCGCTGGGCAAACGCCTGGCGGAAACCG    8 AAGAACAA 59 67 AAGAACAA
PA14_08680 PGD1652229 tufB PGD1652230 elongation fac  0.208836414 0.062971461 741311 742504 + TGTTCTAATGGTAGCGTGATCCGCTCAATTCCTTGAAGGGGATGGTCTCCATGGCTAAAGAAAAATTTTGTTCTAATGGTAGCGTGATCCGC ATG [Alignment(seqA='---------------------------------------------------------AAGAAAAA------------------------------------', seqB='TGTTCTAATGGTAGCGTGATCCGCTCAATT    8 AAGAAAAA 57 65 AAGAAAAA
PA14_22910 PGD1654533 edd PGD1654534 phosphogluco  0.797264507 0.068057542 1986649 1988475 + GATGATTATGTTGTAAAAACAACAATTGATAGTCTGTAGGAGAATCTGCCATGCACCCTCGTGTGCTCGATGATTATGTTGTAAAAACAACAAATG [Alignment(seqA='--------------AAAAACAA-------------------------------------------------------------------------------', seqB='GATGATTATGTTGTAAAAACAACAATTGAT    8 AAAAACAA 14 22 AAAAACAA
PA14_44980 PGD1658102 PGD1658103 TetR family tr  -0.506794106 0.070166391 4010323 4010973 + TACCATCCTCGGCTTCCTGCCGCCGTTGCAGCAATGAAGAACAAGGACTGATGACCAGCATCCGCGATACCATCCTCGGCTTCCTGCCGCC ATG [Alignment(seqA='------------------------------------AAGAACAA---------------------------------------------------------', seqB='TACCATCCTCGGCTTCCTGCCGCCGTTGCA    8 AAGAACAA 36 44 AAGAACAA
PA14_02470 PGD1651229 pntB PGD1651230 pyridine nucle    -0.097514715 0.100585343 222339 223775 + CGCATGCTGGAAATGTTCAAGAAGAAAGCGCCGAAGGCGGGGGGCCACTGATGAGCATGAACCTGGCGCATGCTGGAAATGTTCAAGAAGATG [Alignment(seqA='------------------AAGAAGAA---------------------------------------------------------------------------', seqB='CGCATGCTGGAAATGTTCAAGAAGAAAGC    8 AAGAAGAA 18 26 AAGAAGAA
PA14_17320 PGD1653613 eno PGD1653614 phosphopyruv  0.366053171 0.110916237 1488044 1489333 + CCTAGTCTCCTCAGACCGCCCCGTTCATTCACTTCGGAGTGTTAACAAGAATGGCAAAGATCGTCGACCCTAGTCTCCTCAGACCGCCCCGT ATG [Alignment(seqA='-------------------------------------------AACAAGAA--------------------------------------------------', seqB='CCTAGTCTCCTCAGACCGCCCCGTTCATTC    8 AACAAGAA 43 51 AACAAGAA
PA14_44800 PGD1658072 PGD1658073 transporter 0.79049506 0.117529392 3992783 3994132 + ACCAACCGGCCCGCAGGACCTAACAACAAGAGCGATGAGGAGTACCTGCTGTGGAAAGCACCAAACACCAACCGGCCCGCAGGACCTAACGTG [Alignment(seqA='---------------------AACAACAA------------------------------------------------------------------------', seqB='ACCAACCGGCCCGCAGGACCTAACAACAA    8 AACAACAA 21 29 AACAACAA
PA14_41790 PGD1657572 PGD1657573 hypothetical p 0.703665318 0.120666142 3729757 3730194 - AAACGGCAGTGCCCTGGGGCAAACCACACCTGAACACTGGAGAAATAACAATGAAAAAGCACCTGTTAAACGGCAGTGCCCTGGGGCAAACATG [Alignment(seqA='-------------------------------------------AATAACAA--------------------------------------------------', seqB='AAACGGCAGTGCCCTGGGGCAAACCACAC    8 AATAACAA 43 51 AATAACAA
PA14_70930 PGD1662370 PGD1662371 hypothetical p 0.23721013 0.122246608 6319833 6320237 + CCCTAAACCGCGCTTGAACAAGAAATCCGGGGGGCACGAGGCCCTTACCTATGATCGAGCTTGAACACCCTAAACCGCGCTTGAACAAGAAATG [Alignment(seqA='---------------------------------------------------------------AACAAGAA------------------------------', seqB='CCCTAAACCGCGCTTGAACAAGAAATCCG    8 AACAAGAA 63 71 AACAAGAA
PA14_39460 PGD1657196 PGD1657197 hypothetical p 0.551841536 0.127811652 3510492 3511631 + AGAAGAATAAAAGCCCACAGCCAACGCACACCACCAAGGACACCCACTCCATGCGCGCACTCCTCACAGAAGAATAAAAGCCCACAGCCAAATG [Alignment(seqA='--AAGAATAA-------------------------------------------------------------------------------------------', seqB='AGAAGAATAAAAGCCCACAGCCAACGCAC    8 AAGAATAA 2 10 AAGAATAA
PA14_54700 PGD1659706 PGD1659707 beta-lactamas 0.131566898 0.133204171 4849172 4851148 - CGCTCGGCATAGTGCCAGCCGAACCTCACAACAATAAAACGGAGCATCCGATGAGCCGTCTGCTCGCCGCTCGGCATAGTGCCAGCCGAACATG [Alignment(seqA='-----------------------------AACAATAA----------------------------------------------------------------', seqB='CGCTCGGCATAGTGCCAGCCGAACCTCAC    8 AACAATAA 29 37 AACAATAA
PA14_60730 PGD1660736 PGD1660737 outer membra  0.312356836 0.140907685 5411518 5412909 - AAACCTTGAACAACAAAAACGATATTTCCTGCCTGTTTGCCAGAAAACCATTGCCATTGCTCTGCGCCAAACCTTGAACAACAAAAACGATATTG [Alignment(seqA='-----------AACAAAAA----------------------------------------------------------------------------------', seqB='AAACCTTGAACAACAAAAACGATATTTCCT    8 AACAAAAA 11 19 AACAAAAA
PA14_09610 PGD1652385 PGD1652386 hypothetical p -0.03981551 0.146979624 826064 826930 - AAACGACGCAACCGCCGGTAATTCGCTAGACCAAGAACAAGGACATATCCATGCGAACCCTCACCACAAACGACGCAACCGCCGGTAATTCATG [Alignment(seqA='--------------------------------AAGAACAA-------------------------------------------------------------', seqB='AAACGACGCAACCGCCGGTAATTCGCTAG    8 AAGAACAA 32 40 AAGAACAA
PA14_46910 PGD1658410 PGD1658411 ABC transport   0.085463174 0.149124688 4177924 4178832 + CCAGGCGCTCGCGGCTCAATAAAAATCAAAACAAGTCGAGGAAGAAATTCATGCGTATCGCTCCCAGCCAGGCGCTCGCGGCTCAATAAAAATG [Alignment(seqA='-----------------AATAAAAA----------------------------------------------------------------------------', seqB='CCAGGCGCTCGCGGCTCAATAAAAATCAA    8 AATAAAAA 17 25 AATAAAAA
PA14_67310 PGD1661798 PGD1661799 amino acid pe -0.222145589 0.157332289 6010690 6012093 - GCCGCTCGGCCGGGGCGCTCCAGCAAGAACAACAACAGGAGAGCCGAGGGATGACGCACGACACGGCCGCTCGGCCGGGGCGCTCCAG ATG [Alignment(seqA='---------------------------AACAACAA------------------------------------------------------------------', seqB='GCCGCTCGGCCGGGGCGCTCCAGCAAGAA    8 AACAACAA 27 35 AACAACAA
PA14_23540 PGD1654639 act PGD1654640 transcriptiona  0.208805895 0.162604947 2050430 2051350 + ACGTTATAGGCGCTACACTTCGGACTCTTTGTTGCTTATAGGGAACAATAATGGGGCTTGATGATGCGACGTTATAGGCGCTACACTTCGGAATG [Alignment(seqA='-------------------------------------------AACAATAA--------------------------------------------------', seqB='ACGTTATAGGCGCTACACTTCGGACTCTTT    8 AACAATAA 43 51 AACAATAA
PA14_06960 PGD1651937 PGD1651938 hypothetical p -0.429140063 0.175481482 603247 604536 + AAGTGTTATTTTTCATGAAAAATAACCAATATAATTTCACGGGGGTCGCGATGTTCCTGCAATCCAAC AAGTGTTATTTTTCATGAAAAATAAATG [Alignment(seqA='-----------------AAAAATAA----------------------------------------------------------------------------', seqB='AAGTGTTATTTTTCATGAAAAATAACCAATA    8 AAAAATAA 17 25 AAAAATAA
PA14_58375 PGD1660315 mdpA PGD1660316 metallopeptid  0.113795618 0.181239717 5198442 5199659 - ATTTAAGCTCGACTTAAATTTCAGCCCGGTCCAGACGAGGAGAACAACAAATGACCGTGGGTGTTGGATTTAAGCTCGACTTAAATTTCAGCATG [Alignment(seqA='------------------------------------------AACAACAA---------------------------------------------------', seqB='ATTTAAGCTCGACTTAAATTTCAGCCCGGT    8 AACAACAA 42 50 AACAACAA
PA14_18610 PGD1653811 argF PGD1653812 ornithine carb 0.143445193 0.218847629 1598184 1599101 - GAAAGCCGGCCAGTGCCTCGGCCAGCAGTAAAAATAAAAGGTAGTCAGCGATGAGCGTACGGCACTGAAAGCCGGCCAGTGCCTCGGCCAATG [Alignment(seqA='-----------------------------AAAAATAA----------------------------------------------------------------', seqB='GAAAGCCGGCCAGTGCCTCGGCCAGCAGT    8 AAAAATAA 29 37 AAAAATAA
PA14_69320 PGD1662114 PGD1662115 integral memb   0.72518226 0.22090048 6183475 6184233 - GGCGTGGGCCAGGTTTTTCAACTCCAACAAAAAACGGGAAATAACCATCTATGGAATGGCTCGCCAGGGCGTGGGCCAGGTTTTTCAACTCATG [Alignment(seqA='-------------------------AACAAAAA--------------------------------------------------------------------', seqB='GGCGTGGGCCAGGTTTTTCAACTCCAACA    8 AACAAAAA 25 33 AACAAAAA
PA14_37590 PGD1656912 kynB PGD1656913 kynurenine fo -0.144844216 0.22455525 3345406 3346047 + TTCTCCGAAATCTCGTCCATTATCATTCGCTGGATTTCCGGAGAAAAACAATGACTTCGCTCCGCTAC TTCTCCGAAATCTCGTCCATTATCAATG [Alignment(seqA='-------------------------------------------AAAAACAA--------------------------------------------------', seqB='TTCTCCGAAATCTCGTCCATTATCATTCGC    8 AAAAACAA 43 51 AAAAACAA
PA14_38140 PGD1656994 PGD1656995 glutamine syn -0.339571456 0.243587977 3402135 3403511 - GGCTCCAGCCCCCGCATGATTGAAATTTTTAACAAAAAAGGTGTTGCATCATGTCGGTACCCCTGCGTGGCTCCAGCCCCCGCATGATTGAAATG [Alignment(seqA='------------------------------AACAAAAA---------------------------------------------------------------', seqB='GGCTCCAGCCCCCGCATGATTGAAATTTTT    8 AACAAAAA 30 38 AACAAAAA
PA14_65880 PGD1661568 PGD1661569 two-compone   0.311659412 0.252170056 5869705 5870439 - TCCGACAACCCAGAACAAGAAACGCCCCGGCCCGCCGGAGGCGCAAGGTGATGGCGATGGTTCCGCTCCGACAACCCAGAACAAGAAACGATG [Alignment(seqA='-------------AACAAGAA--------------------------------------------------------------------------------', seqB='TCCGACAACCCAGAACAAGAAACGCCCCG    8 AACAAGAA 13 21 AACAAGAA
PA14_17530 PGD1653649 recA PGD1653650 recombinase A 0.297189357 0.262828928 1505405 1506445 + TATACAGTTGTTCGTGGCCGTCCGGCCGCCCTGACTTCGCGAGGACTTCAATGGACGAGAACAAGAATATACAGTTGTTCGTGGCCGTCCG ATG [Alignment(seqA='-----------------------------------------------------------AACAAGAA----------------------------------', seqB='TATACAGTTGTTCGTGGCCGTCCGGCCGC    8 AACAAGAA 59 67 AACAAGAA
PA14_53190 PGD1659456 bolA PGD1659457 morphogene p  0.029070312 0.270534311 4715309 4715614 - ACTCGGCGTCGCCGCGCCGGCCCAGAAGAAAAAGTGAGTCGTGATTCGCGATGAGCATGCGTGACCACTCGGCGTCGCCGCGCCGGCCCAATG [Alignment(seqA='-------------------------AAGAAAAA--------------------------------------------------------------------', seqB='ACTCGGCGTCGCCGCGCCGGCCCAGAAGA    8 AAGAAAAA 25 33 AAGAAAAA
PA14_32240 PGD1656056 catA PGD1656057 catechol 1 0.478762995 0.271841867 2801756 2802688 + CGCTGAGATTCCCTTCCCACGCCCGACAACAACAAGCAGAGGCAAACGCCATGACCGTGAAGATTTCCGCTGAGATTCCCTTCCCACGCCC ATG [Alignment(seqA='---------------------------AACAACAA------------------------------------------------------------------', seqB='CGCTGAGATTCCCTTCCCACGCCCGACAAC    8 AACAACAA 27 35 AACAACAA
PA14_15790 PGD1653361 PGD1653362 phosphoenolp  -0.34875892 0.281183982 1345181 1347709 - ACGGCACCTGAGCAAAGTCACCCGAACCCACTGAGCCTGAGCGCGCGCCCATGAACAACAAGAATC ACGGCACCTGAGCAAAGTCACCCGATG [Alignment(seqA='-----------------------------------------------------AACAACAA----------------------------------------', seqB='ACGGCACCTGAGCAAAGTCACCCGAACCC    8 AACAACAA 53 61 AACAACAA
PA14_27000 PGD1655189 PGD1655190 chemotaxis tr -0.303091852 0.283478268 2348301 2349773 - CAAGATAATGGCGCCTTGCCATTAGCTTGCCGATAAGAAGAAATCCCCCTATGGGCACCTGGATCAGCAAGATAATGGCGCCTTGCCATTAATG [Alignment(seqA='----------------------------------AAGAAGAA-----------------------------------------------------------', seqB='CAAGATAATGGCGCCTTGCCATTAGCTTG    8 AAGAAGAA 34 42 AAGAAGAA
PA14_24445 PGD1654785 gdhB PGD1654786 NAD-depende   -0.141022485 0.287753929 2130044 2134906 + CCCGCGAACCGCTCGCCTCCATGAAATAACAAGCCAAGCGGAGTACAACCATGGCGTTCTTCACCGCCCCGCGAACCGCTCGCCTCCATGAATG [Alignment(seqA='------------------------AATAACAA---------------------------------------------------------------------', seqB='CCCGCGAACCGCTCGCCTCCATGAAATAAC    8 AATAACAA 24 32 AATAACAA
PA14_50570 PGD1659004 PGD1659005 hypothetical p 0.228099711 0.292737254 4492050 4494344 - TGCTGGGGCAATAAGAAAATTCGCAACACGCCTGATGGAGACTGAAGCATATGGATATCTGGAACTGTGCTGGGGCAATAAGAAAATTCGCATG [Alignment(seqA='---------AATAAGAA------------------------------------------------------------------------------------', seqB='TGCTGGGGCAATAAGAAAATTCGCAACAC    8 AATAAGAA 9 17 AATAAGAA
PA14_01360 PGD1651063 PGD1651064 hypothetical p 1.049585534 0.30447811 131135 132208 + GCGGTTCCCGGCCCGATGAGGACAGAACGACAAGAAAAAGGGGCCCGCGAATGTCAGGCGCAACC GCGGTTCCCGGCCCGATGAGGACAATG [Alignment(seqA='-------------------------------AAGAAAAA--------------------------------------------------------------', seqB='GCGGTTCCCGGCCCGATGAGGACAGAACG    8 AAGAAAAA 31 39 AAGAAAAA
PA14_67130 PGD1661766 PGD1661767 ABC transport   0.584890856 0.328356837 5992334 5993233 - GGGGCTGACTTACTTTACATAGCCATAAGAAAAAAGAGGCAGAACCTCCGATGAAAACCCTTGTATC GGGGCTGACTTACTTTACATAGCC ATG [Alignment(seqA='--------------------------AAGAAAAA-------------------------------------------------------------------', seqB='GGGGCTGACTTACTTTACATAGCCATAAGA    8 AAGAAAAA 26 34 AAGAAAAA
PA14_46110 PGD1658270 PGD1658271 sodium:solute  1.188044591 0.351095998 4100014 4101405 + GGCGCCTCGCCGGAAACAACAATGACAATGAGAAACTTGGGAGACCTGATATGGCCCTCGACATATTGGCGCCTCGCCGGAAACAACAATGATG [Alignment(seqA='--------------AACAACAA-------------------------------------------------------------------------------', seqB='GGCGCCTCGCCGGAAACAACAATGACAAT    8 AACAACAA 14 22 AACAACAA
PA14_26230 PGD1655075 hisQ PGD1655076 histidine trans   0.632064741 0.352445076 2289187 2289876 - GTCCGGCCGCTTTTCACCTCGACCGACAACAACAAGCAATGGAGAGTGAAATGTTCCTCGACGGCTTGTCCGGCCGCTTTTCACCTCGACC ATG [Alignment(seqA='---------------------------AACAACAA------------------------------------------------------------------', seqB='GTCCGGCCGCTTTTCACCTCGACCGACAAC    8 AACAACAA 27 35 AACAACAA
PA14_25270 PGD1654919 aroP1 PGD1654920 aromatic amin     0.56285478 0.353900249 2210177 2211586 + CTGTGGATAACCAGAACAAGAAACTACTCACTTCGATTTAGGGTTTTTCAATGGATGGTCAACATCTGCTGTGGATAACCAGAACAAGAAACATG [Alignment(seqA='--------------AACAAGAA-------------------------------------------------------------------------------', seqB='CTGTGGATAACCAGAACAAGAAACTACTC    8 AACAAGAA 14 22 AACAAGAA
PA14_13780 PGD1653041 narG PGD1653042 respiratory nit    0.868347002 0.366273994 1183607 1187392 + CCCCTGATTAGCGTTGTAACGCCCGGCACAGACCGGGTGAGGAGATCAAGATGAGTCACCTGCTCG CCCCTGATTAGCGTTGTAACGCCC ATG [Alignment(seqA='-----------------------------------------------------------------------------------AAGAAGAA----------', seqB='CCCCTGATTAGCGTTGTAACGCCCGGCAC    8 AAGAAGAA 83 91 AAGAAGAA
PA14_36120 PGD1656676 PGD1656677 MFS transport 1.134134252 0.368367595 3218748 3220073 - TGCCAACCCAGTTCCGCAGCACAAGAACAACAATAAAAGAGGTACGACCCATGGCTCAGGCACAGACTGCCAACCCAGTTCCGCAGCACAAATG [Alignment(seqA='-------------------------AACAACAA--------------------------------------------------------------------', seqB='TGCCAACCCAGTTCCGCAGCACAAGAACA    8 AACAACAA 25 33 AACAACAA
PA14_10960 PGD1652597 PGD1652598 ferredoxin oxi  -0.158203769 0.371996883 947387 948499 - CTACCTGGAACTCGATCTCTGACCCCGAAGAACAACCACGGAGACGCCTCATGAGCCTGCCCAACGCCTACCTGGAACTCGATCTCTGACC ATG [Alignment(seqA='---------------------------AAGAACAA------------------------------------------------------------------', seqB='CTACCTGGAACTCGATCTCTGACCCCGAAG    8 AAGAACAA 27 35 AAGAACAA
PA14_17960 PGD1653719 glpK PGD1653720 glycerol kinas 0.728025434 0.374371874 1542808 1544325 - GCGCTTCCTGACCGCCCGCTCTTTCCTGCCATAGCCACAAGGCCACAGCCATGACCGACAAGCACAAGCGCTTCCTGACCGCCCGCTCTTT ATG [Alignment(seqA='-----------------------------------------------------------------AACAAGAA----------------------------', seqB='GCGCTTCCTGACCGCCCGCTCTTTCCTGCC    8 AACAAGAA 65 73 AACAAGAA
PA14_24010 PGD1654709 xcpS PGD1654710 general secre    0.079508865 0.409151213 2086376 2087593 + GAAGGCGTCACTACGGTCGAGGAAGTCCTGCGCGTGACCCGGGAAGAATAATGGCCGCCTTCGAATGAAGGCGTCACTACGGTCGAGGAAATG [Alignment(seqA='-------------------------------------------AAGAATAA--------------------------------------------------', seqB='GAAGGCGTCACTACGGTCGAGGAAGTCCT    8 AAGAATAA 43 51 AAGAATAA
PA14_09750 PGD1652403 PGD1652404 oxidoreductas 0.267401299 0.414847625 839129 840448 - CACGCAGGGGATGGTTACCGGGTTCCAATAACAAGAGTCAGGTCCCTGCGATGACGAAAGTAACCC CACGCAGGGGATGGTTACCGGGTTATG [Alignment(seqA='--------------------------AATAACAA-------------------------------------------------------------------', seqB='CACGCAGGGGATGGTTACCGGGTTCCAAT    8 AATAACAA 26 34 AATAACAA
PA14_39980 PGD1657278 qscR PGD1657279 transcriptiona  1.100219169 0.415123733 3562214 3562927 - GCTGAAGAACCGAATCCTGCCGGGATCGATTGTTGACTGGTGAAGCTGGCATGCATGATGAGAGAG GCTGAAGAACCGAATCCTGCCGGGATG [Alignment(seqA='-------------------------------------------------------------------------------------------AATAACAA--', seqB='GCTGAAGAACCGAATCCTGCCGGGATCGA    8 AATAACAA 91 99 AATAACAA
PA14_66875 PGD1661722 phaF PGD1661723 polyhydroxyal    -0.124310127 0.418402071 5972142 5973071 - GCTGAGCGCAGTGCTCGAGCGTGTCGCGAGAACCCAATAAGGAGAGCAGGATGGCTGGCAAGAAG GCTGAGCGCAGTGCTCGAGCGTGTATG [Alignment(seqA='-----------------------------------------------------------AAGAAGAA----------------------------------', seqB='GCTGAGCGCAGTGCTCGAGCGTGTCGCGA    8 AAGAAGAA 59 67 AAGAAGAA
PA14_70040 PGD1662226 dadA PGD1662227 D-amino acid   -0.225020436 0.423980238 6245427 6246725 - CGCTCAAAATAACAAACGTCCGCGGTTCCTCCGCGACGTGGGAGGCGACAATGCGAGTTCTGGTCCTCGCTCAAAATAACAAACGTCCGCGATG [Alignment(seqA='-------AATAACAA--------------------------------------------------------------------------------------', seqB='CGCTCAAAATAACAAACGTCCGCGGTTCCT    8 AATAACAA 7 15 AATAACAA
PA14_02890 PGD1651293 PGD1651294 hypothetical p 0.573189277 0.434817451 253792 254625 + CGGGGGCTGAGTCGCCACAAGAACAACAAGCAACCAGCAGGACACACAGCATGAAGAAGATGATGCCGGGGGCTGAGTCGCCACAAGAACATG [Alignment(seqA='---------------------AACAACAA------------------------------------------------------------------------', seqB='CGGGGGCTGAGTCGCCACAAGAACAACAA    8 AACAACAA 21 29 AACAACAA
PA14_11210 PGD1652643 PGD1652644 amino acid pe 0.885648746 0.442355286 975501 976991 + GGGCCTGACGCAAGAACAACAACAGCAACGCTGCCGTCGAGGATACGTCGATGTCCAACTCCAGAC GGGCCTGACGCAAGAACAACAACAATG [Alignment(seqA='--------------AACAACAA-------------------------------------------------------------------------------', seqB='GGGCCTGACGCAAGAACAACAACAGCAAC    8 AACAACAA 14 22 AACAACAA
PA14_07870 PGD1652083 PGD1652084 ABC transport   0.36439283 0.445621687 678769 679815 + GGCAGTCCCGAACCGTACCGAAGCAACCCTGCACTGTGGAGAGAACAATAATGTCGAAATCCCTGAAGGCAGTCCCGAACCGTACCGAAGCATG [Alignment(seqA='-------------------------------------------AACAATAA--------------------------------------------------', seqB='GGCAGTCCCGAACCGTACCGAAGCAACCC    8 AACAATAA 43 51 AACAATAA
PA14_71850 PGD1662518 PGD1662519 hypothetical p 0.937540733 0.456084617 6400979 6403831 - CGGTTATGCTCCGGCCACTTCAAGGCAAACCACTACAAGAACAAGCGCCTATGACCGTCCATGTCGACGGTTATGCTCCGGCCACTTCAAGATG [Alignment(seqA='------------------------------------AAGAACAA---------------------------------------------------------', seqB='CGGTTATGCTCCGGCCACTTCAAGGCAAA    8 AAGAACAA 36 44 AAGAACAA
PA14_23160 PGD1654569 gltS PGD1654570 sodium/glutam  -0.100696709 0.463481554 2006575 2007789 - CTGGTCAACTGATCGCCCTTTCGCCCACACAACAACAATAGAGCCCCGCCATGCCGACATTGCACCT CTGGTCAACTGATCGCCCTTTCGC ATG [Alignment(seqA='------------------------------AACAACAA---------------------------------------------------------------', seqB='CTGGTCAACTGATCGCCCTTTCGCCCACAC    8 AACAACAA 30 38 AACAACAA
PA14_31800 PGD1656002 PGD1656003 sodium:alanin  0.442393547 0.476439086 2765588 2766937 + TGCCCACTGCCGCCAGGCCGCATTCATTCGAACAAGAATAAGGATCGCTGATGGAAAGCTTGCAGAATGCCCACTGCCGCCAGGCCGCATTATG [Alignment(seqA='------------------------------AACAAGAA---------------------------------------------------------------', seqB='TGCCCACTGCCGCCAGGCCGCATTCATTC    8 AACAAGAA 30 38 AACAAGAA
PA14_67510 PGD1661828 estA PGD1661829 esterase EstA -0.291293768 0.48735247 6026551 6028491 - TGCCGACGACGCGGCGGCCCGACAATAAAAACAAATCACGGAGTAAGAGAATGATCAGAATGGCGCTGCCGACGACGCGGCGGCCCGAC ATG [Alignment(seqA='--------------------------AAAAACAA-------------------------------------------------------------------', seqB='TGCCGACGACGCGGCGGCCCGACAATAAA    8 AAAAACAA 26 34 AAAAACAA
PA14_11240 PGD1652647 PGD1652648 DNA-binding t   0.4406681 0.487491905 977705 978655 + TGCCGCGCCATACAACAATAACGATGGCCGTTGCCGTCAGGAGGTGCCCGGTGCATACCCTGTCTTCTGCCGCGCCATACAACAATAACGAGTG [Alignment(seqA='-------------AACAATAA--------------------------------------------------------------------------------', seqB='TGCCGCGCCATACAACAATAACGATGGCC    8 AACAATAA 13 21 AACAATAA
PA14_28970 PGD1655533 PGD1655534 hypothetical p -0.610775947 0.48879888 2504847 2505386 + TTCGGGCGTAAATAGAATGAGACTCATTATCATAAGTGTCGTGAACTGCCATGCTCCCTCCCGCCAGCTTCGGGCGTAAATAGAATGAGACTATG [Alignment(seqA='---------------------------------------------------------------------------------AAGAAGAA------------', seqB='TTCGGGCGTAAATAGAATGAGACTCATTA    8 AAGAAGAA 81 89 AAGAAGAA
PA14_05590 PGD1651733 metF PGD1651734 5 0.152664822 0.514599332 495947 496819 - ACTACTGAAGTACCCGGCGCTAGTCGGAATCAACAAGAAGAGGCGCGGCCGTGGTCGCGTCCAAGGACTACTGAAGTACCCGGCGCTAGTGTG [Alignment(seqA='-------------------------------AACAAGAA--------------------------------------------------------------', seqB='ACTACTGAAGTACCCGGCGCTAGTCGGAA    8 AACAAGAA 31 39 AACAAGAA
PA14_21780 PGD1654337 PGD1654338 transporter 0.259698162 0.514732922 1894225 1895160 - GTCGCGCCCGGCATGGCAGACTGGCGGCCGTCCAATAACAAGGAAAGCCCATGCGTGCCCTGACCGGTCGCGCCCGGCATGGCAGACTGGATG [Alignment(seqA='---------------------------------AATAACAA------------------------------------------------------------', seqB='GTCGCGCCCGGCATGGCAGACTGGCGGCC    8 AATAACAA 33 41 AATAACAA
PA14_08830 PGD1652255 tufA PGD1652256 elongation fac  0.147910869 0.51633559 757816 759009 + TGGTTAAAAAACAAGGTTGATTCAGCCCTTTAAGTAAGAGGTTTACTGTCGTGGCTAAGGAAAAATTCTGGTTAAAAAACAAGGTTGATTCA GTG [Alignment(seqA='------AAAAACAA---------------------------------------------------------------------------------------', seqB='TGGTTAAAAAACAAGGTTGATTCAGCCCTT    8 AAAAACAA 6 14 AAAAACAA
PA14_47120 PGD1658446 PGD1658447 hypothetical p 1.189203901 0.5169292 4198236 4198748 - CGGTGCCGCACAACGGACTCGTTACCTTCGCTTGAAAAAAGGAATTGCCCATGCTTTCGATCAAGAACGGTGCCGCACAACGGACTCGTTAATG [Alignment(seqA='--------------------------------------------------------------AAGAAGAA-------------------------------', seqB='CGGTGCCGCACAACGGACTCGTTACCTTC    8 AAGAAGAA 62 70 AAGAAGAA
PA14_70600 PGD1662314 PGD1662315 HU family DN  1.249509411 0.585848869 6290069 6290341 - CTGGGAAGACAGCACGGACACAAAAACAACAAACCGTCAAAGAGGCAACTATGCGTAAACCAGAAC CTGGGAAGACAGCACGGACACAAAATG [Alignment(seqA='---------------------AAAAACAA------------------------------------------------------------------------', seqB='CTGGGAAGACAGCACGGACACAAAAACAA    8 AAAAACAA 21 29 AAAAACAA
PA14_28180 PGD1655389 PGD1655390 hypothetical p -0.126580067 0.586348212 2439277 2440560 - ACTCGGGTAGCATCCGGGCATCCGTAAAAAATAAAAAACAGAGGTGCAAGATGCCGCACACCCCCTAACTCGGGTAGCATCCGGGCATCCGATG [Alignment(seqA='--------------------------AAAAATAA-------------------------------------------------------------------', seqB='ACTCGGGTAGCATCCGGGCATCCGTAAAA    8 AAAAATAA 26 34 AAAAATAA
PA14_65280 PGD1661484 hflK PGD1661485 protease subu  0.336212349 0.589245077 5817176 5818378 - ATGGGTGGCCGCGCCGCAGGCGCGTTTCGCGTTACTAGATGGAGAGCGCTATGGCTTGGAACGAGCATGGGTGGCCGCGCCGCAGGCGCATG [Alignment(seqA='--------------------------------------------------------------------------------AACAACAA-------------', seqB='ATGGGTGGCCGCGCCGCAGGCGCGTTTCG    8 AACAACAA 80 88 AACAACAA
PA14_28400 PGD1655431 PGD1655432 outer membra    0.090321687 0.592655918 2452624 2453901 - CGCTTCCTTCAATTTCAGCGCACATCAAGCCAACAACCAGGAACAATAAGATGTTGAAGAAAAGGAT CGCTTCCTTCAATTTCAGCGCACATATG [Alignment(seqA='-----------------------------------------AACAATAA----------------------------------------------------', seqB='CGCTTCCTTCAATTTCAGCGCACATCAAGC    8 AACAATAA 41 49 AACAATAA
PA14_03860 PGD1651455 PGD1651456 glutamine syn 0.199117848 0.603481828 347204 348580 - TAGCCTACCCCCCGCATGATTGAAATTTTTAACAAAAAAGGTGTTGCATCATGTCGGTACCCCAGCGTTAGCCTACCCCCCGCATGATTGAA ATG [Alignment(seqA='------------------------------AACAAAAA---------------------------------------------------------------', seqB='TAGCCTACCCCCCGCATGATTGAAATTTTT    8 AACAAAAA 30 38 AACAAAAA
PA14_38860 PGD1657110 exaA PGD1657111 quinoprotein a  -0.023060396 0.622927285 3465040 3466911 + GAGCAGCGGCCTGCCGTTTCTCGACCCTCACTCCAAACGGGAACCCGATCATGACAACAAGAACCTCGAGCAGCGGCCTGCCGTTTCTCGAATG [Alignment(seqA='-------------------------------------------------------AACAAGAA--------------------------------------', seqB='GAGCAGCGGCCTGCCGTTTCTCGACCCTC    8 AACAAGAA 55 63 AACAAGAA
PA14_14390 PGD1653133 PGD1653134 ABC-type tran  0.076976334 0.645801215 1227836 1228813 - CAATCAGAACAATTCGCTACAGCGCGCCAATACAATCAGGAGATCGCCGCATGATGCAGGCCTATAACAATCAGAACAATTCGCTACAGCGATG [Alignment(seqA='-----------------------------------------------------------------AAGAATAA----------------------------', seqB='CAATCAGAACAATTCGCTACAGCGCGCCA    8 AAGAATAA 65 73 AAGAATAA
PA14_06190 PGD1651817 PGD1651818 glutathione S- 0.394682178 0.660094857 546995 547744 + CCGGTTTGCCGGAGGATCGGCGTTCCCATAACAAGAACAGGAGTCTCGCCGTGGCCGAACCTTTGCTCCGGTTTGCCGGAGGATCGGCGTTGTG [Alignment(seqA='-----------------------------AACAAGAA----------------------------------------------------------------', seqB='CCGGTTTGCCGGAGGATCGGCGTTCCCAT    8 AACAAGAA 29 37 AACAAGAA
PA14_43170 PGD1657804 PGD1657805 bile acid/Na+   0.294160093 0.666409365 3845527 3846420 - GAGAATCCGGGGCCTGAGCCCGTCTCCATCGCATCGGAGCAATAACAATAATGACCGCCGATCCCATGAGAATCCGGGGCCTGAGCCCGTCATG [Alignment(seqA='-------------------------------------------AACAATAA--------------------------------------------------', seqB='GAGAATCCGGGGCCTGAGCCCGTCTCCAT    8 AACAATAA 43 51 AACAATAA
PA14_38560 PGD1657062 PGD1657063 MFS transport 0.260547596 0.718233169 3438790 3440142 + GGGCGTCCGCCGGACGCCCCATCACCAATAAGAACCTCAGGTACCTTGCGATGCACAACCAGATCGCGGGCGTCCGCCGGACGCCCCATCAATG [Alignment(seqA='--------------------------AATAAGAA-------------------------------------------------------------------', seqB='GGGCGTCCGCCGGACGCCCCATCACCAAT    8 AATAAGAA 26 34 AATAAGAA
PA14_53470 PGD1659500 PGD1659501 acetate kinase -0.311698888 0.718467284 4738824 4740008 + CGCTGCGGCTGGTGTGCCCGGGAAGAAGAAGAGCAGACCAAGGAGCAGTGATGCCCTCACGCAACACGCTGCGGCTGGTGTGCCCGGGA ATG [Alignment(seqA='----------------------AAGAAGAA-----------------------------------------------------------------------', seqB='CGCTGCGGCTGGTGTGCCCGGGAAGAAG    8 AAGAAGAA 22 30 AAGAAGAA
PA14_32530 PGD1656106 PGD1656107 cytochrome c -0.297435578 0.722434893 2825911 2826564 + TTGGTTCTAAACTTAGAACTAAAAACAATAAGCCAGAGAGGAACCCTGCCATGCCGGTTGCACACCGTTGGTTCTAAACTTAGAACTAAAAAATG [Alignment(seqA='--------------------AAAAACAA-------------------------------------------------------------------------', seqB='TTGGTTCTAAACTTAGAACTAAAAACAATA    8 AAAAACAA 20 28 AAAAACAA
PA14_32640 PGD1656122 PGD1656123 hypothetical p -0.490599664 0.761126684 2834555 2835466 - CCGGACTGACGCGCTGCCCCGTGGAAAACAACAACAAGAAGGACACGCCCATGACCACCCGCATCCCCGGACTGACGCGCTGCCCCGTGGATG [Alignment(seqA='-----------------------------AACAACAA----------------------------------------------------------------', seqB='CCGGACTGACGCGCTGCCCCGTGGAAAAC    8 AACAACAA 29 37 AACAACAA
PA14_18820 PGD1653849 PGD1653850 hypothetical p 1.914503738 0.765578636 1622352 1623338 + TCCCTGGCCATGGCCTGATGCCTATCCAGAACAAGAACAAGGAGTACAGGATGAATACCCGCAATTTTCCCTGGCCATGGCCTGATGCCTAATG [Alignment(seqA='-----------------------------AACAAGAA----------------------------------------------------------------', seqB='TCCCTGGCCATGGCCTGATGCCTATCCAG    8 AACAAGAA 29 37 AACAAGAA
PA14_38690 PGD1657080 PGD1657081 acetoacetyl-C  0.241410612 0.76696292 3449781 3451736 + CCGGTTATGCTTCCTGCATGTCCCGGAACAACAACAAGGACGGACACGCCATGCCCGCACCGCTCTGCCGGTTATGCTTCCTGCATGTCCCGATG [Alignment(seqA='-----------------------------AACAACAA----------------------------------------------------------------', seqB='CCGGTTATGCTTCCTGCATGTCCCGGAACA    8 AACAACAA 29 37 AACAACAA
PA14_16870 PGD1653539 PGD1653540 ABC transport   0.314527805 0.797660975 1446019 1446942 + TCGCGGCCCTGGCCGGACATGGCGGCGGCCGCCGGAACAGGTAGGGGACCATGATCGAAACAAGATCGCGGCCCTGGCCGGACATGGCGATG [Alignment(seqA='----------------------------------------------------------AACAAGAA-----------------------------------', seqB='TCGCGGCCCTGGCCGGACATGGCGGCGG    8 AACAAGAA 58 66 AACAAGAA
PA14_32660 PGD1656126 PGD1656127 MFS family tra -0.006770405 0.808484765 2836165 2837511 - ACCCTGCCCTTCATCCGGGCCGTCGCCGCGGCGACGGCCGAGGAACGCTCATGCCTACGCCCGACAACCCTGCCCTTCATCCGGGCCGTCATG [Alignment(seqA='--------------------------------------------------------------------AACAACAA-------------------------', seqB='ACCCTGCCCTTCATCCGGGCCGTCGCCGC    8 AACAACAA 68 76 AACAACAA
PA14_37130 PGD1656844 PGD1656845 hypothetical p 0.028789277 0.813487675 3308261 3309397 - CCGGCGGATCGGCCCGGTTCGCGGCCCAGCCAATAACAAACACACGCGAGATGCCGACCATGTCCTCCGGCGGATCGGCCCGGTTCGCG ATG [Alignment(seqA='-------------------------------AATAACAA--------------------------------------------------------------', seqB='CCGGCGGATCGGCCCGGTTCGCGGCCCAG    8 AATAACAA 31 39 AATAACAA
PA14_50770 PGD1659042 PGD1659043 transporter 0.819372944 0.817356788 4510257 4511615 - ACCCGCCCCTGGGCGCCCATCCCACACCCATAACAACAAGGAGGCGGCTCATGACCCTGGTCCTGATACCCGCCCCTGGGCGCCCATCCCAATG [Alignment(seqA='-------------------------------AACAACAA--------------------------------------------------------------', seqB='ACCCGCCCCTGGGCGCCCATCCCACACCC    8 AACAACAA 31 39 AACAACAA
PA14_67040 PGD1661752 PGD1661753 ABC transport  0.36703267 0.860076635 5983588 5984550 - CGCGAAGGGGGCCGTCGTACCTGCGCATTCCATCGTTCGAGAGAGTTTCCGTGACCAAGAAGAAAC CGCGAAGGGGGCCGTCGTACCTG GTG [Alignment(seqA='--------------------------------------------------------AAGAAGAA-------------------------------------', seqB='CGCGAAGGGGGCCGTCGTACCTGCGCATT    8 AAGAAGAA 56 64 AAGAAGAA
PA14_54040 PGD1659602 PGD1659603 amino acid pe 0.320416895 0.864635246 4791877 4793292 - CGAGCGAGTCCGCAACTGATCTATCTCAATAACAAAATGAGGTTGTTCCCATGTCGTCTGTCGGCGA CGAGCGAGTCCGCAACTGATCTATATG [Alignment(seqA='---------------------------AATAACAA------------------------------------------------------------------', seqB='CGAGCGAGTCCGCAACTGATCTATCTCAAT    8 AATAACAA 27 35 AATAACAA
PA14_63060 PGD1661122 smpB PGD1661123 SsrA-binding p 0.427047295 0.868405031 5625711 5626190 + GACGCCGCCCCATAGCGGTGAAGCCGGCGACTCCCTATAATGCGCCGCCTATGGCTAAGCAGAAGAGACGCCGCCCCATAGCGGTGAAGCATG [Alignment(seqA='--------------------------------------------------------------------------------------------AACAAGAA-', seqB='GACGCCGCCCCATAGCGGTGAAGCCGGCG    8 AACAAGAA 92 100 AACAAGAA
PA14_02370 PGD1651213 PGD1651214 porin 1.491086867 0.877718821 212285 213643 - CGACTTCCGAGACTGCGCCCACCTGGCACTCAGGTGGGAGAAAACAATAAATGCAAAATCTCAGACGCGACTTCCGAGACTGCGCCCACCTATG [Alignment(seqA='------------------------------------------AACAATAA---------------------------------------------------', seqB='CGACTTCCGAGACTGCGCCCACCTGGCAC    8 AACAATAA 42 50 AACAATAA
PA14_26750 PGD1655151 PGD1655152 hypothetical p 0.214131101 0.878976259 2329721 2331523 - GCTTGCTTGGTAATGTCGCCCCACACTTCCGCCGTCACGGGTCAAGAACAATGCAAAAGACCGTACGGCTTGCTTGGTAATGTCGCCCCAC ATG [Alignment(seqA='-------------------------------------------AAGAACAA--------------------------------------------------', seqB='GCTTGCTTGGTAATGTCGCCCCACACTTCC    8 AAGAACAA 43 51 AAGAACAA
PA14_18120 PGD1653745 mmsA PGD1653746 methylmalona  0.813190865 0.915423489 1554529 1556022 + ACCAGTCCGCCACAACAATAAAAGCCGGCCTGGCCGGTGCAGGAGGGTTCATGTCAGTCCCAGTCC ACCAGTCCGCCACAACAATAAAAGATG [Alignment(seqA='-------------AACAATAA--------------------------------------------------------------------------------', seqB='ACCAGTCCGCCACAACAATAAAAGCCGGC    8 AACAATAA 13 21 AACAATAA
PA14_68280 PGD1661948 PGD1661949 dicarboxylate 0.223927649 0.917607834 6090376 6091008 + AGGCCGCCGAAGCCGCCAACCAGGCTCAATAAGAAGAAGAGGGAAAGCCCATGCACGCGCTCGCGCAGGCCGCCGAAGCCGCCAACCAG ATG [Alignment(seqA='---------------------------AATAAGAA------------------------------------------------------------------', seqB='AGGCCGCCGAAGCCGCCAACCAGGCTCAA    8 AATAAGAA 27 35 AATAAGAA
PA14_34250 PGD1656378 PGD1656379 glycerophosph   -0.140317809 0.943455652 3044774 3045901 - CGCCAGACTGGTCGGCAATCCCGTGAAAAAGAAAGAAGGAAAGGCGCCTCATGCGGCAAAGATTCTCGCCAGACTGGTCGGCAATCCCGTATG [Alignment(seqA='-------------------------AAAAAGAA--------------------------------------------------------------------', seqB='CGCCAGACTGGTCGGCAATCCCGTGAAAA    8 AAAAAGAA 25 33 AAAAAGAA
PA14_65840 PGD1661560 PGD1661561 enoyl-CoA hyd 0.922638489 0.982493964 5864030 5864821 - TTGCCTGAAAGCCGCGATCGCCATCAACCAACAATAAGAACGAGGGCCGCATGACTGACCTTTCCCCTTGCCTGAAAGCCGCGATCGCCATATG [Alignment(seqA='-----------------------------AACAATAA----------------------------------------------------------------', seqB='TTGCCTGAAAGCCGCGATCGCCATCAACCA    8 AACAATAA 29 37 AACAATAA
PA14_10910 PGD1652589 PGD1652590 major facilitat  -0.389819485 0.986531202 943770 945029 - GGCGGATGCGCGCCTCCCCGCCGGCCGGCCCGCCCGGCCTGGAGACCGACATGGCGCATAACAAC GGCGGATGCGCGCCTCCCCGCCG ATG [Alignment(seqA='-----------------------------------------------------------AACAACAA----------------------------------', seqB='GGCGGATGCGCGCCTCCCCGCCGGCCGG    8 AACAACAA 59 67 AACAACAA
PA14_13500 PGD1652997 PGD1652998 2-hydroxyacid -0.167208783 1.002874517 1160401 1161378 - GATGGCGGTGGTATGGTCGGCGCTTTCGCTCCCGCTTGCAGAGTCCCGTCATGAAAAAGAACGTCTTGATGGCGGTGGTATGGTCGGCGC ATG [Alignment(seqA='-----------------------------------------------------AAAAAGAA----------------------------------------', seqB='GATGGCGGTGGTATGGTCGGCGCTTTCGC    8 AAAAAGAA 53 61 AAAAAGAA
PA14_46960 PGD1658418 ggt PGD1658419 gamma-glutam 0.470622432 1.031123141 4181255 4182928 + CGGGGGCCTGCTCTACCCTCGCCTGCGATAACAATAAATAGGGAAAGCCCATGCAACCTGTGCTCTTCGGGGGCCTGCTCTACCCTCGCCTATG [Alignment(seqA='-----------------------------AACAATAA----------------------------------------------------------------', seqB='CGGGGGCCTGCTCTACCCTCGCCTGCGAT    8 AACAATAA 29 37 AACAATAA
PA14_00620 PGD1650935 PGD1650936 hypothetical p -0.052914027 1.034312684 61430 63091 - CCCGCCGCACCGATCGACCCATGAACCGAACAAGAACAGGAGTCCACCCGATGCGCTACGCCCGTC CCCGCCGCACCGATCGACCCATGAATG [Alignment(seqA='----------------------------AACAAGAA-----------------------------------------------------------------', seqB='CCCGCCGCACCGATCGACCCATGAACCGA    8 AACAAGAA 28 36 AACAAGAA
PA14_11790 PGD1652739 PGD1652740 amino acid tra 0.746077508 1.047410321 1020800 1022248 - ACCACCGGGAAAACCGGGGTCGATAACAACAAGATTGAGGTGAAAAACCCATGTCCCTCGAACAAACACCACCGGGAAAACCGGGGTCGA ATG [Alignment(seqA='------------------------AACAACAA---------------------------------------------------------------------', seqB='ACCACCGGGAAAACCGGGGTCGATAACAA    8 AACAACAA 24 32 AACAACAA
PA14_31500 PGD1655958 PGD1655959 AMP-binding 0.23923179 1.060372711 2738366 2740033 + GCGTGAAGATTCCGGCTACTCCATACAAAAACAAGCCGAGGAGTCCTGCAATGCGCGACTACGCCACGCGTGAAGATTCCGGCTACTCCATATG [Alignment(seqA='--------------------------AAAAACAA-------------------------------------------------------------------', seqB='GCGTGAAGATTCCGGCTACTCCATACAAAA    8 AAAAACAA 26 34 AAAAACAA
PA14_12650 PGD1652865 PGD1652866 hypothetical p 0.884345403 1.0677591 1085653 1086387 - GCATGCTTCGCCCCCATTCATAACAACAAAAAACGGCAAGGCCGGACACCATGCCCCTACGCACCACGCATGCTTCGCCCCCATTCATAACAATG [Alignment(seqA='------------------------AACAAAAA---------------------------------------------------------------------', seqB='GCATGCTTCGCCCCCATTCATAACAACAAA    8 AACAAAAA 24 32 AACAAAAA
PA14_26690 PGD1655143 PGD1655144 enoyl-CoA hyd 0.916822544 1.089901141 2325060 2325854 - GGCATCCTGCCGGGCAAGAAGAAAGGCTGACGTTCCAGGAGGAAACCGGCATGAGCCTGCCGCATTGGCATCCTGCCGGGCAAGAAGAAAATG [Alignment(seqA='---------------AAGAAGAA------------------------------------------------------------------------------', seqB='GGCATCCTGCCGGGCAAGAAGAAAGGCTG    8 AAGAAGAA 15 23 AAGAAGAA
PA14_03920 PGD1651463 spuD PGD1651464 polyamine tra  0.689678303 1.095038243 352562 353665 + ATCGGTTGCGCCACCGCCCGGATACTTCAACAAAAATGGAGCTACCCCGCATGATGAAACGTTTCGGATCGGTTGCGCCACCGCCCGGATAATG [Alignment(seqA='----------------------------AACAAAAA-----------------------------------------------------------------', seqB='ATCGGTTGCGCCACCGCCCGGATACTTCA    8 AACAAAAA 28 36 AACAAAAA
PA14_26260 PGD1655079 PGD1655080 hydrolase -0.018484226 1.096503223 2290777 2291946 - GACAACGCCCTGCCGCCCACCGGTCGGAGCCCTTGAGGAGAACAAGAAGAATGACCGAGCCTGCCGGACAACGCCCTGCCGCCCACCGGTATG [Alignment(seqA='----------------------------------------AACAAGAA-----------------------------------------------------', seqB='GACAACGCCCTGCCGCCCACCGGTCGGAG    8 AACAAGAA 40 48 AACAAGAA
PA14_66760 PGD1661706 PGD1661707 hypothetical p 0.170098631 1.124561465 5963146 5963841 + TCTGGAACGCATGTAATCGAACCCGCCCGAACAGGAGTCCGGGAACCCCCATGGCAAAGAAGAAACTCTGGAACGCATGTAATCGAACCCATG [Alignment(seqA='--------------------------------------------------------AAGAAGAA-------------------------------------', seqB='TCTGGAACGCATGTAATCGAACCCGCCCG    8 AAGAAGAA 56 64 AAGAAGAA
PA14_09010 PGD1652291 rplR PGD1652292 50S ribosoma   0.45085515 1.127154016 766895 767245 + CGACGAAGTCGTCCGTCGTAAAGAAGCCAAGAAGAAGTAGGGCATAGCAAATGAGCGTCAAGAAAGCGACGAAGTCGTCCGTCGTAAAGAATG [Alignment(seqA='----------------------------AAGAAGAA-----------------------------------------------------------------', seqB='CGACGAAGTCGTCCGTCGTAAAGAAGCCA    8 AAGAAGAA 28 36 AAGAAGAA
PA14_54170 PGD1659620 putA PGD1659621 bifunctional p   0.333945529 1.13710265 4802984 4806166 - GCCTGGCCGGACTTCTTTCAATAACAATGGCTCCACAAGAGGAGGGCGTGATGTTCAAAGCCAGTCAGCCTGGCCGGACTTCTTTCAATAA ATG [Alignment(seqA='-------------------AATAACAA--------------------------------------------------------------------------', seqB='GCCTGGCCGGACTTCTTTCAATAACAATGG    8 AATAACAA 19 27 AATAACAA
PA14_23030 PGD1654549 oprB PGD1654550 glucose/carbo      2.6027413 1.142387562 1996676 1998040 + CTCCTGAATCCTTTCGTACTGCCTAGACCACAACCACGAGGACGCTGGAAATGTACAAGAACAAGAACTCCTGAATCCTTTCGTACTGCCTAATG [Alignment(seqA='-----------------------------------------------------------AACAAGAA----------------------------------', seqB='CTCCTGAATCCTTTCGTACTGCCTAGACCA    8 AACAAGAA 59 67 AACAAGAA
PA14_24920 PGD1654865 PGD1654866 transcriptiona  -0.046452136 1.17479343 2177117 2178148 - GCACGCACGCCGGACGGCCTGTTCCACCCGCCACGACAAGAACAACGACCATGCAGACCCTTGGCT GCACGCACGCCGGACGGCCTGTTCATG [Alignment(seqA='-------------------------------------AAGAACAA--------------------------------------------------------', seqB='GCACGCACGCCGGACGGCCTGTTCCACCC    8 AAGAACAA 37 45 AAGAACAA
PA14_38130 PGD1656992 PGD1656993 amino acid pe 0.461064274 1.196306095 3400608 3401978 - CCTTCCTTTGCTGTGCATTAGAAAAAGAAGAAATCGAGGCAAGCATACCCATGTCGAATCCTCCCCCCCCTTCCTTTGCTGTGCATTAGAAAAATG [Alignment(seqA='---------------------AAAAAGAA------------------------------------------------------------------------', seqB='CCTTCCTTTGCTGTGCATTAGAAAAAGAAG    8 AAAAAGAA 21 29 AAAAAGAA
PA14_10260 PGD1652487 PGD1652488 dehydrogenas   2.026472614 1.223956329 883311 884285 - CGGCCAGCGAACCCCGATGACCCCGTGAAGACAACCTGGAGAACAACAAGATGTCCACTCTGAGCA CGGCCAGCGAACCCCGATGACCCCATG [Alignment(seqA='-----------------------------------------AACAACAA----------------------------------------------------', seqB='CGGCCAGCGAACCCCGATGACCCCGTGAA    8 AACAACAA 41 49 AACAACAA
PA14_10290 PGD1652493 acoR PGD1652494 transcriptiona   1.764839716 1.224512042 886477 888354 + GGGCGCTTAATGGGCGGCACAACAACAAGATGCCGAGCAACGGAGGCCCCATGCTTTCCGCACACTGGGCGCTTAATGGGCGGCACAACAATG [Alignment(seqA='--------------------AACAACAA-------------------------------------------------------------------------', seqB='GGGCGCTTAATGGGCGGCACAACAACAAG    8 AACAACAA 20 28 AACAACAA
PA14_01620 PGD1651103 aptA PGD1651104 beta alanine--  1.047032251 1.275705519 147341 148687 - CGCCGCCGCGTGCGCGGAACCTTCCAACAAGAAAGCCCGAGGATCGAACGATGAACCAGCCGCTCACGCCGCCGCGTGCGCGGAACCTTCATG [Alignment(seqA='-------------------------AACAAGAA--------------------------------------------------------------------', seqB='CGCCGCCGCGTGCGCGGAACCTTCCAACA    8 AACAAGAA 25 33 AACAAGAA
PA14_10850 PGD1652581 PGD1652582 dehydrogenas 1.001457025 1.336562164 938752 940431 - GAAAAAGAACGCCGGGCGAGGCCCGGCAGCACACCCAGAAAGGTGCCGACATGACTTCCACTGCCCGAAAAAGAACGCCGGGCGAGGCCATG [Alignment(seqA='-AAAAAGAA--------------------------------------------------------------------------------------------', seqB='GAAAAAGAACGCCGGGCGAGGCCCGGCA    8 AAAAAGAA 1 9 AAAAAGAA
PA14_54150 PGD1659618 putP PGD1659619 sodium/prolin   0.661898773 1.354838234 4801152 4802672 - TGCTTGCACACGCAAGGGCCCGGATAAAAACAAGCAATAGGGGAGTCCCTATGAGTGTCAATACGCCTGCTTGCACACGCAAGGGCCCGGAATG [Alignment(seqA='-------------------------AAAAACAA--------------------------------------------------------------------', seqB='TGCTTGCACACGCAAGGGCCCGGATAAAA    8 AAAAACAA 25 33 AAAAACAA
PA14_54630 PGD1659694 PGD1659695 acyl-CoA dehy -0.006277336 1.384143188 4843462 4844625 + TCGTCGGCCGGCCCGAACATGACCATCCATCTCAAGTGACCCGAGGACCTATGGATTTCGACCTCACTCGTCGGCCGGCCCGAACATGACCATG [Alignment(seqA='---------------------------------------------------------------------AAGAACAA------------------------', seqB='TCGTCGGCCGGCCCGAACATGACCATCCA    8 AAGAACAA 69 77 AAGAACAA
PA14_24790 PGD1654841 PGD1654842 outer membra  1.085992672 1.395325109 2167408 2168673 - GTCACGCCGCCGCCATCGGCCTGCCCCAAGCGCTCGAGGAGACAATAACAATGAGCATGACCCCGAGTCACGCCGCCGCCATCGGCCTGCATG [Alignment(seqA='-------------------------------------------AATAACAA--------------------------------------------------', seqB='GTCACGCCGCCGCCATCGGCCTGCCCCAA    8 AATAACAA 43 51 AATAACAA
PA14_54540 PGD1659678 PGD1659679 hypothetical p 0.487065439 1.478424241 4835069 4836052 + TATACCCTGCCGATCTGGTAAGCCAGAACAAGAACTCCACAGGAGCACCGATGATGATGAAACTGTCTATACCCTGCCGATCTGGTAAGCC ATG [Alignment(seqA='--------------------------AACAAGAA-------------------------------------------------------------------', seqB='TATACCCTGCCGATCTGGTAAGCCAGAAC    8 AACAAGAA 26 34 AACAAGAA
PA14_10250 PGD1652485 acoB PGD1652486 acetoin catab   3.01020927 1.510922266 882259 883278 - TACGTGTCCTATCCCTGAGCCGCCCGAAAACAAGAACGAGGAGAACCATCATGGCGAGAAAGATCAGTACGTGTCCTATCCCTGAGCCGCC ATG [Alignment(seqA='----------------------------AACAAGAA-----------------------------------------------------------------', seqB='TACGTGTCCTATCCCTGAGCCGCCCGAAA    8 AACAAGAA 28 36 AACAAGAA
PA14_65940 PGD1661574 PGD1661575 oxidoreductas 0.995157281 1.543818845 5872546 5874492 + ATATCCTGTTTCTGAAGCGCGCCGCGAGAACAACAAGAAGGACGCCAACCGTGAATTTCCCGCACCTATATCCTGTTTCTGAAGCGCGCCG GTG [Alignment(seqA='----------------------------AACAACAA-----------------------------------------------------------------', seqB='ATATCCTGTTTCTGAAGCGCGCCGCGAGA    8 AACAACAA 28 36 AACAACAA
PA14_01580 PGD1651097 gabP PGD1651098 gamma-amino  0.908690346 1.557918289 143881 145308 - CCCACAAGGCGGCCCAGACCTTGCCCAAGAACAATTAAAGGGTCTCAACGATGTCCAAAGTCGTACTCCCACAAGGCGGCCCAGACCTTGCATG [Alignment(seqA='--------------------------AAGAACAA-------------------------------------------------------------------', seqB='CCCACAAGGCGGCCCAGACCTTGCCCAAG    8 AAGAACAA 26 34 AAGAACAA
PA14_11000 PGD1652605 hpaA PGD1652606 4-hydroxyphe    1.461250428 1.601741238 951044 952606 - ATCCCCTCCAGGCGCTCTCGCGCAGATAACAACAATGACTGGAGACGATGATGAAACCCGAAGATTTATCCCCTCCAGGCGCTCTCGCGCAATG [Alignment(seqA='---------------------------AACAACAA------------------------------------------------------------------', seqB='ATCCCCTCCAGGCGCTCTCGCGCAGATAA    8 AACAACAA 27 35 AACAACAA
PA14_16410 PGD1653465 PGD1653466 MFS transport 1.255526903 1.711643117 1403759 1405378 + GGAAATGGCAGACAACAATAAGAGCCCCCACAAGGGGCGGGAGAGCCGCAATGACCGAGTACGCA GGAAATGGCAGACAACAATAAGAGATG [Alignment(seqA='-------------AACAATAA--------------------------------------------------------------------------------', seqB='GGAAATGGCAGACAACAATAAGAGCCCCC    8 AACAATAA 13 21 AACAATAA
PA14_65920 PGD1661572 PGD1661573 hypothetical p 1.556107823 1.865308985 5871281 5872372 - CCGGCGGCTCGCTGCGATCCACTCCACAACAAGAACAAGAGGAGACGCACATGAACCGTTCCTTTCCCCGGCGGCTCGCTGCGATCCACTCATG [Alignment(seqA='---------------------------AACAAGAA------------------------------------------------------------------', seqB='CCGGCGGCTCGCTGCGATCCACTCCACAA    8 AACAAGAA 27 35 AACAAGAA
PA14_63080 PGD1661126 lldP PGD1661127 L-lactate perm 1.257381426 1.976791918 5627315 5628997 + GTCCGATCTGGTCACAGGCAAACCCAACAACAATTAGGGAGCCAACCCCCATGCAAGCCTGGCAACAGTCCGATCTGGTCACAGGCAAACCATG [Alignment(seqA='-------------------------AACAACAA--------------------------------------------------------------------', seqB='GTCCGATCTGGTCACAGGCAAACCCAACA    8 AACAACAA 25 33 AACAACAA
PA14_18150 PGD1653749 PGD1653750 acetyl-coa syn 2.466339628 2.016754732 1557036 1558922 + AGGCTCACTCACTGCTTCATCCCTAATAAGAACAATCAGAGGGCTGGAACATGACGTACCTGCAGCAAGGCTCACTCACTGCTTCATCCCTAATG [Alignment(seqA='------------------------AATAAGAA---------------------------------------------------------------------', seqB='AGGCTCACTCACTGCTTCATCCCTAATAAG    8 AATAAGAA 24 32 AATAAGAA
PA14_53050 PGD1659436 aroP2 PGD1659437 aromatic amin     1.089099999 2.04115953 4702982 4704400 - CCCGTTTCGCCTCCGACAACAATAAATTTCCACTTGCGTGAGATAACTCAATGGACGGCCAACATCCGCCCGTTTCGCCTCCGACAACAATA ATG [Alignment(seqA='-----------------AACAATAA----------------------------------------------------------------------------', seqB='CCCGTTTCGCCTCCGACAACAATAAATTTC    8 AACAATAA 17 25 AACAATAA
PA14_10280 PGD1652491 PGD1652492 short-chain de 1.946501037 2.099360103 885345 886145 - CCTCCCAACGCCCTGCCGCATACACCTACAAGAACAATCAGAGGTGAAGCATGCACGCTACGTCGTCCCTCCCAACGCCCTGCCGCATACAATG [Alignment(seqA='-----------------------------AAGAACAA----------------------------------------------------------------', seqB='CCTCCCAACGCCCTGCCGCATACACCTACA    8 AAGAACAA 29 37 AAGAACAA
PA14_34420 PGD1656406 PGD1656407 maltose/mann     1.233817164 2.182664869 3061183 3062493 - AACAATAATGTCTTCCGCGCCGCCCGCCGGCCCGGAAGAGGAGTTCACCGATGAACGACTCGATCAAAACAATAATGTCTTCCGCGCCGCC ATG [Alignment(seqA='AACAATAA---------------------------------------------------------------------------------------------', seqB='AACAATAATGTCTTCCGCGCCGCCCGCCGG    8 AACAATAA 0 8 AACAATAA
PA14_68720 PGD1662018 PGD1662019 hypothetical p -0.306188669 2.183781046 6128146 6128535 + GCGCTGTTCGCCAACGCCAAGCAACTGAAGAAGAAGTGACGGAGCCGTCCATGAGCGAGATGCCCGGCGCTGTTCGCCAACGCCAAGCAAATG [Alignment(seqA='---------------------------AAGAAGAA------------------------------------------------------------------', seqB='GCGCTGTTCGCCAACGCCAAGCAACTGAA    8 AAGAAGAA 27 35 AAGAAGAA
PA14_58410 PGD1660321 opdP PGD1660322 glycine-glutam    1.602156419 3.008478972 5202483 5203937 + AACCTGGTGGGTAAAACAGGTGCCATGACAACAATAAAGGGAGCAATCAGGTGATGAGATACCAAC AACCTGGTGGGTAAAACAGGTGCCGTG [Alignment(seqA='-----------------------------AACAATAA----------------------------------------------------------------', seqB='AACCTGGTGGGTAAAACAGGTGCCATGAC    8 AACAATAA 29 37 AACAATAA
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